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F-NT2RP3002007//TENASCIN PRECURSOR (TN) (HEXABRACB 
ION) (CYTOTACTIN) (NEURONECTIN) (GMEM) (JI) (BOTE 
NDINOUS ANTIGEN) (GLI OMA-ASSOCI ATED- EXTRACELLULAR 
MATRIX ANTIGEN) (GP 150-225) (TENASCIN-C) . //0. 21: 1 
15:28//H0M0 SAPIENS (HUMAN). //P24821 
F-NT2RP3002014//HYP0THETICAL 32.0 KD PROTEIN C09F 
5.2 IN CHROMOSOME III.//1.7e-25:139:48//CAEN0RHABD 
ITIS ELEGANS. //Q09232 

F-NT2RP3002033//ACTIVAT0R OF APOPTOSIS HARAKIRI (N 
EURONAL DEATH PR0TEINDP5) . //0. 14: 65: 41//H0M0 SAPIE 10 
NS (HUMAN). //000198 

F-NT2RP3002045//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 KD CO 
ATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTIN ALPHA C SUBUNIT) . //8. le-108: 192: 98/ 
/MUS MUSCULUS (MOUSE) . //P17427 
F-NT2RP3002054//HYP0THETICAL 35.5 KD PROTEIN IN TR 
ANSPOSON TN4556. //O. 046: 176: 31//STREPT0MYCES FRADI 
AE.//P20186 

F-NT2RP3002056//140 KD NUCLEOLAR PHOSPHOPROTEI N (N 20 
0PP140).//1.4e-07:245:25//RAITUS NORVEGICUS (RAT). 
//P41777 

F-NT2RP3002057//SMALL HYDROPHOBIC PROTEIN. I IV 0: 1 
2:66//SIMIAN VIRUS 5 (STRAIN W3) (SV5) . //P07577 
F-NT2RP3002062//PR0TEASE A INHIBITOR 3 (PROTEINASE 
INHIBITOR I(A)3).//1.0:49:32//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) . //PO 1094 
F-NT2RP3002063//ACYL CARRIER PROTEIN (ACP) . //0. 99: 
38:31//HAEM0PHILUS INFLUENZAE. //P43709 
F- NT2RP300208 1 //HYPOTHETI CAL 100.5 KD PROTEIN C1B 30 
9.04 IN CHROMOSOME I.//5.8e-35:253:37//SCHIZ0SACCH 
AROMYCES POMBE (FISSION YEAST) . //Q10429 
F-NT2RP3002097//HYPOTHETICAL 98. 1 KD PROTEIN IN SP 
X19-GCR2 I NTERGENIC REGION. //6. 2e-06: 99: 31//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P401 64 
F-NT2RP3002 102/ /HYPOTHETI CAL 7.4 KD PROTEIN. //0. 6 
8:34:47//THERM0PR0TEUSTENAX VIRUS 1 (STRAIN KRAI) 
(TTV1).//P19302 

F-NT2RP3002108//HYP0THETICAL 105.5 KD PROTEIN R13F 
6. 10 I N CHROMOSOME III. 111. 9e- 19: 179: 34//CAEN0RHAB 40 
DITIS ELEGANS. //Q21986 

F-NT2RP3002142//I ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.6e-17:37:75//H0M0 SAPIENS (HUMAN) . //P39 18 

8 

F-NT2RP3002146//CUTI CLE COLLAGEN 40. 110. 00034: 90: 3 
7//CAEN0RHABDITIS ELEGANS. //P34804 
F- NT2RP3002 1 4 7//SALI VARY PROLINE-RICH PROTEIN PO P 
RECURSOR (ALLELE S).//0.011: 166: 28//H0M0 SAPIENS 
(HUMAN). //P10163 

F-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 50 
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HOMOLOG (GTP-BI NDI NGPROTEI N GSTl-HS).//4.8e-ll:6 
0:53//H0M0 SAPIENS (HUMAN). //P15170 
F- NT2RP3002 1 63/ /TRANSCRI PTI ON INITIATION FACTOR TF 
IID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-1 
30) (TAHI 130) . //0. 028: 191: 29//H0M0 SAPIENS(HUMA 
N).//000268 

F- NT2RP3002 1 65//TRANSCRI PTI ONAL REGULATOR PROTEIN 
HCNGP.//2.3e-131:223:91//MUS MUSCULUS (MOUSE). //QO 
2614 

F-NT2RP3002166//D-ALANYL CARRIER PROTEIN (DCP).// 
1.0:65:33//LACT0BACILLUS CASEI.//P55153 
F-NT2RP3002173//! !!( ALU SUBFAMILY SQ WARNING ENTR 
Y ! !!!//2.4e-26: 114: 62//H0M0 SAPIENS (HUMAN) . //P39 
194 

F-NT2RP3002181//MALE SPECIFIC SPERM PROTEIN MST84D 
D.//0.25:31:38//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y),//Q01645 

F-NT2RP3002244//SPERM PROTAMINE PI (CYSTEINE- RICH 
PROTAMINE). //0. 069: 16: 62//0VIS ARIES (SHEEP), AND 
CAPRA HIRCUS (GOAT). //P04 102 
F-NT2RP3002248//MI CROFI BRI LLAR- ASSOCI ATED PROTEIN 
1 (ASSOCIATED MICROFIBRIL PROTEIN) (AMF) . //0. 0079: 
187: 24//GALLUS GALLUS (CHICKEN).//P55080 
F-NT2RP3002255//PR0UNE-RICH PROTEIN MP-3 (FRAGMEN 
T).//4.6e-10:168:34//MUS MUSCULUS (MOUSE). //P05143 
F-NT2RP3002273//SCD6 PROTEIN. I IV 5e-ll: 160: 33//SAC 
CHAROMYCES CEREVI SI AE (BAKER' S YEAST) . //P45978 
F-NT2RP3002276//PR0BABLE E4 PROTEIN. 110. 91: 54:29// 
HUMAN PAPILLOMAVIRUS TYPE 16.//P06922 
F-NT2RP3002303//HYP0THETI CAL 30.2 KD PROTEIN C4D7. 
04C IN CHROMOSOME L//1.7e-42: 191:43//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //014 171 
F-NT2RP3002304 

F-NT2RP3002330//NNP-1 PROTEIN. 110. 52: 140: 18//MUS M 
USCULUS (MOUSE). //P56183 

F-NT2RP3002343//5E5 ANTIGEN. 110. 0056: 189: 30//RATTU 
S NORVEGICUS (RAT) . //Q63003 
F-NT2RP3002351//NAD-DEPENDENT METHYLENETETRAHYDROF 
OLATE DEHYDROGENASE (EC 1.5.1.15) / METHENYLTETRAH 
YDROFOLATE CYCLOHYDROLASE (EC 3.5.4.9) MITOCHONDRI 
AL PRECURSOR. //1.0e-66: 196: 68//H0M0 SAPIENS (HUMA 
N).//P13995 

F-NT2RP3002352//PRESYNAPTIC PROTEIN SAP102 (SYNAPS 
E- ASSOCI ATED PROTEIN 102) (NEUROENDOCRINE-DLG) (NE 
-DLG) . //0. 79: 173: 27//H0M0 SAPIENS (HUMAN) . //Q92796 
F-NT2RP3002377//PUTATIVE HELICASE YGR271W.//1.0e-5 
6:216:44//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P53327 

F-NT2RP3002399//MINI CHROMOSOME MAINTENANCE PROTEIN 
6.//1.4e-19:136:31//SACCHAR0MYCES CEREVISIAE (BAK 
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ERS YEAST). //P53091 

F-NT2RP3002402//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) 
(EBNA-4B).//0.74:107:36//EPSTEIN-BARR VIRUS (STRAI 
N B95-8) (HUMAN HERPESVIRUS 4).//P03204 
F-NT2RP3002455//DNAJ PROTEIN (FRAGMENT) . //5. 6e- 06: 
57:42//AGR0BACTERIUM TUMEFACIENS. //P50018 
F-NT2RP3002484//HYP0THETI CAL 46.5 KD PROTEIN C12B1 
0.04 IN CHROMOSOME I . //0. 00032: 52: 48//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //Ql 0438 
F- NT2RP300250 1 //HYPOTHETI CAL 34.9 KD PROTEIN IN FR 10 
E2-JEN1 INTERGENIC REGION. //9. 4e- 42: 209: 42//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P36007 
F-NT2RP30025 1 2//HYP0THETI CAL 37.4 KD PROTEIN IN GP 
M1-MCR1 INTERGENIC REGION. 111. 7e- 32: 162: 37//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P36059 
F-NT2RP3002529//PUTATIVE VACUOLAR PROTEIN SORTING- 
ASSOCIATED PROTEIN C2G11. 03C. //2. le-45: 241: 43//SCH 
IZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09805 
F-NT2RP3002545 

F-NT2RP3002549//HYP0THETI CAL 26.6 KD PROTEIN T19C 20 
3.4 IN CHROMOSOME III.//2.8e-41: 161: 52//CAEN0RHABD 
ITIS ELEGANS.//Q10010 

F- NT2RP3002566//I MMEDI ATE- EARLY PROTEIN IE180.//0. 

56: 130: 24//PSEUD0RABI ES VIRUS (STRAIN KAPLAN) (PR 

V).//P33479 

F-NT2RP3002587 

F-NT2RP3002590 

F-NT2RP3002602//PR0TEIN DISULFIDE ISOMERASE PRECUR 
SOR (PDI) (EC 5.3.4.1)(THI0RED0XIN- RELATED GLYCOP 
ROTEIN 1) . //0. 00091: 111: 28//SACCHAR0MYCES CEREVISI 30 
AE (BAKER'S YEAST). //PI 7967 
F-NT2RP3002603//HYP0THETI CAL 14.2 KD PROTEIN IN BL 
AB 3'REGI0N.//1.0:65:40//STREPT0MYCES CACA0L//P33 
654 

F-NT2RP3002628//DNAJ-UKE PROTEIN SLR0093.//2.4e-l 
7:101:44//SYNECH0CYSTIS SP. (STRAIN PCC 6803). //P5 
0027 

F-NT2RP3002631//METALL0THI0NEIN-IB (MT-1B) . 110. 09 
2: 36: 33//H0M0 SAPI ENS (HUMAN) . //P07438 
F-NT2RP3002650//DUALIN. //3. Oe-21: 184: 37//GALLUS GA 40 
LLUS (CHICKEN).//Q90830 

F-NT2RP3002659//PR0C0LLAGEN ALPHA 2(1) CHAIN PRECU 
RSOR.//0. 00016: 223: 33//H0M0 SAPIENS (HUMAN) . //P081 
23 

F-NT2RP3002660//40S RIBOSOMAL PROTEIN S27A.//0.16: 
72: 3 1 //CAENORHABDI TI SELEGANS . //P37165 
F-NT2RP3002663//OXYSTEROL-BI NDI NG PROTEIN. IIS. 4e-2 
3: 168: 41//H0M0 SAPI ENS (HUMAN) . //P22059 
F- NT2RP300267 1 //HYPOTHETI CAL 124.5 KD PROTEIN IN S 
K01-RPL44A INTERGENICREGI0N.//6.0e-38:203:43//SACC 50 
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HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53893 
F-NT2RP3002682//NADH-UBI QUI NONE OJGDOREDUCTASE CEA 
IN 4L (EC L6.5.3).//0.25:63:31//ARTEMIA SAUNA (B 
RINE SHRIMP). //P19049 

F-NT2RP3002687//HYP0THETICAL 30.4 KD PROTEIN IN LE 
F3-IAP2 INTERGENIC REGION. //0. 029: 60: 36//AUT0GRAPH 
A CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV). 
//P41469 

F-NT2RP3002688//KINESIN-LIKE PROTEIN KIF1B. //5. 3e- 
61:130:88//MUS MUSCULUS (MOUSE) . //Q60575 
F-NT2RP3002701//SPERM MITOCHONDRIAL CAPSULE SELENO 
PROTEIN (MCS). //7.4e-05: 109: 33//MUS MUSCULUS (MOUS 
E).//P15265 

F-NT2RP3002713//PR0BABLE ATP-DEPENDENT RNA HEUCAS 
E DDX10 (DEAH BOX PROTEIN 10) . //0. 77: 70: 32//H0M0 S 
API ENS (HUMAN). //Q13206 

F-NT2RP3002763//HYP0THETI CAL 11.3 KD PROTEIN C2C6. 
07 IN CHROMOSOME I.//6.7e-ll:66:40//SCHIZ0SACCHAR0 
MYCES POMBE (FISSION YEAST) . //0 14056 
F-NT2RP3002770//C0UAGEN ALPHA 1(IX) CHAIN (FRAGME 
NT) . 110. 33: 87: 34//MUSMUSCULUS (MOUSE) . //Q05722 
F-NT2RP3002785//LEI1AL(2)DENTICLELESS PROTEIN (DTL 
83 PROTEIN) . 119. 7e-36: 187: 39//DR0S0PHILA MELANOGAS 
TER (FRUIT FLY) . //Q24371 

F-NT2RP3002799//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//5.6e-08:41:73//H0M0 SAPIENS (HUMAN). //P39 18 

8 

F-NT2RP3002810//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y !!!!//0.0034:35:65//H0M0 SAPIENS (HUMAN).//P3919 
3 

F-NT2RP3002818//MAJ0R CENTROMERE AUTOANTIGEN B (CE 
NTROMERE PROTEIN B) (CENP-B) . 113. 2e- 17: 148: 37//MUS 
MUSCULUS (MOUSE). //P27790 

F-NT2RP3002861//HYP0THETI CAL 70.2 KD PROTEIN IN GS 
H1-CHS6 INTERGENIC REGION. //1.7e-05: 95: 31//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST). //P42951 
F-NT2RP3002869//TRYPSIN INHIBITOR II (BDTI-II).// 
0.97:23:39//BRY0NIA DIOICA (RED BRYONY). //PI 1968 
F-NT2RP3002876//ACIDIC PROLINE-RICH PROTEIN PRECUR 
SOR (CLONE PRP33). 110. 00017: 140: 31//RA1TUS NORVEGI 
CUS (RAT).//P04474 

F-NT2RP3002877//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//2. 5e-06: 55: 60//H0M0 SAPI ENS (HUMAN) . //P391 
94 

F-NT2RP3002909//P53-BINDING PROTEIN 53BP2 (BCL2-BI 
NDING PROTEIN) (BBP).//4.6e-08: 129: 38//H0M0 SAPIEN 
S (HUMAN). //Q13625 

F-NT2RP300291 1 //HYPOTHETI CAL PROTEIN C18.//0.99:2 
6:50//SWINEP0X VIRUS (STRAIN KASZA) (SPV).//P32217 
F-NT2RP3002948//RING CANAL PROTEIN (KELCH PROTEI 
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N).//1.2e-23: 113: 47//DR0S0PHILA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-NT2RP3002953//CADHERIN-RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PROTEIN) . //O. 55: 116: 27//DR0S0PHILA 
MELANOGASTER (FRUIT FLY) . //P33450 
F-NT2RP3002955//HYP0THETICAL 16.5 KD PROTEIN IN BL 
TR-SPOI 1 1 C I NTERGENI CREGI ON. //0. 87: 67: 37//BACI LLUS 
SUBTIUS.//P54445 

F-NT2RP3002969//L0NG- CHAI N- FATTY- ACI D--C0A LI CASE 

4 (EC 6. 2. 1. 3) (LONG-CHAIN ACYL-COA SYNTHETASE 4) 10 
(LACS 4) . //6. 7e-56: 189: 59//H0M0 SAPIENS (HUMAN).// 
060488 

F-NT2RP3002972//HYP0THETI CAL 73.0 KD PROTEIN IN CL 
A4-MID1 INTERGENIC REGION. //0. 0028: 147: 27//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P48566 
F-NT2RP3002978//PR0BABLE E5 PROTEIN. //0. 15:55:36// 
HUMAN PAPILLOMAVIRUS TYPE 51.//P26553 
F- NT2RP3002985//METALL0THI ONEI N (MT) . //O. 0031 : 49: 4 
2//PLEUR0NECTES PLATESSA (PLAICE). //P07216 
F-NT2RP3002988//NEUR0GENIC LOCUS- NOTCH HOMOLOG PRO 20 
TEIN 1 PRECURSOR (MOTCH PROTEIN).// 1.0: 111:29//HUS 
MUSCULUS (MOUSE). //Q01705 

F-NT2RP3003008//HYP0THETI CAL 54.7 KD PROTEIN F37A 
4. 1 IN CHROMOSOME III . //0. 96: 112: 25//CAEN0RHABDITI 

5 ELEGANS.//P41879 
F-NT2RP3003032 

F-NT2RP3003059//HYP0THETICAL 52.3 KD PROTEIN C56F 
8.06C IN CHROMOSOME I PRECURSOR. //9.7e-27: 216: 37// 
SCHIZOSACCHAROMYCES POHBE (FISSION YEAST) . //Q10254 
F-NT2RP3003061//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 30 
(ERYTHROCYTE ANKYRIN) . //3. 7e-25: 167: 34//H0M0 SAPIE 
NS (HUMAN). //P16157 

F- NT2RP3003068//SERYL- TRNA SYNTHETASE (EC 6.1.1.1 
1) (SERINE— TRNA UGASE) (SERRS) (FRAGMENT). //0. 07 
4:82:39//SULF0L0BUS S0LFATARICUS.//033780 
F-NT2RP3003071//VASODI LATOR- STIMULATED PHOSPHOPROT 
EIN (VASP). //0. 0085: 128: 30//H0M0 SAPIENS (HUMAN)./ 
/P50552 

F-NT2RP3003078//SPERM ACROSOMAL PROTEIN FSA-ACR. 1 
PRECURSOR (FRAGMENT). //0. 028: 165: 31//VULPES VULPES 40 

(RED F0X).//P53353 
F-NT2RP3003 101//TETRACYCLI NE RESISTANCE PROTEIN, C 
LASS C (TETA(C)).//1.0e-14:243:25//ESCHERICHIA COL 
I.//P02981 

F- NT2RP3003 1 2 1 //SUPPRESSOR PROTEIN SRP40. HI. 4e-0 
5:143:27//SACCHAR0MYCESCEREVISIAE (BAKER'S YEAST). 
//P32583 

F-NT2RP3003133//65 KD YES- ASSOCIATED PROTEIN (YAP6 
5) . //0. 024: 61 : 42//GALLUS CALLUS (CHI CKEN) . //P46936 
F-NT2RP3003138//KINESIN-LIKE PROTEIN KIF4.//1. le-1 50 
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18: 151 : 93//MUS MUSCULUS (MOUSE) . //P33174 
F-NT2RP3003139//ATP-BINDING CASSETTE TRANSPORTER A 
BC1 . //1 . 0: 70: 30//SCHI ZOSACCHAROMYCES POMBE (FI SSI 0 
N YEAST). //Q92337 

F-NT2RP3003145//MILK FAT GLOBULE- EGF FACTOR 8 PREC 
URSOR (MFG-E8) (HMFG) (BREAST EPITHELIAL ANTIGEN BA 
46) (MFGM).//2.0e-12: 121: 37//H0M0 SAPIENS (HUMAN). 
//Q08431 
F-NT2RP3003150 

F-NT2RP3003157//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPF1) . //4. Oe-79: 260: 54//H0M0 SAPIENS (HU 
MAN).//P51522 

F-NT2RP3003185//TR0P0MY0SIN. //0. 077: 122: 27//SCHIZ0 
SACCHAROMYCES POMBE (FISSION YEAST) . //Q02088 
F-NT2RP3003193//ZINC FINGER PROTEIN 135.//7. 2e-91: 
239: 65//H0M0 SAPIENS (HUMAN) . //P52742 
F-NT2RP3003197//HYP0THETICAL 28.1 KD PROTEIN IN SI 
PU-PBPC INTERGENIC REGION. //1.3e-07: 117: 34//BACILL 
US SUBTILIS.//P42966 

F-NT2RP3003203//HYP0THEnCAL 33.5 KD PROTEIN C1D4. 
02C IN CHROMOSOME I.//9.9e-23: 132:39//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //Q10149 
F-NT2RP3003204//RAS-UKE PROTEIN RASB. //0. 92: 103: 2 
7//DICTY0STEUUM DISCOIDEUM (SLIME MOLD) . //P32252 
F-NT2RP3003210//VERY HYPOTHETICAL 13.2 KD PROTEIN 
IN PTC3-SAS3 INTERGENIC REGION. //0. 23: 106: 33//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38190 
F- NT2RP30032 1 2/ /SUPPRESSOR PROTEIN SRP40. //O. 019: 1 
71:23//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).// 
P32583 

F-NT2RP3003230//C0R0NIN-LIKE PROTEIN P57.//8.3e-7 
4: 183: 73//B0S TAURUS (BOVINE) . //Q92176 
F-NT2RP3003242//STANNI OCALCI N PRECURSOR. //I. 4e-21: 
127:37//H0M0 SAPIENS (HUMAN) . //P52823 
F-NT2RP3003251//D0WN REGULATORY PROTEIN OF INTERLE 
UKIN 2 RECEPTOR. //3.1e-51: 198: 52//MUS MUSCULUS (MO 
USE).//P15533 

F-NT2RP3003264//E6 PROTEIN. //l.0: 31: 41//HUMAN PAPI 
LLOHAVIRUS TYPE 48.//Q80920 
F-NT2RP3003278//45.8 KD PROTEIN IN SHM1-MRPL37 INT 
ERGENIC REGION. //8.6e-07: 80: 33//SACCHAR0MYCES CERE 
VISIAE (BAKER'S YEAST) . //P38344 
F-NT2RP3003282//DYNAMIN 2 (DYNAMIN UDNM).//8.0e-10 
8:226:88//MUS MUSCULUS (MOUSE). //P39054 
F-NT2RP3003290//BI0H PROTEIN. //0. 0055: 107: 30//ESCH 
ERICHIA C0U.//P13001 

F-NT2RP3003301//MIT0CH0NDRIAL LON PROTEASE HOMOLOG 
1 PRECURSOR (EC 3.4.21. -).//1.3e-69: 200: 55//ARABI 
DOPSIS THALIANA (MOUSE-EAR CRESS) . //064948 
F-NT2RP3003302//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
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0G.//6.4e-69:102:66//H0M0 SAPIENS (HUMAN) . //P08547 
F- NT2RP30033 1 1 //MYOSI N II HEAVY CHAIN, NON MUSCLE. 
//0. 18: 225: 26//ACANTHAM0EBA CASTELLANI I (AMOEBA) . / 
/P05659 

F-NT2RP3003313//SALIVARY PROLINE-RICH PROTEIN PO 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 
0014: 142: 33//H0M0 SAPIENS (HUMAN). //P10162 
F-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)) (R052).//8.8e-l 
8: 94: 43//MUS MUSCULUS (MOUSE) . //Q62191 10 
F-NT2RP3003330//HYP0THETI CAL PROTEIN RIAA0176 (FRA 
GMENT).//1.3e-20:123:44//H0M0 SAPIENS (HUMAN). //Ql 
4681 

F-NT2RP3003344//HYP0THETI CAL 8.8 KD PROTEIN IN ICD 
C-MINE INTERGENIC REGI0N.//1.0:28:42//ESCHERICHIA 
C0LI.//P75991 

F-NT2RP3003346//!!!! ALU SUBFAMILY SB2 WARNING ENT 
RY I !!!//6.9e-26: 74: 78//H0M0 SAPIENS (HUMAN) . //P39 
191 

F-NT2RP3003353//HYP0THETI CAL 52.4 KD PROTEIN R08D 20 
7.2 IN CHROMOSOME III . //3. 7e-10: 118: 33//CAEN0REABD 
ITIS ELEGANS. //P30641 

F-NT2RP3003377//PUTATIVE CUTICLE COLLAGEN F09G8.6. 
//1. 5e-05: 102: 37//CAEN0RHABDITIS ELEGANS. //P34391 
F-NT2RP3003384 

F-NT2RP3003385//SKD3 PROTEIN. //5. le-83: 210: 69//MUS 
MUSCULUS (MOUSE). //Q60649 
F-NT2RP3003403 

F-NT2RP3003409//S0X-22 PROTEIN. //O. 042: 173: 28//H0M 
0 SAPIMS (HUMAN). //Ol 5370 30 
F-NT2RP3003411//PR0BABLE E3 PROTEIN. //O. 17:91:31// 
BOVINE PAPILLOMAVIRUSTYPE 2. //PI 1300 
F-NT2RP3003427//H0L0TRICIN 3 PRECURSOR. //O. 012: 36: 
41//H0L0TRICHIA DI0MPHALIA.//Q25055 
F-NT2RP3003433 

F-NT2RP3003464//HYP0THETI CAL 57.5 KD PROTEIN IN VM 
A7-RPS25A INTERGENIC REGION. //0. 0042: 110: 40//SACCH 
AROMYCES CEREVISIAE (BAKER' S YEAST). //P532 14 
F-NT2RP3003490 

F-NT2RP3003491//10 KD CHAPERONIN (PROTEIN CPN10) 40 
(PROTEIN GROES) (HEAT SHOCK 10 KD PROTEIN). //0. 99: 
49:34//LEPT0SPIRA INTERROGANS. //P35472 
F-NT2RP3003500//SCY1 PROTEIN. //6. 8e-14: 192: 26//SAC 
CHAROHYCES CEREVI SI AE (BAKER' S YEAST) . //P53009 
F-NT2RP3003543//C0LLAGEN ALPHA 5(IV) CHAIN PRECURS 
OR. //0. 0026: 175: 30//H0M0 SAPIENS (HUMAN) . //P29400 
F-NT2RP3003552//ANNEXIN VII (SYNEXIN) (FRAGMENT)./ 
/0. 19:21: 47//B0S TAURUS (BOVI NE) . //P20072 
F- NT2RP3003555//HYPOTHETI CAL 32.6 KD PROTEIN IN ME 
T30-PIG2 INTERGENIC REGION. //7.3e-27: 159: 43//SACCH 50 
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AROMYCES CEREVISIAE (BAKER'S YEAST) . //P40529 
F-NT2RP3003564//RNA REPUCASE POLYPROTEIN (EC 2.7. 
7. 48) . //L 0: 99: 30//TURNIP YELLOW MOSAIC VIRUS. //PI 
0358 

F-NT2RP3003572//PUTATIVE CUTICLE COLLAGEN F09G8.6. 
//0. 33: 128: 32//CAEN0RHABDITIS ELEGANS. //P34391 
F-NT2RP3003576//! I!! ALU SUBFAMILY SX WARNING ENTR 

Y !!!!//7.1e-28:58:77//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-NT2RP3003589//RAS- RELATED PROTEIN RAB-10.//5.4e- 
54:114:94//CANIS FAMIUARIS (DOG) . //P24409 
F-NT2RP3003621//C0AGUUTI0N FACTOR XII PRECURSOR 
(EC 3.4.21.38) (HAGEMANFACTOR) (HAF). //2.0e-15:89: 
4O//HOM0 SAPIENS (HUMAN) . //P00748 
F-NT2RP3003625//MALE SPECIFIC SPERM PROTEIN MST84D 
D.//0.99:22:50//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//Q01645 

F-NT2RP3003656//H0ME0B0X PROTEIN 0TX3 (Z0TC3) . //O. 
30: 1 1 1 : 25//BRACHYDANI ORERI 0 (ZEBRAFISH) (ZEBRA DAN 
I0).//Q90267 

F- NT2RP3003659//HYP0THETI CAL 49.8 KD PROTEIN IN RP 
L14B-GPA1 INTERGENIC REGION. //I. le-20: 127: 37//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38755 
F-NT2RP3003665//PENAEIDIN-3C PRECURSOR (P3-Q.//0. 
34:52:34//PENAEUS VANNAMEI (PENOEID SHRIMP) (EUROP 
EAN WHITE SHRIMP). //P81060 

F-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRE 
CURSOR (E2 ANTIGEN) (CD99) (MIC2 PROTEIN) (12E7)./ 
/8. 7e-15: 146: 42//H0M0 SAPIENS (HUMAN) . //P14209 
F-NT2RP3003680//HYP0THETI CAL 55.1 KD PROTEIN IN FA 
B1-PES4 INTERGENIC REGION. //4.3e- 25: 159: 40//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P43601 
F-NT2RP3003686//N0NHIST0NE CHROMOSOMAL PROTEIN HMG 
-17. //O. 067: 63: 31//GALLUS CALLUS (CHICKEN) . //P0231 
4 

F-NT2RP3003701//F-SP0NDI N PRECURSOR. //1 . 8e- 13: 193: 
27//RATTUS N0RVEGICUS(RAT).//P35446 
F-NT2RP3003716//SUT PROTEIN PRECURSOR. //1. 3e- 12: 1 
50:34//DR0S0PHILA MELANOGASTER (FRUIT FLY).//P2401 
4 

F-NT2RP3003726//INSERTION ELEMENT IS136 HYPOTHETIC 
AL 16.9 KD PROTEIN. //0. 47: 109: 28//AGR0BACTERIUM TU 
MEFACIENS.//P05680 

F-NT2RP3003746//HYP0THEnCAL 7.7 KD PROTEIN IN FIX 
X 3' REGION (0RFl).//0.57:34:38//AZ0RHIZ0BIUM CAULI 
NODANS. //P26486 

F-NT2RP3003795//!!!! ALU SUBFAMILY SX WARNING ENTR 

Y !!!!//4.3e-10:40:90//HOMO SAPIENS (HUMAN) . //P391 
95 

F-NT2RP3003799//MATI NG-TYPE PHEROMONE BBP1(3) PREC 
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URSOR. //O. 75: 60: 36/ /SCBI ZOPHYLLUM COMMUNE (BRACKET 
FUNGUS) . //P78744 

F-NT2RP3003800//PROTO-ONCOGENE TYROSINE- PROTEIN KI 
NASESRC (EC 2.7.1.112) (P60-SRC) . //4. 2e- 51: 72:95/ 
/GALLUS GALLUS (CHI CKEN) . //P00523 
F-NT2RP3O03805//HYP0TBETI CAL 32.1 KD PROTEIN IN DB 
P7-GCN3 INTERGENIC REGION. //0. 00069: 160: 25//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P361 21 
F-NT2RP3003809//C0LLAGEN ALPHA l(III) CHAIN (FRAGM 
ENTS) . //0. 028: 135: 35//GALLUS GALLUS (CHICKEN) . //PI 10 
2105 

F-NT2RP3003819//C-H0RDEIN (PCP387) (FRAGMENT) . //O. 
0026: 90: 33//H0RDEUM VULGARE (BARLEY) . //P06472 
F-NT2RP3003825//PH0SPHATIDYLCH0LINE TRANSFER PROTE 
I N (PC-TP) . //5. 6e-20: 174: 31//B0S TAURUS (BOVINE) . / 
/P02720 

F-NT2RP3003828//ADENYLATE CYCLASE, TYPE V (EC 4.6. 
1.1) (ATP PYROPHOSPHATE-LYASE) (CA(2+)-INHIBITABLE 
ADENYLYL CYCLASE). //O. 001 7: 111: 38//CANIS FAMILIAR 
IS (D0G).//P30803 20 
F-NT2RP3003831//END0NUCLEASE G PRECURSOR (EC 3.1.3 
0.-) (ENDO G) . //I. le-37: 187: 42//HUS MUSCULUS (MOUS 
E) . //008600 

F-NT2RP3003833//HYP0THETI CAL 6.4 KD PROTEIN IN INT 
E-PIN INTERGENIC REGION. //1. 0: 38: 39//ESCHERICHIA C 
0LI.//P75979 
F-NT2RP3003842 

F-NT2RP3003846//RETINAL DEGENERATION B PROTEIN (PR 
OBABLE CALCIUM TRANSPORTER RDGB) . //0. 61: 54: 35//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //P43125 30 
F-NT2RP3003870//MALE SPECIFIC SPERM PROTEIN MST84D 
B. //0. 83: 51: 37//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y) . //Q01643 

F-NT2RP3003876//PR0TEIN TRANSPORT PROTEIN SEC2. // 
0.0017: 151: 27//SACCHAR0MYCES CEREVISIAE (BAKER'S Y 
EAST).//P17065 

F-NT2RP3003914//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT) . //3. 3e-2 
3: 76: 64//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //Q09 
332 40 
F- NT2RP30039 1 8//VESI CLE- ASSOCI ATED MEMBRANE PROTEI 
N/SYNAPTOBREVIN BINDING PROTEIN (VAP-33).//5.5e-4 
5:127:69//APLYSIA CAUFORNICA (CALIFORNIA SEAHAR 
E).//Q16943 
F-NT2RP3003932 

F-NT2RP3003989//PREPR0TEIN TRANSLOCASE SECE SUBUNI 
T. //0. 96: 46: 32//THERM0T0GA MARITIMA. //P35874 
F-NT2RP3003992//NUCLEAR LOCALIZATION SEQUENCE BIND 
ING PROTEIN (P67).//0.0011:170:26//SACCHAR0MYCES C 
EREVI SI AE (BAKER' S YEAST) . //P27476 50 
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F-NT2RP3004013//D0UBLE-STRANDED RNA-SPECIFIC EDITA 
SE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAMINASE) (RNA 
EDITING ENZYME l).//3.6e-21: 134: 45//RATTUSN0RVEGI 
CUS (RAT).//P51400 

F-NT2RP3004016//HYP0THETI CAL 24.1 KD PROTEIN IN LE 
F4-P33 INTERGENIC REGION. //0. 00021: 64: 40//AUT0GRAP 
HA CAUFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNP 
V).//P41479 

F-NT2RP3004041//SPERM PROTAMINE PI. //0. 0028: 43: 46/ 
/ORNITHORHYNCHUS ANATINUS (DUCKBILL PLATYPUS) . //P3 
5307 

F-NT2RP3004051//MICR0BIAL COLLAGENASE PRECURSOR (E 
C 3. 4. 24. 3) (120 KD COLLAGENASE) . //0. 0079: 194: 24// 
CLOSTRIDIUM PERFRINGENS. //P43153 
F-NT2RP3004070//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//3.4e-ll:51:72//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-NT2RP3004078//DNA BINDING PROTEIN RFX2.//2.7e-ll 
4:243:87//MUS MUSCULUS (MOUSE). //P48379 
F- NT2RP3004093//HYPOTHETI CAL 32.3 KD PROTEIN IN RH 
SE-NARV INTERGENIC REGION (0RFB).//8.0e-13: 111:41/ 
/ESCHERICHIA C0U.//P37757 

F-NT2RP3004095//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! I//1. 5e-17: 72: 65//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-NT2RP3004110//!!!! ALU SUBFAMILY SX WARNING ENTR 
Y !!!!//2.6e-10:51:72//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-NT2RP3004125//ZINC FINGER PROTEIN 75.//1. le-28: 1 
18: 47//H0M0 SAPIENS (HUMAN) . //P51815 
F-NT2RP3004145//AER0LYSIN REGULATORY PROTEIN. //0.0 
12:45:33//AER0M0NAS SOBRIA. //P09165 
F-NT2RP3004148//METALL0THI0NEIN-I (MT-1) . //0. 055: 1 
8:50//C0LUMBA LIVIA (DOMESTIC PIGEON). //P15786 
F-NT2RP3004 1 55//UBI QUI NONE BIOSYNTHESIS PROTEIN CO 
Q7 H0M0L0G.//1.7e-82:178:89//RATTUS NORVEGICUS (RA 
T).//Q63619 

F-NT2RP3004189//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1. //1. 7e-ll: 215: 24//P0D0SP0RA ANSERINA.//Q 
00808 

F-NT2RP3004206//CROOKED NECK PROTEIN. //3. 8e- 101: 24 
1:73//DR0S0PHIU MELANOGASTER (FRUIT FLY) . //P17886 
F-NT2RP3004207//CUTICLE COLLAGEN 12 PRECURSOR. //O. 
13: 130: 33//CAEN0RHABDITIS ELEGANS. //P20630 
F-NT2RP3004209//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 4) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUI 
TINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOM 
0L0G).//6.5e-16:207:29//H0M0 SAPIENS (HUMAN). //Q13 
107 
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F- NT2RP300421 5//PR0TEI N TRANSPORT PROTEIN SEC61 GA 
MMA SUBMIT. Ill, 0: 69: 31//SACCHAR0HYCES CEREVISIAE 
(BAKER'S YEAST). //P35179 

F-NT2RP3004242//HYP0THETI CAL 30.2 KB PROTEIN ZK63 
2.12 IN CHROMOSOME III.//1. le-64: 191: 63//CAEN0RHAB 
DITIS ELEGANS.//P34657 

F-NT2RP3004246//RING3 PROTEIN (KIAA9001) . //0. 060:1 
Ol:28//HOM0 SAPIENS (HUMAN) . //P25440 
F-NT2RP3004253//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMEN 
TS) . Ill . le-07: 184: 35//B0S TAURUS (BOVINE) . //P02453 10 
F- NT2RP3004258//SUPPRESS0R PROTEIN SRP40. Ilk. 9e-0 
8:98:39//SACCHAR0MYCESCEREVISIAE (BAKER'S YEAST)./ 
/P32583 

F-NT2RP3004262//DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HE 
AT SHOCK PROTEIN 40) (HSP40).//1.6e-63:210:61//H0M 
0 SAPIENS (HUMAN). //P25685 

F-NT2RP3004282//HYP0THETICAL PROTEIN F44G4.1 IN CH 
ROMOSOME 1 1 (FRAGMENT) . //1 . 6e- 29: 177: 38//CAEN0RHAB 
DITIS ELEGANS.//P54073 

F-NT2RP3004332//DNA-DI RECTED RNA POLYMERASE II LAR 20 
GESTSUBUNIT (EC 2.7.7.6) (RPB1) (FRAGMENT) . //0. 03 
0:118:36//CRICETULUS GRISEUS (CHINESE HAMSTER). //P 
11414 

F-NT2RP3004334 

F- NT2RP300434 1 //ALPHA- 1 NTERNEXI N (ALPHA-INX).//0.9 
1:110:26//MUS MUSCULUS (MOUSE). //P46660 
F-NT2RP3004348/ /HYPOTHETI CAL 105.3 KD PROTEIN C01G 
6.5 IN CHROMOSOME III . //0. 60: 198: 24//CAEN0RHABDITI 
S ELEGANS.//P46012 

F-NT2RP3004349//! ! ! ! ALU SUBFAMILY SP WARNING ENTR 30 
Y ! ! ! !//1.0e-37:60:76//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-NT2RP3004378//HYP0THETI CAL 18.8 KD PROTEIN IN GN 
TR-GGT INTERGENIC REGION (0162) . //0. 0026: 76: 28//ES 
CHERICHIA C0U.//P46854 

F-NT2RP3004399//LEUCINE-RICH PRIMARY RESPONSE PROT 
EIN 1 (FOLLICLE-STIMULATING HORMONE PRIMARY RESPON 
SE PROTEIN). //4. 4e- 109: 212: 96//H0M0 SAPIENS(HUMA 
N).//Q92674 

F-NT2RP3004424//JTV- 1 PROTEI N. //4. 5e- 18: 60: 70//H0M 40 
0 SAPIENS (HUMAN). //Q13155 

F- NT2RP3004428/ /METALLOTHI ONEI N- A (MTA) . //0. 0010: 3 
6:47//STR0NGYL0CENTR0TUS PURPURATUS (PURPLE SEA UR 
CHIN).//P04734 

F-NT2RP3004451//MY0SIN IC HEAVY CHAIN. //0. 00072: 11 
3: 34//ACANTHAM0EBA CASTELLANI I (AMOEBA) . //P10569 
F-NT2RP3004454//VERPR0LIN. //3. 3e-07: 156: 29//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P37370 
F-NT2RP3004466//HYP0THETI CAL PROTEIN F-215.//0.001 
3: 125: 32//HUMAN ADENOVIRUS TYPE 2. //P03291 50 
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F-NT2RP3004470//HYP0THETI CAL 15.4 KD PROTEIN C16C1 
0.11 IN CHROMOSOME III.//1.0:33:51//CAEN0RHABDITIS 
ELEGANS.//Q09254 

F-NT2RP3004472//GERM CELL-LESS PROTEIN. 111. 3e-33: 1 
70:40//DR0S0PHILA MELANOGASTER (FRUIT FLY).//Q0182 
0 

F-NT2RP3004475//RH0-GAP HEMATOPOIETIC PROTEIN CI 
(P115) (KI AA0131) . //8. 4e-54: 214: 46//H0M0 SAPIENS 
(HUMAN). //P98171 

F-NT2RP3004480//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS35.//3.9e-47:199:49//SACCHAR0MYCES CE 
REVISIAE (BAKER'S YEAST). //P34 110 
F-NT2RP3004490//SKIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN). //0. 0013: 121: 33//XEN0PUS LAEVIS 
(AFRICAN CLAWED FROG) . //P17437 
F-NT2RP3004498//HYP0THETI CAL 43.5 KD PROTEIN IN CO 
TD-KDUD INTERGENIC REGION PRECURSOR. 110. 066: 87: 35/ 
/BACILLUS SUBTILIS.//P50840 
F-NT2RP3004503//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y !!!!//2.0e-34:102:69//H0M0 SAPIENS (HUMAN) . //P39 
194 

F-NT2RP3004504//SUPPRESS0R PROTEIN SRP40.//0.64:9 
3:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). II? 
32583 

F-NT2RP3004507//M0B1 PROTEIN (MPS1 BINDER l).//2.2 
e-16:90:42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P40484 
F-NT2RP3004527 

F-NT2RP3004534//S-PHASE ENTRY CYCUN 6. //0. 38: 148: 
22//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P32 
943 

F-NT2RP3004539//INSUUN-LIKE GROWTH FACTOR BINDING 
PROTEIN 1 PRECURSOR (IGFBP-1) (IBP-1) (IGF-BINDIN 

G PROTEIN l).//0.38:89:38//RATTUS NORVEGICUS(RAT). 

//P21743F-NT2RP3004544//CYTADHERENCE HIGH MOLECULA 

R WEIGHT PROTEIN 2 (CYTADHERENCE ACCESSORY PROTEIN 
2) . 110. 0024: 200: 24//MYC0PLASMA PNEUMONIAE. //P7547 

1 

F-NT2RP3004566//GASTRULA ZINC FINGER PROTEIN XLCGF 
17. 1 (FRAGMENT) . UK. 6e-25: 126: 43//XEN0PUS LAEVIS 
(AFRICAN CLAWED FROG) . //P18713 
F-NT2RP3004569//ANKYRIN. 11%. 3e-07: 150: 28//MUS MUSC 
ULUS (MOUSE). //Q02357 

F-NT2RP3004572//TRANSCRI PTI ON INITIATION FACTOR TF 
IID 150 KD SUBUNIT (TAFII-150) (TAFII150). //1.6e-7 
0:247:54//DR0S0PHIIA MEUNOGASTER (FRUIT FLY).//Q2 
4325 

F-NT2RP3004578//CENTR0MERIC PROTEIN E (CENP-E PROT 
EIN) . //1. 5e-10: 210: 26//H0M0 SAPIENS (HUMAN) . //Q022 
24 
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F-NT2RP3004594//P54 PROTEIN PRECURSOR. //0. 0044: 23 
0:24//ENTER0C0CCUS FAECIUM (STREPTOCOCCUS FAECIU 
10.//P13692 

F-NT2RP3004617//D0WN REGULATORY PROTEIN OF INTERLE 
UKIN 2 RECEPTOR. //1.5e-14: 113: 34//MUS MUSCULUS (MO 
USE).//P15533 

F-NT2RP3004618//HYP0THETICAL 115.4 RD PROTEIN ZK75 
7.3 IN CHROMOSOME III.//4.5e-08: 149: 30//CAEN0RHABD 
ITIS ELEGANS. //P34681 

F-NT2RP3004669//ETHANOLAMI NE RI NASE (EC 2. 7. 1 . 82) 10 
(EASILY SHOCKED PROTEI N).//1.0e-24: 75: 48//DR0S0PHI 
LA MELANOGASTER (FRUIT FLY) . //P54352 
F-NT2RP3004670//CUTICLE COLLAGEN 2. //0. 00090: 159:2 
9//CAEN0RHABDITIS ELEGANS. //PI 7656 
F-NT2RP4000008//CHL0RINE CHANNEL PROTEIN P64.//4.0 
e-79:243:62//B0S TAURUS (BOVINE). //P35526 
F-NT2RP4000023 

F-NT2RP4000035//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 
Y !!!!//3.6e-O6:46:67//H0M0 SAPIENS (HUMAN) . //P391 
94 20 
F- NT2RP4000049//CALDESM0N (CDM) . //O. 41 : 63: 34//GALL 
US GALLUS (CHICKEN). //PI 2957 
F-NT2RP4000051//DUALIN. III. 3e-23: 195: 37//GALLUS GA 
LLUS (CHICKEN). //Q90830 

F-NT2RP4000078//RING CANAL PROTEIN (KELCH PROTEI 
N).//1.2e-24:182:31//DR0S0PHIIA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-NT2RP4000102//XPAR7 PROTEI N. Ill . 0: 54: 33//BACI LLU 
S LICHENIF0RMIS.//Q99166 

F-NT2RP4000109//SLI T PROTEI N PRECURSOR. Ill . 9e-60: 2 30 
30:46//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //P2401 
4 

F-NT2RP40001 1 1//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . III. 4e-91: 157: 100//B0S TAURUS (BOVINE) . //Q10568 
F-NT2RP4000129//5E5 ANTIGEN. 110. 00072: 124: 37//RATT 
US NORVEGICUS (RAT) . //Q63003 
F-NT2RP4000147//ZINC FINGER PROTEIN GCSl.//1.5e-2 
6: 1 19: 43//SACCHAR0MYCESCEREVI SI AE (BAKER' S YEAST) . 
//P35197 40 
F-NT2RP4000150 

F-NT2RP4000151//HYPOTHETICAL 31.0 KD PROTEIN R107. 
2 IN CHROMOSOME III . //4. 2e-31: 180: 47//CAEN0RHABDIT 
IS ELEGANS. //P32740 

F-NT2RP4000159//SP0RE COAT PROTEIN SP96.//0.84: 10 
7:28//DICTY0STELIUM DISCOIDEUM (SLIME M0LD).//P143 
28 

F-NT2RP4000167//HYP0THETI CAL 98.1 KD PROTEIN IN SP 
X19-CCR2 INTERGENIC REGION. //2.4e-08: 133: 32//SACCH 
AROMYCES CEREVI SI AE (BAKER' S YEAST) . //P40164 50 
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F-NT2RP4000185//TRANS- ACTING TRANSCRIPTIONAL PROTE 
IN ICPO (VMW118 PROTEIN). //5.4e-05: 143: 32//HERPES 
SIMPLEX VIRUS (TYPE 2 / STRAIN HG52) . //P28284 
F-NT2RP4000210//PAIRED AMPDPATHIC HEUX PROTEIN./ 
/1.8e-40:258:35//SACCHAR0MYCES CEREVI SIAE (BAKER'S 
YEAST). //P22579 

F- NT2RP400021 2//ATRI AL GLAND-SPECIFIC ANTIGEN PREC 
URSOR (AGSA).//1.4e-20:104:40//APLYSIA CALIFORNIA 

(CALIFORNIA SEA HARE) . //PI 5287 
F-NT2RP4000214//FERRED0XIN. III. 0: 19: 42//M00RELLA T 
HERMOACETICA (CLOSTRIDIUM THERM0ACETICUM).//P00203 
F-NT2RP4000218//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 

! ! ! I//1. 7e-15: 48: 6O//H0MO SAPIENS (HUMAN) . //P3918 

8 

F-NT2RP4000243//DUALIN.//5.8e-78: 192: 70//GALLUS GA 
LLUS (CHICKEN). //Q90830 

F-NT2RP4000246//NPC DERIVED PROUNE RICH PROTEIN 1 
(NDPP- 1) . //3. le-83: 207: 76//MUS MUSCULUS (MOUSE) . / 
/Q03173 

F-NT2RP4000259//GLUTATHI ONE PEROXIDASE 2 (EC 1.11. 
1.9).//5.5e-29:153:43//HEUANTHUS ANNUUS (COMMON S 
UNFL0WER).//023968 

F-NT2RP4000263//ANNEXIN VII (SYNEXIN) (FRAGMENT)./ 
/0.98:42:40//B0S TAURUS (BOVINE). //P20072 
F-NT2RP4000290//HYP0THETI CAL 116.5 KD PROTEIN C20G 
8.09C IN CHROMOSOME I.//3.5e-71:209:66//SCHIZ0SACC 
HAROMYCES POMBE (FISSION YEAST). //P871 15 
F-NT2RP4000312//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP- 1 PROTEIN) (RSP- 1) . //8. 9e-22: 166: 37//H0M0 SAP 
IENS (HUMAN). //Q15404 

F-NT2RP4000321//VERPR0UN. //0. 00018: 260: 28//SACCHA 
ROMYCES CEREVI SIAE (BAKER'S YEAST) . //P37370 
F-NT2RP4000323//ANTHOPLEURIN B (TOXIN AP-B).//0.4 
2:15:46//ANTH0PLEURA XANTHOGRAMMICA (GIANT GREEN S 
EA ANEMONE). //P01531 

F-NT2RP4000355//HYP0THETI CAL 90.9 KD PROTEIN IN GC 
N20-CMK1 INTERGENIC REGION. //0. 75: 125: 29//SACCHAR0 
MYCES CEREVI SIAE (BAKER'S YEAST) . //P43596 
F-NT2RP4000360//ACIDIC PROLINE-RICH PROTEIN PRECUR 
SOR (CLONE PRP25) (FRAGMENT) . //0. 27: 92: 33//RAITUS 
NORVEGICUS (RAT).//P10164 

F-NT2RP4000367//HYP0THETI CAL 7.3 KD PROTEIN IN 100 
KD PROTEIN REGION. //0. 99: 52: 32//HUMAN ADENOVIRUS 
TYPE 41.//P23691 

F-NT2RP4000370//KT0CH0NDRIAL PEPTIDE CHAIN RELEAS 
E FACTOR 1 PRECURSOR (MRF- 1) . //4. le-40: 163: 52//H0M 
0 SAPIENS (HUMAN). //075570 

F-NT2RP400O376//PH0SPH0LI PASE A- 2- ACTIVATING PROTE 
IN (PLAP).//4.2e-59: 125: 80//RATTUS NORVEGICUS (RA 
T).//P54319 
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F- NT2RP400038 1 //NEUROFI LAMENT TRIPLET I PROTEIN (2 
00 RD NEUROFILAMENT PROTEIN) (NF-H) . //0. 00058: 194: 
30//MUS MUSCULUS (MOUSE) . //P19246 
F-NT2RP4000398//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //1. 2e-45: 153: 39//B0M0 SAPIENS (HUMAN) . //Q99676 
F- NT2RP40004 1 5//HYP0THETI CAL 118.4 RD PROTEIN IN B 
AT2-DAL5 INTERGENIC REGION PRECURSOR. //0. 00066: 20 
1:27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P 
47179 

F-NT2RP4000417//PR0CESSING ALPHA- 1, 2-MANN0SIDASE 10 
(EC 3.2.1.-) (ALPHA- 1,2-MANNOSIDASE lB).//1.8e-25: 
196:40//MUS MUSCULUS (MOUSE) . //P39098 
F-NT2RP4000424//III! ALU SUBFAMILY SX WARNING ENTR 

Y !!! !//1.0e-15: 72: 61//H0MO SAPIENS (HUMAN) . //P391 
95 

F-NT2RP4000448//! ! ! ! ALU SUBFAMILY SC WARNING ENTR 

Y !!! !//7. Oe-23: 63: 82//H0M0 SAPIENS (HUMAN) . //P391 
92 

F- NT2RP4000449//REGULAT0RY PROTEIN SIR2 (SILENT IN 
FORMATION REGULATOR 2) . //1. 3e-41: 102: 45//KLUYVER0M 20 
YCES IACTIS (YEAST). //P33294 
F-NT2RP4000455//H0ME0B0X PROTEIN SAX-1 (CHOX-3) (F 
RAGMENT).//0. 00014: 92: 30//GALLUS GALLUS (CHICKEN). 
//P19601 

F- NT2RP4000457//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE 7 (EC 3.1.2.15) (UBIQUITTN THIOLESTERASE 7) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 7) (DEUBIQUI 
TINATING ENZYME 7) (HERPESVIRUS ASSOCIATED UBIQUIT 
IN-SPECIFIC PROTEASE). //l.Oe- 29: 218: 38//H0M0 SAPIE 
NS (HUMAN). //Q93009 30 
F-NT2RP4000480//TRANSCRI PTI ONAL REGULATORY PROTEIN 
ALGP (ALGINATE REGULATORY PROTEIN ALGR3) . //0. 049: 
117: 29//PSEUD0M0NAS AERUGINOSA. //P15276 
F- NT2RP400048 1 //HYPOTHETI CAL HELICASE C28H8.3 IN C 
HROMOSOME III.//2.3e-05: 152: 23//CAEN0RHABDITIS ELE 
GANS.//Q09475 

F-NT2RP4000498//MOB1 PROTEIN (MPS1 BINDER l).//2.3 
e-48:172:52//SACCHAR0MYCES CEREVISIAE (BAKER'S YEA 
ST).//P40484 

F-NT2RP4000500//HYP0THETI CAL 83.6 KD PROTEIN R05D 40 
3.2 IN CHROMOSOME HL//1.3e-23: 165:35//CAEN0RHABD 
ITIS ELEGANS.//P34535 

F-NT2RP4000515//PH0SPH0DI ESTERASE I (EC 3.1.4.1) 
(5'-EX0NUCLEASE) (5' -NUCLEOTIDE PHOSPHODIESTERASE) 
(FRAGMENT). //l.0: 48: 37//B0S TAURUS (BOVINE). //PI 5 
396 

F- NT2RP40005 1 7//METALL0THI ONEI N- LI KE PROTEIN TYPE 
2.//1.0:41: 36//VICIA FABA (BROAD BEAN) . //Q4 1657 
F-NT2RP4000518//ATP- DEPENDENT RNA HELICASE R0K1.// 
1 . le- 1 1 : 93: 36//SACCHAR0MYCES CEREVISIAE (BAKER'S Y 50 
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EAST).//P45818 

F-NT2RP4000519//C0LLAGEN ALPHA 1(XII) CHAIN (FRAGM 
ENTS).//0.68:55:40//BOS TAURUS (BOVINE) . //P25508 
F-NT2RP4000524//IGA FC RECEPTOR PRECURSOR (BETA AN 
TIGEN) (B ANTIGEN) . //0. 37: 187: 24//STREPT0C0CCUS AG 
ALACTIAE.//P27951 

F-NT2RP4000528//NPL4 PROTEIN. Ill, le-45: 305: 36//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P33755 
F-NT2RP4000541//H0ME0B0X PROTEIN CHOX-1 (FRAGMEN 
T).//0.23:28:50//GALLUSGALLUS (CHICKEN). //PI 3544 
F-NT2RP4000556//HYP0THETI CAL 34.1 KD PROTEIN C40H 
1.4 IN CHROMOSOME III.//4.3e-14:174:34//CAEN0RHABD 
ITIS ELEGANS.//Q03574 

F-NT2RP4000560//HYP0THETI CAL 68.7 KD PROTEIN ZK75 
7. 1 IN CHROMOSOME III.//2. le-19: 155: 36//CAEN0RHABD 
ins ELEGANS.//P34679 

F-NT2RP4000588//HYP0THETI CAL PROTEIN E-115.//0.01 
4:64:35//HUMAN ADENOVIRUS TYPE 2.//P03290 
F-NT2RP4000614//SPLICING FACTOR, ARGININE/SERINE-R 
ICH 2 (SPUCING FACT0RSC35) (SC-35) (SPLICING COMP 
ONENT, 35 KD) (PR264 PROTEIN). //2.7e- 27: 188: 44//GA 
LLUS GALLUS (CHICKEN). //P30352 
F-NT2RP4000638//EARLY NODUUN 55-1 PRECURSOR (N-55 
- 1) (FRAGMENT) . //0. 55: 40: 40//GLYCI NE MAX (SOYBEA 
N).//Q05544 

F-NT2RP4000648//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.4e-06:31:74//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-NT2RP4000657//HYP0THETI CAL PROTEIN MJ1065.//2.5e 
-40: 237: 40//METHAN0C0CCUS JANNASCHI I . //Q58465 
F-NT2RP4000704 

F-NT2RP4000713//HYP0THETI CAL 35.5 KD PROTEIN IN TR 
ANSPOSON TN4556.//4.0e-07:134:40//STREPT0MYCES FRA 
DIAE.//P20186 

F-NT2RP4000724//RETR0VI RUS- RELATED POL POLYPROTEIN 
[CONTAINS: REVERSE TRANSCRIPTASE (EC 2.7.7.49); E 
NDONUCLEASE] . //I. le-62: 109: 88//H0M0 SAPIENS (HUMA 
N).//P10266 

F-NT2RP4000728//A-AGGLUTININ ATTACHMENT SUBUNIT PR 
ECURSOR. //0. 0033: 190: 25//SACCHAR0MYCES CEREVISIAE 
(BAKER'S YEAST). //P32323 

F-NT2RP4000737//PTB- ASSOCI ATED SPLICING FACTOR (PS 
F) . //I. Oe-05: 114: 34//H0M0 SAPIENS (HUMAN) . //P23246 
F-NT2RP4000739//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L).//1.0:20:50//ANAS PLATYRHYNCHOS (DOMESTIC 
DUCK).//P50655 

F-NT2RP4000781//HYP0THETI CAL 27.7 KD PROTEIN IN CP 
T1-SPC98 INTERGENIC REGION. //0. 0013: 67: 31//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST). //P539 15 
F-NT2RP4000787//P0LLEN SPECIFIC PROTEIN SF3.//1.3e 
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- 13: 79: 39//HELI ANTBUSANNUUS (COMMON SUNFLOWER) . //P 
29675 

F- NT2RP40008 1 7//S0PPRESS0R PROTEIN SRP40.//1.3e-0 
5: 255: 2 1 //SACCHAROMYCESCEREVI SI AE (BAKER' S YEAST) . 
//P32583 
F-NT2RP4000833 

F-NT2RP4000837//MALE SPECIFIC SPERM PROTEIN MST84D 
B. //0. 18: 38: 44//DR0S0PHI LA MELANOGASTER (FRUIT FL 
Y).//Q01643 

F- NT2RP4000839//TRANSCRI PTI ON INITIATION FACTOR TF 10 
IID 90 KD SUBUNIT (TACTI-90).//0.026:38:44//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST). //P38129 
F-NT2RP4000855//AMI NOPEPTI DASE B (EC 3.4.11.6) (AR 
GINYL AMI NOPEPTI DASE) (ARGI NI NE AMI NOPEPTI DASE) (CY 
TOSOL AMI NOPEPTI DASE IV) (AP-B).//2.8e-64: 229:53// 
RATTUS NORVEGICUS (RAT).//009175 
F-NT2RP4000865//ZINC FINGER PROTEIN ZFP-36 (FRAGIE 
NT) . //3. 6e-84: 174: 54//H0M0 SAPIENS (HUMAN) . //P1641 
5 

F-NT2RP4000878//MYEL0ID UPREGULATED PROTEIN. //8.2e 20 
-88:227:74//MUS MUSCULUS (MOUSE) . //035682 
F-NT2RP4000879//UBI QUI TI N- ACTI VATI NG ENZYME El (Al 
S9 PROTEIN). //9. le-55: 268: 43//H0M0 SAPIENS (HUMA 
N).//P22314 

F-NT2RP4000907//BDNF / NT-3 GROWTH FACTORS RECEPTO 
R PRECURSOR (EC 2.7.1.112) (TRKB TYROSINE KINASE) 
(GP145-TRKB) (TRK-B) . //5. 4e-10: 220: 25//H0M0SAPIENS 
(HUMAN). //Q16620 
F-NT2RP4000915//60S ACIDIC RIBOSOMAL PROTEIN P2 (F 
RAGMENT).//0.46:23:60//ARABID0PSIS THALIANA (MOUSE 30 
-EAR CRESS). //P51407 

F- NT2RP40009 1 8//METHYL- ACCEPTI NG CHEMOTAXIS PROTEI 
N TLPB. //0. 00010: 148: 32//BACILLUS SUBTIUS. //P3921 
7 

F-NT2RP4000925//FIBR0M0DUUN PRECURSOR (FM) (COLLA 
GEN-BINDING 59 KD PROTEI N).//3.5e- 27: 220 :36//H0H0 
SAPIENS (HUMAN). //Q06828 

F-NT2RP4000927//TRANS- ACTING TRANSCRIPTIONAL PROTE 
IN ICPO (P135 PROTEIN) (IER 2.9/ER2.6).//0.64:75:37 
//BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA).//P29128 40 
F-NT2RP4000928//PH0SPHATI DATE CYTI DYLYLTRANSFERASE 
(EC 2.7.7.41) (CDP-DIGLYCERIDE SYNTHETASE) (CDP-D 
IGLYCERIDE PYROPHOSPHORYLASE) (CDP- DI ACYLGLYCEROL 
SYNTHASE) (CDS) (CTP: PHOSPHATI DATE CYTI DYLYLTRANSF 
ERASE) (CDP-DAGSYNTHASE) . //3. le-104: 263: 66//H0M0 S 
API ENS (HUMAN). //Q92903 

F-NT2RP4000929//HYPOTHETI CAL 22.2 KD PROTEIN IN NS 
R1-TIF4631 INTERGENICREGION. //O. 93: 107: 28//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P53288 
F-NT2RP4000955//PUTATIVE CUTICLE COLLAGEN F09G8.6. 50 



$^2002-191363 
3056 

//2.0e-05: 102: 37//CAEN0RHABDITIS ELEGANS. //P34391 
F-NT2RP4000973//HYPOTHETICAL 48.6 KD PROTEIN IN BE 
T1-PAN1 INTERGENIC REGION. //2.3e-17: 78: 56//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P40564 
F-NT2RP4000975//SALIVARY PROUNE-RICH PROTEIN PO 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 
0041: 142: 33//H0M0 SAPIENS (HUMAN) . //P10162 
F-NT2RP4000979//HYP0THETI CAL 14.5 KD PROTEIN. //0. 7 
7:106:33//VACCINIA VIRUS (STRAIN COPENHAGEN) . //P20 
517 

F-NT2RP4000984//HYP0THETI CAL 124.8 KD PROTEIN C29E 
4.4 IN CHROMOSOME III. //0. 90: 94: 25//CAEN0RHABDI TI S 
ELEGANS. //P34343 

F-NT2RP4000989//ANTH0PLEURIN B (TOXIN AP-B).//0.7 
6:41:41//ANTH0PLEURA XANTHOGRAMMICA (GIANT GREEN S 
EA ANEMONE). //P01531 

F-NT2RP4000996//PR0TEIN Q300. //O. 00024: 41: 53//MUS 
MUSCULUS (MOUSE). //Q02722 

F- NT2RP4000997//DNA- DI RECTED RNA POLYMERASE I 135 
KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SUBU 
NIT 2) (RPA135) (RNA POLYMERASE I 127 KD SUBUNIT). 
//8. 7e- 1 15: 261: 82//RA1TDS NORVEGICUS (RAT) . //05488 
8 

F-NT2RP4001004//EC PROTEIN HOHOLOG 2 (FRAGMENT).// 
0. 50: 61: 34//ARABI DOPSI S THALIANA (MOUSE-EAR CRES 
S) . //Q42377 

F-NT2RP4001006//HYPOTHETI CAL 43.5 KD PROTEIN IN CO 
TD-KDUD INTERGENIC REGION PRECURSOR. //0. 010: 152: 29 
//BACILLUS SUBTIUS. //P50840 
F-NT2RP4001010//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //9. 9e-05: 247: 25//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
F-NT2RP4001029//PR0TEIN GRAINY-HEAD (DNA-BINDING P 
ROTEIN ELF-1) (ELEMENT! -BINDING ACTIVITY) (TRANSCR 
IPTION FACTOR NTF-1) . //I. le-14: 175: 31//DR0S0PHILA 
MELANOGASTER (FRUIT FLY) . //PI 3002 
F-NT2RP4001041//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 
C 6.1.1.4) (LEUCINE- -TRNA UGASE) (LEURS).//1.5e-7 
4: 272: 55//CAEN0RHABDITIS ELEGANS. //Q09996 
F-NT2RP4001057//HYP0THETI CAL 62.2 KD PROTEIN ZK65 
2.6 IN CHROMOSOME III.//0.0064: 76:38//CAEN0RHABDIT 
IS ELEGANS. //P34664 

F-NT2RP4001064//DUALIN. //2. 5e-24: 199: 38//GALLUS GA 
LLUS (CHICKEN).//Q90830 

F- NT2RP4001078//TRANSCRI PTI ON INITIATION FACTOR TF 
IID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-1 
30) (TAFII 130) . //0. 11: 139: 38//H0M0 SAPIENS (HUMA 
N).//000268 

F-NT2RP4001079//CALCIUM- TRANSPORTING ATPASE 1 (EC 
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3.6.1.38) (GOLGI CA2+-ATPASE) . //1. 5e-22: 242: 31//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST). //PI 3586 
F-NT2RP4001080//P0LYPYRIMDINE TRACT-BINDING PROTE 
IN (PTB) (HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN 
I) (HNRNP I) . //1. 7e-82: 178: 69//SUS SCROFA (PIG).// 
Q29099 

F-NT2RP4001086//LEUCINE-RICH ACIDIC NUCLEAR PROTEI 
N.//0. 00039: 141: 26//RATTUS NORVEGICUS (RAT).//P499 
11 

F-NT2RP4001095//D0UBLE-STRANDED RNA-SPECIFIC EDITA 10 
SE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAMINASE) (RNA 
EDITING ENZYME l).//9.9e-07:79:43//H0M0 SAPIENS 
(HUMAN). //P78563 

F-NT2RP4001 100//HYP0THETI CAL 74.0 KD PROTEIN IN CA 
J1-H0M3 INTERGENIC REGION. //4. 4e- 16: 207: 35//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P40032 
F-NT2RP4001 1 17//PR0TEI N TRANSPORT PROTEIN SEC61 AL 
PHA SUBUNIT.//8.1e-115:224:99//RATTUS NORVEGICUS 
(RAT).//P38378 

F-NT2RP4001 122//TIPD PROTEIN. //7. 5e- 11: 129: 31//DIC 20 
HOSTEUUM DISCOIDEUM(SUME MOLD). //0 15736 
F-NT2RP4001 126//TRICH0HYALI N. //I. 4e-19: 257: 28//0VI 
S ARIES (SHEEP). //P22793 

F-NT2RP4001138//PUTATIVE F420- DEPENDENT NADP REDUC 
TASE (EC l.-.-.-).//0. 00010: 204: 25//METHAN0C0CCUS 
JANNASCHII.//Q58896 

F-NT2RP4001 143//HYP0THETI CAL 52.9 KD PROTEIN IN SA 
P155-YMR31 INTERGENICREGION. //4. 5e-34: 168: 44//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P43616 
F-NT2RP4001 148//S0F1 PROTEIN. //2.4e-41: 158: 41//SAC 30 
CHAROMYCES CEREVISIAE (BAKER' S YEAST) . //P33750 
F-NT2RP4001 149//SULFATED SURFACE GLYCOPROTEIN 185 
(SSG 185) . //1. 3e-08: 106: 41//V0LV0X CARTERI.//P2199 
7 

F-NT2RP4001150//NG-CAM RELATED CELL ADHESION MOLEC 
ULE PRECURSOR (NR-CAM) (BRAVO) . //3. 6e-24: 194: 32//GA 
LLUS GALLUS (CHICKEN) . //P35331 
F-NT2RP4001159//MER0Z0ITE SURFACE ANTIGEN 2 PRECUR 
SOR (MSA-2).//0.0056:117:25//PLASM0DIUH FALCIPARUM 

(ISOLATE Kl / THAILAND). //Q03643 40 
F-NT2RP4001174//N0N-GREEN PLASTID TRIOSE PHOSPHATE 

TRANSLOCATOR PRECURSOR (CTPT).//5.9e-24: 184:34//B 
RASSICA OLERACEA (CAULIFLOWER) . //P52178 
F-NT2RP4001206//MER0Z0ITE SURFACE ANTIGEN 2 PRECUR 
SOR (MSA-2) . //0. 0029: 117: 26//PLASM0DIUM FALCIPARUM 

(ISOLATE Kl / THAILAND). //Q03643 
F-NT2RP4001207//CHR0M0S0ME SEGREGATION PROTEIN CSE 
l,//1.0e-07:144:28//SACCHAR0MYCES CEREVISIAE (BAKE 
R'S YEAST). //P33307 

F- NT2RP400 1 2 1 0//DERMORPHI N 1 PRECURSOR [CONTAINS: 50 
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" DELTORPHIN (DERMENKEPHALIN) ; DERMORPHIN] . //0. 019: 1 
30: 30//PHYLL0MEDUSA SAUVAGEI . (SAUVAGE' S LEAFFROG) . 
//P05422 

F- NT2RP4001 2 1 3//ZI NC FINGER PROTEIN 177.//3. 2e-28: 
176: 39//H0MO SAPIENS (HUMAN). //Q13360 
F- NT2RP4001 2 1 9//DI SULFI DE ISOMERASE MPD1 PRECURSOR 
(EC 5.3.4. l).//2.4e-13: 108: 37//SACCHAR0MYCES CERE 
VISIAE (BAKER'S YEAST) . //Ql 2404 
F-NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEI 
N).//2.7e-56:242:40//DR0S0PHIIA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-NT2RP4O01235//REGUIAT0RY PROTEIN E2.//0.0080: 10 
0:38//HUMAN PAPILLOMAVIRUS TYPE 25.//P36787 
F-NT2RP4001256//CUTICLE COLLAGEN 1.//0. 014: 104:31/ 
/CAENORHABDITIS ELEGANS. //P08124 
F-NT2RP4001260//BACTERI0CIN MICROCIN B17 PRECURSOR 
(MCB17) . //0. 00077: 16: 68//ESCHERI CHI A COU . //P0583 

4 

F- NT2RF400 1 274//HI STONE H1.M6. 1. //0. 98: 65: 35//TRYP 
ANOSOMA CRUZI.//P40273 

F-NT2RP4001276//ELAV PROTEIN. //0. 00054: 134: 33//DR0 
SOPHIU VIRILIS (FRUITFLY).//P23241 
F-NT2RP4001313//EXTENSIN PRECURSOR (CELL WALL HYDR 
OXYPROUNE-RICH GLYCOPROTEIN) . //0. 014: 71: 35//NIC0T 
I ANA TABACUM (COMMON TOBACCO). //PI 3983 
F-NT2RP4001315//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS9.//2.3e-12:190:27//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) . //P54 787 
F-NT2RP4001336//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1.//0.0037: 108: 31//P0D0SP0RA ANSERI NA. //QO 
0808 

F-NT2RP4001339//HYP0THETICAL PROTEIN MJ0810.//1.2e 
-09: 150: 34//METHAN0C0CCUS JANNASCHI I . //Q58220 
F- NT2RP400 1 343//HYP0THETI CAL 85.2 KD PROTEIN F52C 
9.3 IN CHROMOSOME II I . //1 . 4e- 18: 244: 27//CAEN0RHABD 
ITIS ELEGANS. //Q10123 

F-NT2RP4001345//PH0SPHATI DYLCHOLI NE-STEROL ACYLTRA 
NSFERASE PRECURSOR (EC2.3.1.43) (LECI THI N- CHOLESTE 
ROL ACYLTRANSFERASE) (PHOSPHOU PI D- CHOLESTEROL ACY 
LTRANSFERASE) (FRAGMENT). //4.0e- 49: 212: 50//GALLUS 
GALLUS (CHICKEN). //P53760 

F-NT2RP4001351//INTRACELLULAR PROTEIN TRANSPORT PR 
OTEI N US01 . //5. 7e- 1 1 : 229: 26//SACCHAR0MYCES CEREVI S 
IAE (BAKER'S YEAST) . //P25386 
F-NT2RP4001353//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-1). //0. 00088: 84: 28//H0M0 SAPI 
ENS (HUMAN). //Q15404 

F- NT2RP400 1 372//I RREGULAR CHIASM C-ROUGHEST PROTEI 
N PRECURSOR (IRREC PROTEIN). //I. Oe- 22: 222: 30//DR0S 
OPHILA MELANOGASTER (FRUIT FLY) . //Q08180 
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F-NT2RP4001373//0V- 17 ANTIGEN PRECURSOR (IMMUNODOM 
I NANT HYPODERMAL ANTI GEN) . //0. 51 : 92: 26//0NCH0CERCA 
VOLVULUS. //P36991 

F-NT2RP4001375//N0N-RECEPT0R TYROSINE KINASE SPORE 
LYSIS A (EC 2.7.1.112) (TYROSINE- PROTEIN KINASE 
l).//3.5e-13:146:35//DICTY0STEUUM DISCOIDEUM (SLI 
ME M0LD).//P18160 

F- NT2RP400 1 379//HYP0THETI CAL 64.2 KD PROTEIN IN SL 
T2-PUT2 INTERGENIC REGION. //1. 2e- 14: 207: 28//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P38767 10 
F-NT2RP4001389//DNA-DI RECTED RNA POLYMERASE II LAR 
GEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAGMENT) .//O. 07 
3:112:33//CRICETULUS GRISEUS (CHINESE HAMSTER). //P 
11414 

F-NT2RP4001407//CENTR0MERIC PROTEIN E (CENP-E PROT 
EIN).//0.0019:233:24//HOMO SAPIENS (HUMAN) . //Q0222 
4 

F- NT2RP400 14 14//SEPTI N 2 HOMOLOG (FRAGMENT). //6.2e 
-89: 195:81//H0M0 SAPIENS (HUMAN). //Q14141 
F-NT2RP4001433//ZINC FINGER PROTEIN 43 (ZINC PROTE 20 
IN HTF6).//1.5e-85:216:56//H0M0 SAPIENS (HUMAN).// 
P28160 

F- NT2RP400 1 442//DNA- DI RECTED RNA POLYMERASE II LAR 
GEST SUBUNIT (EC 2.7.7.6) (VERSION 1).//0.012: 107: 
35//ARABID0PSIS THAU ANA (MOUSE-EAR CRESS) . //PI 861 
6 

F-NT2RP4001447//60S ACIDIC RIBOSOMAL PROTEIN P2 (E 
L12).//0.0046:69:33//ARTEMIA SAUNA (BRINE SHRIM 
P).//P02399 

F-NT2RP4001474//CBP3 PROTEIN PRECURSOR. //0. 0011: 11 30 
1 : 29//SACCHAR0MYCES CEREVI SI AE (BAKER' S YEAST) . //P 
21560 

F-NT2RP4001483//2-0X0GLUTARATE DEHYDROGENASE El CO 
MPONENT PRECURSOR (EC1.2.4.2) (ALPHA- KETOGLUTARATE 
DEHYDROGENASE) . //6. 2e-60: 146: 61//H0M0 SAPIENS (HU 
MAN).//Q02218 

F- NT2RP4001 498//HYP0THETI CAL 72.5 KD PROTEIN C2F7. 
10 IN CHROMOSOME I.//2.3e-24: 137: 37//SCHIZ0SACCHAR 
OMYCES POMBE (FISSION YEAST) . //Q09701 
F-NT2RP4001502//HYP0THETI CAL 24.7 KD PROTEIN IN PO 40 
M152-REC1 14 INTERGENICREGION. //6. Oe-22: 148: 34//SAC 
CHAROMYCES CEREVISIAE (BAKER' S YEAST) . //P40206 
F-NT2RP4001507//CUTICLE COLLAGEN 40. //O. 00029: 166: 
31//CAEN0RHABDITIS ELEGANS. //P34804 
F-NT2RP4001524//UaOCOCCIN A IMMUNITY PROTEIN.// 
O.74:96:3O//IACT0C0CCUSUCTIS (SUBSP. LACTIS) (STR 
EPTOCOCCUS LACTIS), AND LACTOCOCCUS LACTIS (SUBSP. 
CREMORIS) (STREPTOCOCCUS CREMORIS). //Q00561 
F-NT2RP4001529//PR0TEIN GRAINY-HEAD (DNA-BINDING P 
ROTEIN ELF-1) (ELEMENTI -BINDING ACTIVITY) (TRANSCR 50 
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IPTION FACTOR NTF-l).//2.8e-06: 79:41//DR0S0PHILA M 
ELANOGASTER (FRUIT FLY) . //P13002 
F-NT2RP4001547//HYP0THETICAL 45.0 KD PROTEIN IN NO 
T1/CDC39-HMR INTERGENIC REGION. //5. 4e- 34: 88: 46//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P25656 
F-NT2RP4001551//CELL DIVISION CONTROL PROTEIN 68./ 
/1.5e-18:243:30//SACCHAR0MYCE5 CEREVISIAE (BAKER'S 
YEAST). //P32558 

F-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3. 
2. -) . //0. 00030: 158: 24//MYC0BACTERIUM TUBERCULOSI 
S.//P96902 

F-NT2RP4001567//IMP0RTIN ALPHA- 1 SUBUNIT (KARYOPHE 
RIN ALPHA- 1 SUBUNIT). //0. 00013: 147: 29//XEN0PUS LAE 
VIS (AFRICAN CLAWED FROG). //P52 170 
F-NT2RP4001568//HYP0THETICAL PROTEIN KIAA0041 (FRA 
GHENT) . 11%. Oe-22: 119: 42//H0M0 SAPIENS (HUMAN) . //Ql 
5057 

F-NT2RP4001571//NEUR0M0DUUN (AXONAL MEMBRANE PROT 
EIN GAP-43) (PP46) (B-50) (PROTEIN Fl) (CALMODUUN 
-BINDING PROTEIN P-57) . //0. 012: 167: 28//B0S TAURUS 
(BOVINE). //P06836 

F-NT2RP4001574//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT 
PROTEIN) (GAMMA-COP). //6.8e-115: 208: 98//B0S TAURU 
S (BOVINE). //P53620 

F- NT2RP400 1 575//M- RELATED PROTEIN PRECURSOR. //O. 2 
2: 184: 25/ /STREPTOCOCCUSPYOGENES . //P16946 
F- NT2RP400 1 592//I SOLEUCYL- TRNA SYNTHETASE (EC 6.1. 
1.5) (I SOLEUCI NE- -TRNAU GASE) (ILERS).//7.4e-45: 22 
9:39//SYNECH0CYSTIS SP. (STRAIN PCC 6803) . //P73505 
F-NT2RP4001610//AP0UP0PR0TEIN C-III PRECURSOR (AP 
0-CIII).//0.41:74:28//SUS SCROFA (PIG) . //P27917 
F-NT2RP4001614//BASIC PROUNE-RICH PEPTIDE P-E (IB 
-9) . //1 . 0: 29: 37//H0M0SAPI ENS (HUMAN) . //P0281 1 
F-NT2RP4001634//MY0SIN HEAVY CHAIN, PERINATAL SKEL 
ETAL MUSCLE (FRAGMENT) . //0. 16: 233: 23//RATTUS NORVE 
GICUS (RAT).//P04462 

F-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROTEIN M 
ET18/MMS19. //4. 2e-21: 249: 30//SACCHAR0MYCES CEREVIS 
I AE (BAKER' S YEAST) . //P40469 
F-NT2RP4001644//MY0SIN UGHT CHAIN KINASE (EC 2.7. 
1.117) (MLCK).//4.5e-18:lll:44//DICTY0STEUUM DISC 
OIDEUM (SUHE MOLD) . //P25323 
F-NT2RP4001656//HYP0THETI CAL 108.5 KD PROTEIN R06F 
6.2 IN CHROMOSOME II.//3.4e-13: 175: 32//CAEN0RHABDI 
TIS ELEGANS. //Q09600 

F-NT2RP4001677//HYP0THETI CAL 73.6 KD PROTEIN CY49. 
21. //O. 065: 66: 43//MYC0BACTERIUM TUBERCULOSIS. //Q10 
690 

F-NT2RP4001679//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 
Y !!!!//!. 3e-36:103: 72//H0MO SAPIENS (HUMAN) . //P39 
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F- NT2RP400 1 696//PH0T0SYSTEM II REACTION CENTRE J P 
ROTEIN. //0. 93: 37: 37//CHL0RELLA VULGARIS. //P56338 
F-NT2RP4001725//GUANINE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT. //4. 3e-ll: 128: 32//SCHI ZOSACCHAROMYCE 
S POMBE (FISSION YEAST) . //Q10282 
F-NT2RP4001730//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//4. le-2 
2:201:27//DR0S0PHILA MELANOGASTER (FRUIT FLY).//QO 
9332 10 
F-NT2RP4Q01739//HOMEOBOX PROTEIN H0X-A10 (HOX-lfl) 
(HOX-1.8) (PL). //l.0: 67: 34//H0H0 SAPIENS (HUMAN)./ 
/P31260 

F-NT2RP4001753//ZINC FINGER PROTEIN 10 (ZINC FINGE 
R PROTEIN R0X1) (FRAGMENT) . //I . 2e- 19: 72: 62//H0M0 S 
API ENS (HUMAN). //P21506 

F-NT2RP4001760//BREAKPOINT CLUSTER REGION PROTEIN. 
//I. 8e-13: 179: 28//H0M0SAPIENS (HUMAN) . //P11274 
F-NT2RP4001790//ZINC FINGER PROTEIN 38 (ZFP-38) (C 
TFIN51) (TRANSCRIPTIONFACTOR RU49) . 111. 9e-38: 147: 4 20 
9//MUS MUSCULUS (MOUSE) . //Q07231 
F-NT2RP4001803//CUTICLE COLLAGEN 12 PRECURSOR. //O. 
40:48:39//CAENORHABDITIS ELEGANS. //P20630 
F-NT2RP4001822//N0VEL ANTIGEN 2 (NAG-2).//2.7e-27: 
173: 36//H0M0 SAPI ENS (HUMAN) . //014817 
F-NT2RP4001823//PUTATIVE CUTICLE COLLAGEN F09G8.6. 
//3. 3e-16: 152: 42//CAEN0RHABDITIS ELEGANS. //P34391 
F-NT2RP4001828//H0LIN. 110. 99: 33: 36//BACTERI OPHAGE 
HP1.//P51727 

F-NT2RP4001838//METASTASIS- ASSOCIATED PROTEIN HTA 30 
1. //1. 2e-07: 95: 31//H0M0SAPIENS (HUMAN) . //Q13330 
F- NT2RP400184 1 //I NTESTI NAL MUCIN-LIKE PROTEIN (ML 
P) (FRAGMENT). 110. 94: 141: 22//RATTUS NORVEGICUS (RA 
T).//P98089 

F-NT2RP4001849//SH3-BINDING PROTEIN 3BP-l.//5.6e-5 
2: 276: 45//MUS MUSCULUS (MOUSE) . //P55194 
F-NT2RP4001861//HYP0THETICAL 10.6 RD PROTEIN IN GA 
LE-PEPT INTERGENIC REGION. 110. 92: 39: 51 //BACILLUS S 
UBTIUS.//P55185 

F-NT2RP4001889//HYP0THETI CAL BHLF1 PROTEIN. 110. 32: 40 
97:31//EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HE 
RPESVIRUS 4).//P03181 

F-NT2RP4001893//2-5A-DEPENDENT RIBONUCLEASE (EC 3. 
1.26.-) (2-5A-DEPENDENT RNAASE) (RNASE L) (RIBONUC 
LEASE 4) (FRAGMENT) . 113. 6e-07: 124: 29//HUS MUSCULUS 

(MOUSE). //Q05921 
F-NT2RP4001896//HYP0THETICAL 89.4 KD TRP-ASP REPEA 
TS CONTAINING PROTEININ PMT6-PCT1 INTERGENIC REGIO 
N. 113. 9e- 10: 210: 28//SACCHAR0MYCES CEREVISI AE (BAKE 
R S YEAST). //P42935 50 
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F-NT2RP4001901//ACR0SIN PRECURSOR (EC 3.4.21.10)./ 
/2.4e-07:53:45//0RYCT0LAGUS CUNICULUS (RABBIT). II? 
48038 

F-NT2RP4001927//KCR0TUBULE-ASS0CIATED PROTEIN YTM 
l.//3.1e-19:170:32//SACCHAR0MYCES CEREVISIAE (BAKE 
R'S YEAST). //Q12024 

F-NT2RP4001938//ZINC FINGER PROTEIN M0K-2.//1.3e-2 
8: 72: 50//MUS MUSCULUS (MOUSE) . //P24399 
F-NT2RP4001946//PR0TEIN-L-IS0ASPARTATE O-METHYLTRA 
NSFERASE (EC 2. 1. 1. 77) (PROTEIN- BETA-ASPARTATE MET 
HYLTRANSFERASE) (PIMT) (PROTEIN L-ISOASPARTYL METH 
YLTRANSFERASE) (L-ISOASPARTYL PROTEIN CARBOXYL MET 
HYLTRANSFERASE) . Ilk. 8e-14: 183: 30//TRITICUM AESTIVU 
M (WHEAT). //Q43209 

F- NT2RP4001 950/ /HYPOTHETI CAL PROTEIN 0RF-1137.//3. 
7e-07: 115: 29//MUS MUSCULUS (MOUSE). //PI 1260 
F-NT2RP4001953 

F-NT2RP4001966//WALL-ASS0CIATED PROTEIN PRECURSOR. 
110. 13: 151: 27//BACILLUS SUBTIUS. //Q07833 
F-NT2RP4O01975//FIBRIL-F0RMING COLLAGEN ALPHA CHAI 
N. 110. 00031: 190: 31//RIFTIA PACHYPTIU (TUBE WORM). 
//P30754 

F-NT2RP4002018//RING CANAL PROTEIN (KELCH PROTEI 
N).//3.5e-18:185:29//DR0S0PHILA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-NT2RP4002047//GTP-BINDING PROTEIN GUF1 (GTPASE G 
UFl).//4.0e-49:158:65//SACCHAR0MYCES CEREVISIAE (B 
AKER'S YEAST). //P46943 

F-NT2RP4002052//HYP0THETICAL 54.3 KD PROTEIN C23D 
3.03C IN CHROMOSOME I.//0.0047: 148: 27//SCHIZ0SACCH 
AROHYCES POMBE (FISSION YEAST) . //Q09844 
F-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP-DEPENDENT RNA HEUCASE F56D2. 6. 110. 057: 66: 30// 
CAENORHABDITIS ELEGANS. //Q20875 
F-NT2RP4002071//VERY HYPOTHETICAL 13.2 KD PROTEIN 
CY251. 09. 110. 94: 45: 46//MYC0BACTERIUM TUBERCULOSIS. 
//Q10888 

F-NT2RP4002075//TAT PROTEIN (TRANSACTIVATING REGUL 
ATORY PROTEIN). 110. 44: 36: 38//HUMAN IMMUNODEFICIENC 
Y VIRUS TYPE 1 (NDK ISOLATE) (HIV-1) . //P18804 
F-NT2RP4002078//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//2.6e-19:46:76//H0M0 SAPI 
ENS (HUMAN). //Q05481 

F-NT2RP4002081//MHC CLASS II REGULATORY FACTOR RFX 

1 (RFX) (ENHANCER FACTOR C) (EF-C).//2.8e-05: 196:3 

1//H0M0 SAPIENS (HUMAN) . //P22670 

F- NT2RP4002083//HYP0THETI CAL PROLINE-RICH PROTEIN 

(FRAGMENT) . I/O. 0064: 29: 55//0WENIA FUSIFORMIS. //P21 

260 

F-NT2RP4002408//PR0TEIN KINASE CEK1 (EC 2.7.1.-)./ 
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/l. le-37: 159: 53//SCHI ZOSACCHAROHYCES POMBE (FISSIO 
N YEAST). //P38938 

F-NT2RP4002791//30S RIBOSOMAL PROTEIN S20.//1.0:7 
3: 26//HELIC0BACTER PYLORI (CAMPYLOBACTER PYLORI)./ 
/P56027 

F-NT2RP4002888//HYP0THETI CAL PROTEIN TP0352.//0.9 
8:52:26//TREP0NEMA PALLIDUM. //083371 
F-NT2RP40029O5//G2/MIT0TIC-SPECIFIC CYCUN S13-7 
(B-LI KE CYCLIN) (FRAGMENT) . //5. 9e-05: 138: 27//GLYCI 
NE MAX (SOYBEAN). //P25012 10 
F-NT2RP5003459//H0ME0B0X PROTEIN H0X-A3 (HOX-1.5) 
(M0-10).//0.027:40:40//MUS MUSCULDS (MOUSE) . //P028 
31 

F- NT2RP500346 1 //HYPOTHETI CAL PROTEIN C22F3.14C IN 
CHROMOSOME I (FRAGMENT) . III. le-12: 142: 35//SCfflZ0SA 
CCHAROMYCES POMBE (FISSION YEAST) . //Q09779 
F-NT2RP5003477//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-l.//5.3e-13:215:28//P0D0SP0RA ANSERINA.//Q 
00808 

F-NT2RP5003492//GLUC0AMYLASE S1/S2 PRECURSOR (EC 20 
3.2.1.3) (GLUCAN 1,4- ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //O. 0055: 144: 27//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
F-NT2RP5OO350O//PR0LINE-RICH PROTEIN MP- 2 PRECURSO 
R. //9. Oe-05: 103: 38//MUS MUSCULUS (MOUSE) . //P05142 
F-NT2RP5003506//MALE SPECIFIC SPERM PROTEIN MST87 
F.//0.53:21:38//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//P08175 

F-NT2RP5003512//HYP0THETICAL PROTEIN IN CYCB 3' REG 
ION PRECURSOR (0RF2) (FRAGMENT) . //O. 92: 49: 32//PARA 30 
COCCUS DENITRIFICANS.//P29969 
F-NT2RP5003522//NADPH-CYT0CHR0HE P450 REDUCTASE (E 
C 1.6.2.4) (CPR) . III. 7e- 18: 165: 39//PHASE0LUS AUREU 
S (MUNG BEAN) (VIGNA RADIATA) . //P37116 
F-NT2RP5003524//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMEN 
TS) . //6. Oe-08: 125: 41//RA1TUS NORVEGICUS (RAT).//PO 
2454 

F-NT2RP5003534//ATP SYNTHASE, SUBUNIT F (EC 3.6.1. 
34) . //0. 88: 37: 45//HAL0BACTERI UM VOLCANI I (HALOFERA 
X VOLCANI I ).//Q48331 40 
F-0VARC1000001//GAR22 PROTEI N. Ill . 9e-05: 41 : 58//H0M 
0 SAPIENS (HUMAN). //Q99501 

F-0VARC1000004//70 KD EXOCYST COMPLEX PROTEIN. //3. 
7e-08:186:25//SACCHAR0MYCES CEREVISIAE (BAKER'S YE 
AST).//P19658 

F-0VARC1000006//HI STONE H2A. 1. //4. 7e-55: 117: 98//RA 
TTUS NORVEGICUS (RAT) . //P02262 
F- OVARC 1 0000 1 3//WD- REPEAT PROTEIN P0P1. //0. 00022: 1 
26:28//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST)./ 
/P87060 50 
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F-0VARC100O014//PROC0LLAGEN ALPHA 1(1) CHAIN PRECU 
RSOR. 111. 3e-05: 220: 30//GALLUS CALLUS (CHI CKEN) . //P 
02457 

F-0VARC1000017//CUTICLE COLLAGEN DPY-13.//2.6e-05: 
97: 30//CAEN0RHABDI TI SELEGANS. //P17657 
F-0VARC1000035 

F-0VARC1000058//RAS-RELATED PROTEIN RABC. //0. 0001 
5:110:24//DICTY0STEUUMDISC0IDEUM (SLIME MOLD).//P 
34143 

F-0VARC1000060//EXTRACELLULAR RIBONUCLEASE LE PREC 
URSOR (EC 3.1.27.1) (RNASE LE) . //6. 8e-09: 60: 45//LY 
COPERSICON ESCULENTUM (TOMATO) . //P80022 
F-0VARC1000068//CTT0T0XIN 4 (CARDIOTOXIN V-II-4)./ 
/1.0:27:44//NAJA MOSSAMBICA (MOZAMBIQUE COBRA). II? 
01452 

F-0VARC1000071//NUCLEAR TRANSPORT FACTOR 2 (NTF-2) 
(PLACENTAL PROTEIN 15) (PP15).//5.2e-06:115:29//H 
OMO SAPIENS (HUMAN), AND RATTUS NORVEGICUS (RAT)./ 
/P13662 

F-0VARC1000085 

F-0VARC1000087//HI STONE MACR0-H2A. 1. III. 2e-13: 174: 
26//RATTUS N0RVEGICUS(RAT).//Q02874 
F-0VARC1000091//0CTAPEPTI DE-REPEAT PROTEIN T2.//0. 
0013: 137: 32//MUS MUSCULUS (MOUSE) . //Q06666 
F-OVARC1000092//MITOCHONDRIAL RIBOSOMAL PROTEIN S 
7. //0. 97: 46: 39//ACANTHAM0EBA CASTELLANII (AMOEBA). 
//P46756 

F-0VARC1000106//HYP0THETT CAL 141.5 KD PROTEIN IN Y 
PT53-RH02 INTERGENIC REGION. //0. 0012: 165: 29//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P53935 
F-0VARC1000109//PR0LINE RICH 33 KD EXTENSIN- RELATE 
D PROTEIN PRECURSOR (FRAGMENT) . //0. 18: 35: 34//DAUCU 
S CAROTA (CARROT). //P06600 

F-0VARC10001 1 3//HYP0THETI CAL PROTEIN C18.//1.0:26: 
26//SWINEP0X VIRUS (STRAIN KASZA) (SPV) . //P32217 
F-0VARC1000114//! ! ! I ALU SUBFAMILY SQ WARNING ENTR 
Y ! !!!//3.6e-28: 57: 63//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-0VARC1000133 

F-0VARC1000139//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 4) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUI 
TINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOM 
0L0G).//1.9e-09:200:29//H0M0 SAPIENS (HUMAN). //Q13 
107 

F-0VARC1000145//H0ME0B0X PROTEIN DLX-3. III. 0: 65: 30 
//BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA DANI0).//Q0 
1702 

F-0VARC1000148//HYPHAL WALL PROTEIN 1 (CELL ELONGA 
TION PROTEIN 2).//0. 12: 175: 29//CANDIDA ALBICANS (Y 
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EAST).//P46593 

F- OVARC 1 000 1 5 1 //HYPOTHETI CAL PROTEIN RIAA0161.//5. 
6e-20:197:30//HOMO SAPIENS (HUMAN). //P50876 
F-0VARC1000168//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! //0. 0030: 77: 38//H0M0 SAPIENS (HUMAN) . //P39188 
F-0VARC1000191//C0UNIC ACID BIOSYNTHESIS PROTEIN 
WCAH. 110. 95: 56: 35//ESCHERICHI A COLI . //P32056 
F-OVARC1000198//HI STONE HI . C2. I/O. 96: 70: 25//TRYPAN 
OSOMA CRUZI.//P40268 

F-0VARC1000209//HYP0THETICAL 20.9 KD PROTEIN IN PL 10 
B1-HXT2 INTERGENIC REGION. III. 5e- 33: 178: 44//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //Q03677 
F-0VARC1000212//PR0UNE-RICH PROTEIN MP-2 PRECURSO 
R. Ill . 7e-05: 66: 46//MUSMUSCULUS (MOUSE) . //P05142 
F-0VARC1000240//I ! ! ! ALU SUBFAMILY SP WARNING ENTR 
Y !!! !//1.8e-10:41:78//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-OVARC1000241//ENDOTHELIAL PAS DOMAIN PROTEIN 1 
(EPAS-1) (EF-1 ALPHA- LIKE FACTOR) (MHLF) (HIF-REL 
ATED FACTOR) (HRF).//7.4e-54: 177: 54//MUS MUSCULUS 20 
(MOUSE). //P97481 

F- OVARC 1 000288//HYP0THETI CAL 54.2 KD PROTEIN IN ER 
P5-0RC6 INTERGENIC REGION. //2.9e- 20: 115: 45//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST). //P38821 
F-OVARC100O302//CORTICOSTER0ID-BINDING GLOBULIN PR 
ECURSOR (CBG) (TRANSC0RTIN).//1.0:79:25//MUS MUSCU ' 
LUS (MOUSE). //Q06770 

F-0VARC1000304//PR0TEIN M0V-10.//1.6e-79: 181:83//M 
US MUSCULUS (MOUSE). //P23249 

F-0VARC1000309//TERE0NINE SYNTHASE (EC 4.2.99.2)./ 30 
/6.9e-36:156:42//ASHBYA GOSSYPII (EREMOTHECIUM COS 
SYPII).//Q00063 

F-0VARC1000321//HYP0THETICAL 28.1 KD PROTEIN C4F8. 
03 IN CHROMOSOME I.//5.2e-45: 159: 53//SCHIZ0SACCHAR 
OMYCES POMBE (FISSION YEAST). //0141 79 
F-0VARC1O0O326//BASIC PROUNE-RICH PEPTIDE IB-1.// 
0. 036: 67: 35//H0M0 SAPI ENS (HUMAN) . //P04281 
F-0VARC1000335//HYP0THETI CAL 39.3 KD PROTEIN IN GC 
N4-WBP1 INTERGENIC REGION. III. 2e- 16: 200: 27//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P40004 40 
F-0VARC1000347//HYP0THETICAL 7.6 KD PROTEIN YCF33. 
110. 69:41: 43//CYAN0PH0RA PARADOXA. //P48273 
F-0VARC1000384//ANTI FREEZE PEPTIDE 4 PRECURSOR.// 
0.98:49:34//PSEUD0PLEUR0NECTA AMERICANUS (WINTER F 
L0UNDER).//P02734 

F- OVARC 1 000408//I NTEGUMENTARY MUCIN C.l (FIM-C.l) 
(FRAGMENT) . //8. le-05: 115: 33//XEN0PUS IAEVIS (AFRIC 
AN CLAWED FROG) . //Q05049 

F-0VARC10Q0411//DYNACTIN, 150 KD ISOFORH (150 KD D 
YNEIN- ASSOCIATED POLYPEPTIDE) (DP-150) (DAP-150) 50 
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(P150- GLUED) . 110. 00076: 100: 29//RATTUS NORVEGICUS 
(RAT).//P28023 

F- OVARC 1 0004 1 4//HYP0THETI CAL 7.0 KD PROTEIN IN BLT 
R-SPOIIIC INTERGENIC REGION. //l.0: 46: 34//BACILLUS 
SUBTILIS.//P54431 

F-0VARC1OO042O//C0LLAGEN ALPHA 2(VIII) CHAIN (ENDO 
THEU AL COLLAGEN) (FRAGMENT) . 110. 0028: 97: 37//H0M0 
SAPIENS (HUMAN). //P25067 

F-0VARC1000427//HYP0THETI CAL 13.9 KD PROTEIN IN PR 
FA-SPOIIR INTERGENIC REGION. //0. 70: 21: 47//BACILLUS 
SUBTIUS.//P39150 
F-0VARC1000431 

F-0VARC1000437//TENSIN. //9. 2e-42: 195: 52//GALLUS GA 
LLUS (CHICKEN).//Q04205 

F-OVARC1000440//PINCH PROTEIN (PARTI CULARY INTERES 
TING NEW CYS-HIS PR0TEIN).//3.4e-31:37:97//H0H0 SA 
PIENS (HUMAN). //P48059 
F-0VARC1000442 

F-0VARC1000443//CUTICLE COLLAGEN 2C (FRAGMENT).// 
0.0056: 163: 34//HAEM0NCHUS CONTORTUS. //P16252 
F-0VARC1000461//FIXU PROTEIN. 110. 36: 36: 44//RHIZ0BI 
UM LEGUMINOSARUM (BIOVAR TRIFOUI). //P42710 
F-0VARC1000465//PR0TEIN TRANSPORT PROTEIN SEC7. // 
2.4e-14:222:26//SACCHAR0MYCES CEREVISIAE (BAKER'S 
YEAST). //PI 1075 

F-0VARC1000466//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y !!!!//2.3e-08:29:93//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-0VARC1000473//DUAL SPECIFICITY PROTEIN PHOSPHATA 
SE 7 (EC 3.1.3.48) (EC3.1.3.16) (DUAL SPECIFICITY 
PROTEIN PHOSPHATASE MKP-X) (FRAGMENT) . 111. 8e-06: 9 
6:36//RATTUS NORVEGICUS (RAT) . //Q63340 
F-0VARC1000479//PH0T0SYSTEM I REACTION CENTRE SUBU 
NIT X (PSI-K) . //0. 99: 48: 37//CYANI DI UM CALDARIUM (G 
ALDIERIA SULPHURARIA).//P31567 
F-0VARC1000486 

F-0VARC1000496//HYP0THETI CAL PROTEIN MJ1213.//1.0: 
62: 32//METHAN0C0CCUS JANNASCHI I . //Q58610 
F-0VARC1000520//MER0Z0ITE SURFACE PROTEIN CMZ-8 (F 
RAGMENT) . I/O. 0011: 66: 40//EIMERIA ACERVULINA. //P091 
25 

F-0VARC1000526//PR0TEIN Q300. III. 2e-05: 51: 43//MUS 
MUSCULUS (MOUSE). //Q02722 

F-0VARC1000533//NEUR0NAL PROTEIN 3.1 (P311 PROTEI 
N).//0.74:43:41//H0M0 SAPIENS (HUMAN). //Q 166 12 
F-0VARC1000543//P0LYPEPTIDE N- ACETYLGALACTOSAMI NYL 
TRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP ACETYLGALA 
CTOSAMI NYLTRANSFERASE) (UDP- GALNAC: POLYPEPTIDE, N- 
ACETYLGALACTOSAMI NYLTRANSFERASE) (GALNAC-T1) . 111. 
3e-23: 192: 35//H0M0 SAPIENS (HUMAN) . //Q10472 
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F-0VARC1000556 

F-0VARC1000557//I ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! //1 . 6e-08: 80: 47//H0M0 SAPI ENS (HUMAN) . //P3918 

8 

F-0VARC1000564//VPX PROTEIN (X ORF PROTEIN) (VIRAL 
ACCESSORY PROTEIN). //0. 45: 32: 50//HUMAN IMMUNODEFI 
CIENCY VIRUS TYPE 2 (ISOIATE D194) (HIV- 2). //PI 776 
0 

F-0VARC1000573 

F- 0VARC1000576//BETA- DEFENSI N 1 (BNDB- 1) . //0. 47: 2 10 
9: 41//B0S TAURUS (BOVINE). //P46159 
F-0VARC1000578//C0LLAGEN ALPHA 1(11) CHAIN (FRAGME 
NTS).//0.023:96:36//B0S TAURUS (BOVINE). //P02459 
F-OVARC1000588//MITOCHONDRIAL 60S RIBOSOMAL PROTEI 
N L3.//0.75:57:29//H0M0 SAPIENS (HUMAN) . //P09001 
F-OVARC1000605//AUTOLYSIN PRECURSOR (EC 3.4.24.38) 
(GAMETE LYTIC ENZYME) (CLE) . //0. 91: 134: 28//CHLAMYD 
OMONAS REI NHARDTI I . //P31 1 78 ■ 
F-0VARC1000622//!!!! ALU SUBFAMILY SB WARNING ENTR 
Y 1 1 ! !//2. 6e-36: 100: 80//H0M0 SAPIENS (HUMAN) . //P39 20 
189 

F-OVARC1000640//HYPOTHETI CAL 8.5 KD PROTEIN YCF40 
(0RF73) . //0. 96: 34: 38//0D0NTELLA SINENSIS. //P49535 
F-0VARC1000649//ANTHER-SPECIFIC PROTEIN SF18 PRECU 
RSOR (FRAGMENT). //0. 0036: 64: 37//HEUANTPS ANNUUS 
(COMMON SUNFLOWER). //P22357 
F-0VARC1000661//C0LUGEN ALPHA 2(1) CHAIN (FRAGMEN 
TS) . //0. 21:53: 47//RATTUS NORVEGI CUS (RAT) . //P02466 
F-0VARC1000678//BACTERI0CIN MICROCIN B17 PRECURSOR 

(MCB17) . //1 .0:17: 58//ESCHERI CHI A COU . //P05834 30 
F-0VARC1000679//DNA- DIRECTED RNA POLYMERASE OMEGA 
CHAIN (EC 2.7.7.6) (TRANSCRIPTASE OMEGA CHAIN) (RN 
A POLYMERASE OMEGA SUBUNIT).//0.096:67:29//ESCHERI 
CHI A C0U.//P08374 

F-0VARC1000681//PR0TEIN Q300. //0. 72: 16: 43//MUS MUS 
CULUS (MOUSE) . //Q02722F-OVARC1000682//PROCESSING A 
LPHA- 1 , 2-MANNOSI DASE (EC 3. 2. 1 . -) (ALPHA- 1 , 2-MANNO 
SIDASE lB).//7.6e-70:102:99//MUS MUSCULUS (MOUSE). 
//P39098 

F-0VARC1000689//CADMI UM-METALLOTHI ONEIN (CD-MT).// 40 
0.032: 30: 40//HEUX POMATIA (ROMAN SNAIL) (EDIBLE S 
NAIL).//P33187 

F-OVARC1000700//BRAIN NEURON CYTOPLASMIC PROTEIN 
2. //0. 17: 60: 40//RATTUSN0RVEGI CUS (RAT) . //P02684 
F-0VARC1000703//BASIC PROLINE-RICH PEPTIDE P-E (IB 
-9) . //0. 57:42: 42//H0M0SAPI ENS (HUMAN) . //P0281 1 
F-0VARC1000722//N-ACETYLLACT0SAMINE SYNTHASE (EC 
2.4.1.90) (N- ACETYLGLUCOSAMI NE (BETA 1->4)GALACT0S 
YLTRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A P 
ROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANSFERASE) (C 50 
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T).//l. le-20: 44: 70//B0S TAURUS (BOVINE) . //P08037 
F-0VARC1000730//HYP0THETI CAL 83.8 KD PROTEIN C27F 
2.7 IN CHROMOSOME 1 1 1 . //5. 2e-29: 224: 36//CAEN0RHABD 
ITIS ELEGANS.//Q18262 

F-0VARC1000746//MATERNAL EFFECT PROTEIN STAUFEN.// 
6. 2e-12: 78: 48//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//P25159 
F-0VARC1000769 

F-0VARC1000771//RAS- RELATED PROTEIN RAB-2.//1. le-4 
6:121:79//H0M0 SAPI ENS (HUMAN). AND CANIS FAMILIARI 
S (D0G).//P08886 

F-0VARC1000781//H0ME0B0X PROTEIN GBX-2 (GASTRULATI 
ON AND BRAIN-SPECIFICHOMEOBOX PROTEIN 2).//0.81:3 
6: 52//H0M0 SAPIENS (HUMAN) . //P52951 
F-0VARC1000787//40S RIBOSOMAL PROTEIN S14 (FRAGMEN 
T) . //0. 96: 37: 48//SUS SCROFA (PIG) . //Q29303 
F-0VARC1000800//! ! ! ! ALU SUBFAMILY SB WARNING ENTR 
Y ! !!!//2.5e-31: 47: 82//H0M0 SAPIENS (HUMAN) . //P391 
89 

F-OVARC1000802//HYPOTHETICAL 8.8 KD PROTEIN B0302. 
2 IN CHROMOSOME X.//0. 16:55: 4O//CAEN0RHABDITIS ELE 
GANS.//Q10926 

F-0VARC1000834//SERI NE/THREONI NE-PROTEI N KINASE PA 
K-ALPHA (EC 2.7.1.-) (P68-PAK) (P21- ACTIVATED KIN 
ASE) (ALPHA-PAK) (PROTEIN KINASE MUK2).//0. 87: 140: 
31//RATTUS NORVEGI CUS (RAT) . //P35465 
F-0VARC1000846//NUCLE0UN (PROTEIN C23).//7.0e-07: 
109:30//MES0CRICETUS AURATUS (GOLDEN HAMSTER) . //PO 
8199 

F-0VARC100O85O//HYP0THETI CAL 56.2 KD PROTEIN IN ER 
G8-UBP8 INTERGENIC REGION. //6.9e-09: 180: 28//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //Q04991 
F- 0VARC1000862//UBI QUI TI N-CONJUGATI NG ENZYME E2-1 
7.5 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LIGASE) 
(UBIQUITIN CARRIER PROTEIN) . //0. 0020: 74: 28//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P52490 
F-0VARC1000876//M0B1 PROTEIN (MPS1 BINDER l).//9.8 
e-39:154:55//SACCHAR0MYCES CEREVISIAE (BAKER'S YEA 
ST).//P40484 

F-0VARC1000883//METALL0THI0NEIN-I . //0. 87: 38: 36//CA 
NDIDA GLABRATA (YEAST) (TORULOPSIS GLABRATA) . //P151 
13 

F-0VARC1000885//0XID0REDUCTASE UCPA (EC 1.-.-.-)./ 
/2. 8e-18: 170: 34//ESCHERICHIA COU . //P37440 
F-OVARC1000886//COLLAGEN ALPHA 2(1) CHAIN (FRAGMEN 
T).//0. 00033: 60: 45//B0S TAURUS (BOVINE). //P02465 
F-0VARC1000890//PR0BABLE E5 PROTEIN. //0. 92: 7: 71 //H 
UMAN PAPILLOMAVIRUS TYPE 70.//P50774 
F-OVARC1000891//HYPOTHETICAL 8.3 KD PROTEIN (ORF 
5) . //1. 0: 36: 36//PARAMECIUM TETRAURELIA. //P15606 
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F-0VARC1000897//HYP0THETI CAL 6.1 KD PROTEIN PRECUR 
SOR (0RF87) . //1 . 0: 34: 44//0RGYI A PSEUDOTSUGATA MULT 
ICAPSID POLYHEDROSIS VIRUS (OPMNPV) . //0 10337 
F-0VARC1000912//PUTATIVE CUTICLE COLLAGEN C09G5.4. 
//4. Oe-07: 98: 35//CAEN0RHABDITIS ELEGANS. //Q09455 
F-0VARC1000915//HYP0THETICAL PROTEIN KIAA0288 (HA6 
116) . //I. 7e-47: 115: 76//H0M0 SAPIENS (HUMAN) . //P565 
24 

F-0VARC1000924//CYT0CHR0ME B (EC 1.10.2.2) (FRAGME 
NT) . //0. 99: 54: 24//B0AC0NSTRI CTOR (BOA) . //P92848 10 
F-OVARC1000936//HYPOTHETI CAL 7.5 KD PROTEIN IN INA 
A-GLPQ INTERGENIC REGION. //I. 0: 48: 33//ESCHERICHIA 
C0LI.//P45505 

F-OVARC1000937//PROCOLUGEN ALPHA 1(1) CHAIN PRECU 
RSOR. //1. 0: 135: 31//H0M0 SAPIENS (HUMAN) . //P02452 
F-0VARC1000945//EARLY E1A 11 KD PROTEIN. //0. 087: 8 
1 : 24//M0USE ADENOVIRUSTYPE 1 (MAV-1) . //P12533 
F-0VARC1000948 

F-0VARC1000959//HYP0THETICAL PROTEIN MJ0933.//0.9 

9: 67: 28//METHAN0C0CCUSJANNASCHI I . //Q58343 20 

F-OVARC1000960//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y ! ! ! ! //1 . 8e-32: 56: 75//H0M0 SAPI ENS (HUMAN) . //P391 
93 

F-0VARC1000964//MAMBIN (GLYCOPROTEIN IIB-IIA ANTAG 
ONIST) (PLATELET AGGREGATION INHIBITOR) (DENDROASP 
IN) . //1. 0: 30: 36//DENDR0ASPIS JAMESONI KAIMOSAE (EA 
STERN JAMESON'S MAMBA) . //P28375 
F-0VARC1000971 

F-0VARC1000984//HYP0THETICAL 52.3 KD PROTEIN IN MR 
PL10-ERG24 I NTERGENI CREGI ON PRECURSOR. //0. 093: 36: 4 30 
7//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P538 
32 

F-0VARC1000996//M025 PROTEI N. //1 . 9e-39: 80: 95//MUS 
MUSCULUS (MOUSE). //Q06138 

F-0VARC1000999//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN 
PROTEIN 1 (BRN-1 PROTEIN). //0. 00020: 50: 40//H0M0 S 
API ENS (HUMAN). //P20264 

F-0VARC1001000//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! ! ! ! //1 . 4e- 16: 43: 90//H0M0 SAPIENS (HUMAN) . //P391 

95 40 
F-0VARC1001004//MALE SPECIFIC SPERM PROTEIN MST84D 
A.//O.95:33:42//DR0S0PHIIA MELANOGASTER (FRUIT FL 
Y).//Q01642 

F-OVARC1001010//HYPOTHETICAL PROTEIN MJ0926.//0.5 
0:71: 23//METHAN0C0CCUSJANNASCHI I . //Q58336 
F- OVARC 1 00 1 0 1 1 //CORTI STATIN PRECURSOR. //0. 81: 45: 37 
//RATTUS NORVEGICUS (RAT) . //Q62949 
F-0VARC1001032//FERRED0XIN LIKE PROTEIN. //1. 0: 26: 4 
6//RHIZ0BIUM LEGUMINOSARUM (BIOVAR PHASE0LI).//Q05 
561 50 
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F-0VARC1001034//METALL0THI0NEIN-IG (MT-1G) . //O. 14: 
9: 77//H0M0 SAPIENS (HUMAN) . //PI 3640 
F-0VARC1001038//NUCLE0LIN (PROTEIN C23) . //3. 2e-07: 
36:80//H0M0 SAPIENS (HUMAN) . //PI 9338 
F-0VARC1001040//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y !!!!//1.5e-18:45:60//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-0VARC1001044//BIS(5' -NUCLEOSYL) -TETRAPHOSPHATASE 
(SYMMETRICAL) (EC 3.6.1.41) (DI ADENOSINE TETRAPHO 
SPHATASE) . //0. 88: 43: 39//ESCHERICHI A COLI . //P05637 
F-0VARC1001051//SERINE PROTEINASE STUBBLE (EC 3.4. 
21.-) (STUBBLE-STUBBLOI D PROTEIN). //0. 34: 117: 25//D 
ROSOPHILA MELANOGASTER (FRUIT FLY) . //Q05319 
F-0VARC1001055//PRE-B CELL ENHANCING FACTOR PRECUR 
SOR. //1 . 6e-33: 43: 97//H0M0 SAPIENS (HUMAN) . //P43490 
F-0VARC1001062 

F-0VARC1001065//METHI ONYL-TRNA SYNTHETASE (EC 6.1. 
1.10) (METHIONINE— TRNA LIGASE) (METRS) . //0. 79: 76: 
39//B0RRELIA BURGDORFERI (LYME DISEASE SPIROCHET 
E).//Q44951 

F-0VARC1001068//GTP-BINDING PROTEIN ERA HOMOLOG (F 
RAGMENT).//5.3e-15: 100:44//BRADYRHIZ0BIUM JAPONICU 
M.//069162 

F-0VARC1001072//M!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//0.0076:41:56//H0M0 SAPIENS (HUMAN). //P39 188 
F-0VARC1001074//60S RIBOSOMAL PROTEIN L38.//1.0:3 
2:40//LYC0PERSIC0N ESCULENTUM (TOMATO) . //P46291 
F-0VARC1001085//HYP0THETI CAL 126.5 KD PROTEIN C13F 
4.06 IN CHROMOSOME I.//0.73: 135: 25//SCHIZ0SACCHAR0 
MYCES POMBE (FISSION YEAST) . //Q10197 
F-OVARC1001092//HYPOTHETI CAL 51.2 KD PROTEIN IN PE 
T54-DIE2 INTERGENIC REGION. //5.6e-05: 30: 56//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P50079 
F-0VARC1001107//SHK1 KINASE- BINDING PROTEIN 1.//1. 
8e-08:52:51//SCHIZ0SACCHAR0MYCES POMBE (FISSION YE 
AST).//P78963 

F-0VARC1001113//DIAPHAN0US PROTEIN. //I. 9e-33: 218: 3 
5//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //P48608 
F-0VARC1001117//GENE 7 PROTEIN. //0. 68: 12: 50//SPIR0 
PLASMA VIRUS 4 (SPV4) . //PI 1339 
F-0VARC1001118 

F-0VARC1001129//30S RIBOSOMAL PROTEIN S17.//0.15:5 
7: 22//AQUIFEX AE0UCUS.//066439 
F-0VARC1001154//GRANUUNS PRECURSOR (ACROGRANIN)./ 
/2.3e-95:99;77//MUS MUSCULUS (MOUSE) . //P28798 
F-0VARC1001161//GUANINE NUCLEOTT DE- BI NDI NG PROTEIN 
BETA SUBUNIT.//0.17:87:34//ARABID0PSIS THAU ANA 
(MOUSE- EAR CRESS). //P49177 
F-0VARC1001162 

F-0VARC1001167//TRBD PROTEIN. //0. 92: 24: 45//ESCHERI 
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CHI A C0LI.//P41070 

F- OVARC 1 00 1 169//FRUCT0SE- 1 , 6- BI SPHOSPHATASE (EC 3. 
1.3.11) (D-FRUCT0SE-1,6-BISPH0SPHATE 1-PHOSPHOHYDR 
OLASE) (FBPASE) (FRAGMENT) . //0. 82: 35: 40//MUSMUSCDL 
US (MOUSE). //P97323 

F-0VARC1O01170//PR0UNE-RICH PEPTIDE P-B.//0. 17:2 
7:37//HOM0 SAPIENS (HUMAN) . //P02814 
F-OVARC1001171//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//0. 00023: 28: 75//H0M0 SAPIENS (HUMAN) . //P3918 
8 10 
F-0VARC1001173 

F- OVARC 1 00 1 1 76//HYP0THETI CAL BHLF1 PROTEIN. //2.7e- 
05: 158: 31//EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMA 
N HERPESVIRUS 4) . //P03181 

F-0VARC1001 180//UBI QUI TIN-U KE PROTEIN DSK2.//l.4e 
-12:208:25//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P48510 

F-0VARC1001 188//HYP0THETI CAL 27.8 KD PROTEIN IN VM 

A7-RPS25A INTERGENIC REGION. //3.3e- 31: 129: 51//SACC 

HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P532 15 20 

F-0VARC1001 200/ /HYPOTHETI CAL 49.0 KD PROTEIN IN NS 

P1-KAR2 INTERGENIC REGION. //0. 018: 148: 26//SACCHAR0 

MYCES CEREVISIAE (BAKER'S YEAST) . //P47057 

F- 0VARC1 00 1 232//HYP0THETI CAL PROTEIN MJ1236.//2.5e 

-27: 141: 39//METHAN0C0CCUS JANNASCHII . //Q58633 

F-0VARC1001240 

F-0VARC1001243 

F- 0VARC1001 244//RI NG3 PROTEIN (KIAA9001).//1.7e-l 

3: 37: 91//H0M0 SAPIENS (HUMAN) . //P25440 

F- OVARC 1001261 //OCTAPEPTI DE- REPEAT PROTEIN T2.//1. 30 

3e-07: 109: 35//MUS MUSCULUS (MOUSE) . //Q06666 

F-0VARC1001268//HYP0THETI CAL 57.4 KD PROTEIN IN PI 

LT REGION (0RF4).//0.71:43:41//PSEUD0M0NAS AERUGIN 

0SA.//P24563 

F- OVARC 1001 270//HYP0THETI CAL 9.0 KD PROTEIN IN UVS 
W-UVSY INTERGENIC REGION. //l.O: 44: 29//BACTERI0PHAG 
E T4. //P32281 

F-0VARC1001271//HYP0THETICAL 104.7 KD PROTEIN F23F 
12.8 IN CHROMOSOME 1 1 1 PRECURSOR. //0. 00015: 188: 23// 
CAENORHABDITIS ELEGANS. //P46504 40 
F-0VARC1001282 

F-0VARC1001296//WEB1 PROTEIN (PROTEIN TRANSPORT PR 
OTEIN SEC31).//0.022: 101:31//SACCHAR0MYCES CEREVIS 
IAE (BAKER'S YEAST) . //P38968 
F-0VARC1001306//HYP0THETI CAL 52.9 KD SERINE- RICH P 
ROTEIN C11G7.01 IN CHROMOSOME I.//0. 023: 134: 26//SC 
HIZOSACCHAROMYCES POMBE (FISSION YEAST) . //0 13695 
F- 0VARC1 001 329//CHL0R0PLAST TRIOSE PHOSPHATE TRANS 
LOCATOR PRECURSOR (CTPT) . //I. 3e-14: 150: 28//ZEA MAY 
S (MAIZE). //P49133 50 
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F-0VARC1001330 

F- OVARC 1 00 1 339//RI BONUCLEOPROTEI N RB97D. //0. 0013: 5 
5:38//DR0S0PHIU MELANOGASTER (FRUIT FLY) . //Q02926 
F-0VARC1001341//HYP0THETICAL 74.0 KD PROTEIN IN CA 
J1-H0M3 INTERGENIC REGION. //4.9e- 17: 110: 43//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P40032 
F-0VARC1001342 

F-0VARC1001344//PREPR0TEIN TRANSLOCASE SECE SUBUNI 
T. //0. 99: 39: 23//STAPHYL0C0CCUS CARNOSUS. //P36253 
F-0VARC1001357//METALL0THI0NEIN. //0. 99: 28: 42//XEN0 
PUS LAEVIS (AFRICAN CLAWED FROG) . //Q05890 
F-0VARC1001360//LARGE PROUNE-RICH PROTEIN BAT2 (H 
LA- B- ASSOCIATED TRANSCRIPT 2) . //0. 86: 109: 31//H0M0 
SAPIENS (HUMAN). //P48634 

F-0VARC1001369//C0LLACEN ALPHA 2(1) CHAIN (FRAGMEN 
T).//6.7e-05:124:36//B0S TAURUS (BOVINE). //P02465 
F-OVARC1001372//HYPOTHETICAL 34.5 KD PROTEIN IN CL 
CB-CLCD INTERGENIC REGION PRECURSOR. //O. 75: 33: 48// 
PSEUDOMONAS PUTIDA, AND PSEUDOMONAS SP. (STRAIN Bl 
3) . //Q47100 

F-0VARC1001376//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//2. 8e-24: 96: 61//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-0VARC1001381//MEMBRANE-ASS0CIATED ATPASE EPSILON 
CHAIN (EC 3.6.1.34) (SUL-ATPASE EPSIL0N).//0.96:4 
6:39//SULF0L0BUS ACIDOCALDARIUS. //P23039 
F-0VARC1001391//SALIVARY PROUNE-RICH PROTEIN PO 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 
00024: 189: 29//H0M0 SAPIENS (HUMAN) . //P10162 
F-0VARC1001399//!!!! ALU SUBFAMILY SX WARNING ENTR 
Y !f !!//0. 062:18: 77//H0M0 SAPIENS (HUMAN) . //P39195 
F-0VARC1001417//HYP0THETICAL 157.0 KD PROTEIN C38C 
10.5 IN CHROMOSOME III. //0. 010: 185: 23//CAEN0RHABDI 
TIS ELEGANS. //Q03570 

F-0VARC1001419//A-TYPE INCLUSION PROTEIN (ATI).// 
0. 50: 135: 28//CAMELP0X VIRUS (STRAIN CP- 1) . //Q05482 
F-0VARC1001425//C0LLAGEN ALPHA 1(X) CHAIN PRECURSO 
R. //0. 43: 85: 40//H0M0 SAPIENS (HUMAN) . //Q03692 
F-0VARC1001436//HYP0THETI CAL 11.4 KD PROTEIN (C4 P 
ROTEIN). //0. 031: 100: 30//T0MAT0 YELLOW LEAF CURL VI 
RUS (STRAIN AUSTRALIA) (TYLCV) . //P36283 
F-OVARC1OO1442//H0ME0B0X PROTEIN HTR-A2 (FRAGMEN 
T).//1.0:32:34//HEL0BDELIA TRISERIAUS (LEECH). //P 
17138 

F- OVARC 1 00 1 453//METALL0THI ONEI N- I I I (MT-III) (GROW 
TH INHIBITORY FACTOR) (GIF) . //0. 74: 19: 47//MUS MUSCU 
LUS (MOUSE). //P28184 

F-0VARC1001476//GTP-BINDING PROTEIN GTR2.//3.0e-l 
2:114:34//SACCHAR0MYCESCEREVISIAE (BAKER'S YEAST). 
//P53290 
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F- OVARC 1 00 1 4 8O//C0LLAGEN ALPHA 2 (VI) CHAIN PRECURS 
OR. //0. 00019: 134: 32//MUS MUSCULUS (MOUSE) . //Q02788 
F- OVARC 1 00 1 489//HYP0THETI CAL PROTEIN HI1270.//0.9 
8:30:43//HAEH0PHILUS INFLUENZAE. //P44 149 
F-0VARC1001496//C-TERMINAL BINDING PROTEIN 2.//4.0 
e-65: 132: 100//H0M0 SAPIENS (HUMAN) . //P56545 
F-0VARC1001506//P0LYCYSTIN PRECURSOR (AUTOSOMAL DO 
MINANT POLYCYSTIC KIDNEY DISEASE PROTEIN l).//3.2e 
-70: 159: 94//H0M0 SAPIENS (HUMAN) . //P98161 
F- 0VARC1 001 525//FI BROBIAST GROWTH FACTOR INDUCIBLE 10 
PROTEIN 14 (FIN14) . //1. 0: 36: 33//MDS MUSCULUS (HOU 
SE).//Q61077 

F-0VARC1001542//SMALL PROLINE-RICH PROTEIN 2B (SPR 
-2B) . //0. 69: 57: 33//H0M0 SAPIENS (HUMAN) . //P35325 
F-0VARC1001547 

F- OVARC 1 00 1 555//NGG1 - 1 NTERACTI NG FACTOR 3.//7.6e-l 
6: 148: 34//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAS 
T).//P53081 

F-0VARC1001577//SPUCING FACTOR, ARGININE/SERINE-R 
ICH 2 (SPLICING FACT0RSC35) (SC-35) (SPUCING COMP 20 
ONENT, 35 KD) (PR264 PROTEIN) . //8. 8e- 38:94: 81//GAL 
LUS GALLUS (CHICKEN). //P30352 
F-0VARC1001600//GENE 7 PROTEIN. //0. 80: 38: 39//SPIR0 
PLASMA VIRUS SPV1-R8A2B.//P15898 
F-0VARC1001610//DIACYLGLYCER0L CHOUNEPHOSPHOTRANS 
FERASE (EC 2.7.8.2) (SN-1,2- DIACYLGLYCEROL CHOUN 
EPHOSPHOTRANSFERASE) (CHOPT) . //1 . 6e-22: 122: 39//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //PI 7898 
F-0VARC1001611 

F-OVARC1001615//HYPOTHETICAL 6. 1 KD PROTEIN C03B1. 30 
10 IN CHROMOSOME X.//0.30:43:34//CAEN0RHABDITIS EL 
EGANS.//Q11116 

F-0VARC1001668//! ! ! I ALU SUBFAMILY SC WARNING ENTR 
Y !!!!//1.0e-19:45:82//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-0VARC1001702//S0X-20 PROTEIN. 111. 4e-28: 71: 83//H0 
MO SAPIENS (HUMAN). //060248 
F- OVARC 1 00 1 703//I NTERFERON- I NDUCED GUANYLATE-BINDI 
NG PROTEIN 1 (GUANI NENUCLEOTI DE- BINDING PROTEIN 
1) (INTERFERON-GAMMA INDUCIBLE PROTEIN MAG-l).//0. 40 
00018: 88: 36//MUS MUSCULUS (MOUSE). //QO 151 4 
F-0VARC1001711//C0RNIFIN B (SMALL PROUNE-RICH PRO 
TEIN IB) (SPR1B) (SPRlB).//2.7e-05:98:32//MUS MUSC 
ULUS (MOUSE). //Q62267 

F-0VARC1001713//END0ZEPINE-RELATED PROTEIN PRECURS 
OR (MEMBRANE- ASSOCIATED DIAZEPAM BINDING INHIBITO 
R) (MA-DBI).//4. 5e- 20: 46: 67//B0S TAURUS (BOVINE)./ 
/P07106 

F-0VARC1001726//ALPHA-AMYUKE INHIBITOR PAIM I (PI 
G PANCREATIC ALPHA- AMYLASE INHIBITOR OF MICROBES 50 
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I).//0.59:23:56//STREPT0MYCES OUVACEOVIRIDIS(STRE 
PTOMYCES CORCHORUSI I ) . //P09921 
F-0VARC1OO1731//TR0P0MYOSIN ALPHA CHAIN, SKELETAL 
MUSCLE. 112. le- 75: 176: 87//XEN0PUS LAEVIS (AFRICAN C 
LAWED FR0G).//Q01173 

F- 0VARC1001 745//GENE 11 PROTEIN. //0. 31: 36: 52//SPIR 
OPLASMA VIRUS SPV1-R8A2 B.//P15902 
F-0VARC1001762//N-TERMINAL ACETYLTRANSFERASE 1 (EC 
2.3.1.88) (AMINO- TERMINAL, ALPHA- AMINO, ACETYLTR 
ANSFERASE 1) . 111. 8e-23: 197: 35//SACCHAR0MYCESCEREVI 
SIAE (BAKER'S YEAST). //P12945 
F-0VARC1001766//FK506-BINDING NUCLEAR PROTEIN (PEP 
TIDYL-PROLYL CIS-TRANSISOMERASE) (PPIASE) (EC 5.2. 
1.8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINEISOMERAS 
E) (FKBP-70).//2.2e-06:99:40//SACCHAR0MYCES CEREVI 
SIAE (BAKER' SYEAST) . //P3891 1 
F-0VARC1001767//33.2 KD PROTEIN IN DIND-RPH INTERG 
ENIC REGION (ORF X).//0.99: 113: 27//ESCHERICHIA COL 
I.//P23839 
F-0VARC1001768 

F-0VARC1001791//HYP0 , raETICAL 63.3 KD PROTEIN IN MP 
T5-SAE2 INTERGENIC REGION. 110. 090: 75: 32//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //P46945 
F- OVARC 100 1 795//HYP0THETI CAL 7.5 KD PROTEIN IN RPB 
A-GP46 INTERGENIC REGION. //0. 81: 2 1 : 38//BACTERI OPHA 
CE T4.//P07878 

F-0VARC10018O2//PLECT0XIN VIII (PLT-VIII) (PLTVII 
I) . 110. 41: 19: 36//PLECTREURYS TRISTIS (SPIDER) . //P3 
6984 

F-0VARC1001805//60S RIBOSOMAL PROTEIN L40 (CEP52). 
//0.67:24:58//SACCHAR0MYCES CEREVISIAE (BAKER'S YE 
AST).//P14796 

F-OVARC1001809//COLLAGEN ALPHA 1(1) CHAIN (FRAGMEN 
TS) . //0. 23: 111: 31//RATTUS NORVEGICUS (RAT) . //P0245 
4 

F-OVARC1001812//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L).//0.99:28:42//HAUCH0ERUS GRYPUS (GftAY SE 
AL).//P38592 

F-0VARC1001813//HYP0THETICAL 9.9 KD PROTEIN. 110. 4 
1:36:30//VACCINIA VIRUS(STRAIN COPENHAGEN) . //P2056 
2 

F-0VARC1001820//HYP0THETI CAL PROTEIN 0RF-1137.//0. 
80: 58: 29//MUS MUSCULUS (MOUSE) . //PI 1260 
F-0VARC1001828 
F-0VARC1001846 

F-0VARC1001861//METALL0THI0NEIN (MT) . 110. 18: 11: 54/ 
/PLEURONECTES PUTESSA(PLAICE).//P07216 
F-0VARC1001873 

F-0VARC10O1879//HYP0THETI CAL 55.9 KD PROTEIN EEED 
8.6 IN CHROMOSOME II.//2.3e-05:73:31//CAEN0RHABDIT 
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IS ELEGANS.//Q09296 

F- OVARC 1 00 1 880//S ALI VARY PROUNE-RICH PROTEIN PREC 
URSOR (CLONE CP7) [CONTAINS: BASIC PEPTIDE P-F] (F 
RAGMENT).//2.4e-ll:203:32//H0M0 SAPIENS (HUMAN).// 
P02812 

F-0VARC1001883//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.3e-16:86:59//H0M0 SAPIENS (HUMAN). //P3918 

8 

F-0VARC1001900//HYP0THETICAL 105.9 KD PROTEIN F22B 

7. 5 IN CHROMOSOME III . //0. 0053; 48: 47//CAEN0RHABDIT 10 
IS ELEGANS. //P34408 

F-0VARC1001901 

F-0VARC1001911//40S RIBOSOMAL PROTEIN S28.//1.0:3 
3:36//ARABID0PSIS THAU ANA (MOUSE-EAR CRESS). //P34 
789 

F-0VARC1001916//PUTATIVE RHO/RAC GUANINE PCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN). //0. 00082: 114: 27//H0M0 SAPIENS (HUM 
AN).//P98174 

F-0VARC1001928//FERRED0XIN III (FDIII).//1. 0:64:29 20 
//ANABAENA VARIABILIS. //P46050 
F-0VARC1001942//N-TERMINAL ACETYLTRANSFERASE 1 (EC 
2.3.1.88) (AMI NO-TERMINAL, ALPHA- AMINO, ACETYLTR 
ANSFERASE 1) . //3. Oe-07: 93: 37//SACCHAR0MYCESCEREVIS 
IAE (BAKER'S YEAST). //PI 2945 
F-0VARC1001943//HYP0THETI CAL 62.2 KD PROTEIN ZK65 

2.6 IN CHROMOSOME III.//1.7e-23: 147: 43//CAEN0RHABD 
ITIS ELEGANS. //P34664 

F-0VARC1001949//ZINC FINGER PROTEIN 177.//2.0e-23: 
56:66//H0M0 SAPIENS (HUMAN). //Q 13360 30 
F-0VARC1001950//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! //0. 01 1 : 57: 47//H0M0 SAPI ENS (HUMAN) . //P39188 
F-0VARC1001987//SPERM PROTAMINE PI (CYSTEINE- RICH 
PROTAMINE) . //0. 39: 14: 64//MUS MUSCULUS (MOUSE) . //PO 
2319 

F-0VARC1001989//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! 111. 4e- 13: 55: 72//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-0VARC1002044 

F-OVARC1002050//UTROPHIN (DYSTROPHIN- RELATED PROTE 40 

IN 1) (DRP1) (DRP).//3.6e-12:221:25//H0M0 SAPIENS 

(HUMAN). //P46939 

F-0VARC1002066 

F-0VARC1OO2082 

F-0VARC1002 107//I NTRACELLULAR PROTEIN TRANSPORT PR 
OTEIN US01.//0.99:149:24//SACCHAR0MYCES CEREVISIAE 

(BAKER' S YEAST). //P25386 
F-0VARC10021 12//HI STONE MACRO- H2A. L//2. 8e-64: 133: 
98//RATTUS NORVEGICUS(RAT) . //Q02874 
F-0VARC1002127//60S RI BOSOMAL PROTEI N L22. //0. 002 50 
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3:95:35//DR0S0PHILA HELANOGASTER (FRUIT FLY).//P50 
887 

F-0VARC1002138//PR0BABLE 26S PROTEASE SUBUNIT YTA6 
(TAT-BINDING H0M0L0G6).//6.4e-51: 198: 56//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) . //P40328 
F-0VARC1002143 

F-0VARC1002156//HYP0THETICAL 27.7 KD PROTEIN IN CP 
T1-SPC98 INTERGENIC REGION. //0. 00010: 64: 34//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P53915 
F-0VARC1002158//HYP0THETI CAL 24.1 KD PROTEIN IN LE 
F4-P33 INTERGENIC REGION. //8.2e-07: 119: 35//AUT0GRA 
PHA CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACMNP 
V).//P41479 

F-0VARC1002165//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) 
(EBNA-4B) . //0. 00023: 90: 45//EPSTEIN-BARR VIRUS (STR 
AIN B95-8) (HUMAN HERPESVIRUS 4) . //P03204 
F-0VARC1002182//HYP0THETICAL 46.2 KD TRP-ASP REPEA 
TS CONTAINING PR0TEIND2013.2 IN CHROMOSOME II. //L 
3e-34:165:35//CAEN0RHABDITIS ELEGANS. //Ql 8964 
F-PIACE1000004//HYP0THETICAL 180.2 KD PROTEIN C31A 
2.05C IN CHROMOSOME I.//8.8e-05: 148: 25//SCHIZ0SACC 
HAROMYCES POMBE (FISSION YEAST) . //Q09725 
F-PLACE1000005//PR0TEIN Q300. //0. 30: 10: 100//MUS MU 
SCULUS (MOUSE). //Q02722 

F- PLACE1 000007/ /PROBABLE UBIQUITIN CARBOXYL-TERMIN 
AL HYDROLASE R10E11.3(EC 3.1.2.15) (UBIQUITIN THIO 
LESTERASE) (UBIQUITIN- SPECIFIC PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME) . 111. 3e- 39: 134: 62//CAE 
NORHABDITIS ELEGANS. //P34547 
F-PIACE1000014//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//0.00036:63:39 
//HOMO SAPIENS (HUMAN) . //P19474 
F-PLACE1000031 

F-PLACE1000040//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y ! !!!//4.4e-12: 97: 41//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE1000048//50S RIBOSOMAL PROTEIN L15 (FRAGMEN 
T) . 110. 98: 31: 38//BACILLUS SP. (STRAIN C-125) . //P38 
373 

F-PLACE1000050//COLLAGEN ALPHA l(III) CHAIN.//0.00 
062: 190: 33//B0S TAURUS (BOVINE) . //P04258 
F-PUCE1000061//60S RIBOSOMAL PROTEIN L37A.//6.4e- 
19:51:86//GALLUS CALLUS (CHICKEN). //P32046 
F-PLACE1000066//SSU72 PROTEIN. 111. 3e-39: 165: 49//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53538 
F-PLACE1000078//BAD PROTEIN (BCL-2 BINDING COMPONE 
NT 6) . //I . 7e-06: 21 : 95//H0M0 SAPIENS (HUMAN) . //Q929 
34 

F-PLACE1000081//H0ME0B0X PROTEIN H0X-A4 (HOX-1.4) 
(MH-3) . 110. 0053: 146: 33//MUS MUSCULUS (MOUSE) . //P06 
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F-PLACE1000094 

F-PLACE10O0133//TRANSCRIPTI0N FACTOR BTF3 (RNA POL 
YMERASE B TRANSCRIPTION FACTOR 3). //1.8e-62: 158:81 
//HOMO SAPIENS (HUMAN) . //P20290 
F-PLACE1000142//EN0YL-C0A HYDRATASE, MITOCHONDRIAL 
PRECURSOR (EC 4.2.1.17) (SHORT CHAIN ENOYL-COA HY 
DRATASE) (SCEH) (ENOYL-COA HYDRATASE l).//9.8e-12: 
104: 34//H0M0 SAPIENS (HUMAN) . //P30084 
F-PLACE1000184//AC PROTEIN. //0. 44: 31: 29//BACTERI0P 10 
HAGE T4.//P18924 

F-PLACE1000185//HYP0THETICAL GLYCINE- RICH 49.6 KD 
PROTEIN CY130. IOC PRECURSOR. //0. 11: 48: 33//MYC0BACT 
ERIUM TUBERCULOSIS. //Q10637 
F-PLACE1000213//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //3. 4e-05: 194: 26//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
F-PLACE1000214 

F-PLACE1000236//PR0C0LLAGEN ALPHA 1(1) CHAIN PRECU 20 
RS0R.//0.027:63:34//GALLUS GALLUS (CHICKEN).//P024 
57 

F-PLACE1000246//TEGUMENT PROTEIN (GENE 11 PROTEI 
N).//0.78:100:26//EQUINEHERPESVIRUS TYPE 4 (STRAIN 
1942) (EHV-4) (EQUINE HERPESVIRUS TYPE 1 SUBTYPE 
2) . //Q00039 
F-PLACE1000292 

F-PLACE1000308//EARLY NODULIN 75 (N-75) (NGM-75) 
(FRAGMENT). //0. 049: 28: 42//MEDICAG0 SATIVA (ALFALF 
A).//P11728 30 
F-PLACE1000332 

F-PLACE1000347//HYP0THETI CAL PROTEIN TP0420.//0.1 
5: 24: 54//TREP0NEMA PALLI DUM. //083435 
F-PLACE1000374//LYS0ZYME C (EC 3.2.1.17) (1,4-BETA 
- N- ACETYLMURAMI DASE C). //1.0:63:25//0RYCT0LAGUS CU 
NICULUS (RABBIT). //P16973 

F-PLACE1000380//MATING PROCESS PROTEIN MID2 (SERIN 
E-RICH PROTEIN SMS1) (PROTEIN KINASE A INTERFERENC 
E PROTEIN). //0. 018: 169: 28//SACCHAR0MYCES CEREVISIA 
E (BAKER' S YEAST) . //P36027 40 
F-PLACE1000383//MY0TUBULARIN. //I. 2e-65: 215: 57//H0M 
0 SAPIENS (HUMAN). //Q13496 

F-PLACE100040 1//ELASTI N PRECURSOR (TROPOELASTIN)./ 
/0. 00023: 145: 30//MUS MUSCULUS (HOUSE) . //P54320 
F-PLACE1000406//54 KD NUCLEAR RNA-BINDING PROTEIN 
(P54 (NRB) ) . //3. 4e-27: 90: 63//H0M0 SAPI ENS (HUMAN) . / 
/Q15233 

F-PLACE1000420//7. 8- DI HYDRO- 8- OXOGUANI NE TRIPHOSPH 
ATASE (EC 3.1.6.-) (8-0X0-DGTPASE).//4.7e-07: 134:2 
9//MUS MUSCULUS (MOUSE) . //P53368 50 
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F- PLACE1 0004 2 1 //HYPOTHETI CAL 8.8 KD PROTEIN C11D3. 
01C IN CHROMOSOME I.//0.48:72:27//SCHIZ0SACCHAR0MY 
CES POMBE (FISSION YEAST) . //Q10080 
F-PLACE1000424 
F-PLACE1000435 

F-PLACE1000444//I ! ! ! ALU SUBFAMILY SX WARNING ENTR 
Y !!! I//2. Oe-31: 129: 63//H0M0 SAPIENS (HUMAN) . //P39 
195 

F-PLACE1000453//PR0TEIN Q300.//0.013: 16: 68//MUS MU 
SCULUS (MOUSE). //Q02722 

F-PLACE1000481//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
OG. //0. 14: 63: 36//H0M0SAPI ENS (HUMAN) . //P08547 
F-PLACE1000492//BASP1 PROTEIN. //0. 17: 114: 28//H0M0 
SAPIENS (HUMAN). //P80723 
F-PLACE1000540 

F-PLACE1000547//MANN0SE- 1-PHOSPHATE GUANYLTRANSFER 
ASE (EC 2.7.7.13) (ATP-MANNOSE-1- PHOSPHATE GUANYL 
YLTRANSFERASE) (NDP-HEXOSE PYR0PH0SPH0RYLASE).//1. 
8e-21:87:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEA 
ST).//P41940 

F-PLACE1000562//HYP0TIEriCAL PROTEIN MJ0562.//1.0: 
35:34//METHAN0C0CCUS JANNASCHII . //Q57982 
F-PLACE1000564//ADRENAL SPECIFIC 30 KD PROTEIN (CL 
ONE PG2) . //0. 13: 66: 37//H0M0 SAPIENS (HUMAN). //P158 
03 

F-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//7.0e-45:192:47//H0M0 SAPIENS (HU 
MAN).//P51522 

F-PLACE1000588//I NTERFERON- 1 NDUCED GUANYLATE-BINDI 
NG PROTEIN 1 (GUANI NENUCLEOTI DE- BINDING PROTEIN 
l).//5.3e-63:122:88//H0M0 SAPIENS (HUMAN) . //P32455 
F-PLACE1000596//RING CANAL PROTEIN (KELCH PROTEI 
N).//2.6e-12:120:38//DR0S0PHILA MELANOGASTER (FRUI 
T FLY) . //Q04652 

F-PLACE1000599//EARLY E3B 12.7 KD PROTEIN PRECURSO 
R.//0.83:53:32//HUMANADEN0VIRUS TYPE 12.//P36707 
F-PLACE1000610 

F-PLACE1000611//HYP0THETI CAL 33.6 KD PROTEIN IN MC 
K1-RPS19B INTERGENIC REGION. //9. 4e- 07: 64: 28//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P48558 
F-PLACE1000636//MALE STERILITY PROTEIN 2.//3.7e-0 
9:83:43//ARABID0PSIS THALIANA (MOUSE-EAR CRESS).// 
Q08891 

F-PLACE1000653//PUTATIVE PHOSPHOACETYLGLUCOSAMI NE 
MUTASE (EC 5.4.2.3) (ACETYLGLUCOSAMI NE PHOSPHOMUTA 
SE) (N- ACETYLGLUCOSAMI NE- PHOSPHATE MUTASE). //1.9e- 
30:203:41//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAS 
T).//Q09687 

F-PLACE1000656//EXTENSIN PRECURSOR (CELL WALL HYDR 
OXYPROUNE-RICH GLYCOPROTEIN) . //0. 0029: 75: 33//NIC0 
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TIANA TABACUM (COMMON TOBACCO) . //PI 3983 
F-PLACE1000706//TRANSCRI PTI ON INTERMEDIARY FACTOR 
1-BETA (NUCLEAR COREPRESSOR KAP-1) (KRAB- ASSOCIATE 
D PROTEIN 1) . //I. le-38: 180: 42//H0M0 SAPIENS(HUMA 
N).//Q13263 

F-PLACE1000712//VERY HYPOTHETICAL 8.9 KD PROTEIN C 
Y441.05 PRECURSOR. //O. 93: 49: 34//MYC0BACTERIUM TUBE 
RCUL0SIS.//P71934 
F-PLACE1000716 

F-PLACE1000748//HYP0THETI CAL 10.4 KD PROTEIN IN SP 10 
AT 3 T REGION (ORF-11). //O. 90:53 :37//SHIGELLA FLEXNE 
RI.//P55794 

F- PLACE1 000749//HYP0THETI CAL PROTEIN MG148. //O. 001 

4: 142: 27//MYC0PLASMA GENITAUUM. //P47394 

F- PLACE1 000755//HYP0THETI CAL HEUCASE K12H4.8 IN C 

HROMOSOME le-15:98: 48//CAEN0RHABDI TI S ELEG 

ANS.//P34529 

F-PLACE1000769//VIGILIN. //0. 51: 60: 33//GALLDS GALLU 
S (CHICKEN). //P81021 

F- PLACE 1 000785//PR0BABLE COLD SHOCK PROTEIN CY15C1 20 
0. 04. 1 IV 0: 22: 45//MYC0BACTERIUM TUBERCULOSIS. //006 
360 

F-PLACE1000786//HYP0THETI CAL 30.2 KD PROTEIN ZR63 
2.12 IN CHROMOSOME III.//2.6e-38: 159: 51//CAEN0RHAB 
DITIS ELEGANS.//P34657 

F-PLACE1000793//VAS0DI LATOR-STI MULATED PHOSPHOPROT 
EIN (VASP). //O. 0097: 128: 30//H0H0 SAPIENS (HUMAN)./ 
/P50552 

F-PLACE1000798//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! !!!//9.4e-07: 47: 61//H0M0 SAPIENS (HUMAN) . //P3918 30 

8 

F-PLACE1000841 

F-PLACE1000849//ELAV PROTEIN. III. 5e-05: 140: 35//DR0 
SOPHILA VIRILIS (FRUITFLY).//P23241 
F- PLACE 1 000856//HYP0THETI CAL PROTEIN MJ0008.//0.9 
5: 100: 23//METHAN0C0CCUSJANNASCHI I . //Q60319 
F-PLACE1 000863//PUTATI VE MITOCHONDRIAL 40S RIBOSOM 
AL PROTEIN YHR148W.//2.3e-46:172:54//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) . //P32899 
F-PLACE1000909//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 40 
(ERYTHROCYTE ANKYRIN) . 110. 00022: 105: 35//H0M0 SAPIE 
NS (HUMAN). //P16157 

F-PUCE1000931//KILLER TOXIN HH-l.//0.95:24: 33//WI 
LLIOPSIS MRAKII (YEAST) (HANSENULA MRAKII) . //P1041 
0 

F-PLACE1000948//SL CYTOKINE PRECURSOR (FLT3 LIGAN 
D).//O.97:52:40//H0M0 SAPIENS (HUMAN) . //P49771 
F-PLACE1000972//MY0SIN ID HEAVY CHAIN.//1.9e-06:7 
9:43//DICTY0STEUUM DISCOIDEUM (SUME M0LD).//P341 
09 50 
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F-PLACE100O977//HYP0THEnCAL 94.2 KD PROTEIN C38D 
4.5 IN CHROMOSOME III.//2.5e-23: 105:41//CAEN0RHABD 
ITIS ELEGANS.//P46941 

F-PLACE1000979//ZINC FINGER PROTEIN 7 (ZINC FINGER 
PROTEIN K0X4) (ZINC FINGER PROTEIN HF. 16).//0.91: 
83:30//H0M0 SAPIENS (HUMAN). //PI 7097 
F-PLACE1000987//HYPOTHETI CAL 111.5 KD PROTEIN C22G 
7.02 IN CHROMOSOME I.//0. 10: 128:24//SCHIZ0SACCHAR0 
MYCES POMBE (FISSION YEAST) . //Q09796 
F-PLACE1001000 

F-PLACE1001007//ZYXIN. III. 2e-05: 135: 30//GALLUS GAL 
LUS (CHICKEN). //Q04584 

F-PLACE1001010//BETA-1 BUNGAROTOXIN B CHAIN, MAJOR 
COMPONENT PRECURSOR (BUNGAROTOXIN, Bl CHAIN). III. 
0:30:40//BUNGARUS MULTICINCTUS (MANY-BANDEDKRAIT) . 
//P00987 
F-PLACE1001015 
F-PLACE1001024 
F-PLACE1001036 

F-PIACE1001054//H0L0TRICIN 3 PRECURSOR. //0. 0044: 5 
6:39//H0L0TRICHIA DIOMPHALIA. //Q25055 
F- PLACE1 00 1 062//SACCHAR0PI NE DEHYDROGENASE [NADP+, 
L-GLUTAMATE FORMING] 

(EC 1.5.1. 10). //0. 0013: 38: 52//SACCHAR0MYCES CEREVI 

SIAE (BAKER'S YEAST) . //P38999 

F-PLACE1001076 

F-PLACE1001088//EARLY NODULIN 75 (N-75) (NGM-75) 
(FRAGMENT). //0. 95: 32: 50//MEDICAG0 SATIVA (ALFALF 
A).//P11728 

F-PLACE1001092//HYP0THEnCAL 49.0 KD PROTEIN IN NS 
P1-KAR2 INTERGENIC REGION. //0. 0026: 81: 35//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) . //P47057 
F- PLACE1 00 1 1 04//HYP0THETI CAL 131.5 KD PROTEIN C02F 
12.7 IN CHROMOSOME X. //0. 00063: 125: 32//CAEN0RHABDI 
TIS ELEGANS.//Q11102 

F-PLACE1001118//ZINC FINGER PROTEIN MLZ-4 (ZINC FI 
NGER PROTEIN 46).//2.6e-77:209:63//MUS MUSCULUS (M 
0USE).//Q03309 

F-PIACE1001136//ALPM-N-ACETYI£ALACTOSAMINIDASE PR 
ECURSOR (EC 3. 2. 1.49) (ALPHA- GALACTOSIDASE B).//0. 
99: 107: 30//H0M0 SAPIENS (HUMAN) . //PI 7050 
F-PLACE1001168 

F-PLACE1001171//RETR0VIRUS<RELATED POL POLYPROTEIN 
(FRAGMENT) . 110. 00012: 37: 59//H0M0 SAPI ENS (HUMAN) . 
//P12895 

F-PLACE1001185//HYPOTHETICAL 56.6 KD PROTEIN IN UR 
E2-SSU72 INTERGENIC REGION. //3.6e- 12: 88: 36//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P53867 
F-PLACE1001238 

F- PLACE 1 00 1 24 1 //METALLOTHI ONEI N B (MTB) (FRAGMEN 
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T) . //0. 13: 30: 53//C0UNUSVIRGINIAN0S (BOBWHITE QUAI 
L) (COMMON BOBWHITE) . //P27087 
F-PLACE1001257//RING CANAL PROTEIN (KELCH PROTEI 
N) . //4. le-24: 125: 46//DR0S0PHILA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-PLACE1001 272//HYP0THETI CAL PROTEIN IN KSGA 3' REG 
ION (ORF L5) (FRAGMENT). //l.0: 24: 45//MYC0PLASMA CA 
PRIC0LUM.//P43040 

F-PLACE1001279//CYT0T0XIN 3 (CYTOTOXIN V-II-3).// 
0.98:31:41//NAJA MOSSAMBICA (MOZAMBIQUE COBRA). //P 10 
01470 

F-PLACE1O01280//PR0C0LLAGEN ALPHA 1(11) CHAIN PREC 

URSOR [CONTAINS: CHONDROCALCI N].//0. 0051: 156: 32//M 

US MUSCULUS (MOUSE). //P28481 

F- PLACE 1001294 //GAMETOGENESI S EXPRESSED PROTEIN GE 

G-154. //3. 7e-56: 109: 93//MUS MUSCULUS (MOUSE) . //P50 

636 

F-PLACE1001304//ZINC FINGER PROTEIN 35 (ZFP-35).// 
3.2e-30:75:57//MUS MUSCULUS (MOUSE) . //PI 5620 
F-PLACE1001311//! ! ! ! ALU SUBFAMILY SB WARNING ENTR 20 

Y !!! !//2. 7e-31: 66: 66//H0M0 SAPIENS (HUMAN) . //P391 
89 

F-PLACE1001323 

F-PLACE1001351//REV PROTEIN (ANTI -REPRESSION TRANS 
ACTIVATOR PROTEIN) (ART/TRS).//0. 11:66: 27//SIMI AN 
IMMUNODEFICIENCY VIRUS (AGM155 ISOLATE) (SIV-AGM). 
//P27971 

F-PLACE1001366//SH0RT NEUROTOXIN 2 (TOXIN CM- 14) 
(TOXIN V-N-I2).//0.070:18:33//NAJA HAJE ANNUUFERA 
(BANDED EGYPTIAN COBRA) . //P01422 30 
F- PLACE100 1 377//DI SI NTEGRI N TRIGRAMIN BETA (PLATEL 
ET AGGREGATION ACTIVATION INHIBITOR). //4.9e- 06: 50: 
46//TRIMERESURUS GRAMINEUS (INDIAN GREEN TREE VIPE 
R) (GREEN HABU SNAKE) . //PI 7495 
F-PLACE1001383//M PROTEIN, SEROTYPE 49 PRECURSOR./ 
/0.080: 136: 24//STREPT0C0CCUS PYOGENES. //P16947 
F-PLACE1001384 

F- PLACE100 1 387//EPI DERMAL GROWTH FACTOR RECEPTOR K 
INASE SUBSTRATE EPS8. //1. 9e-22: 142: 39//H0M0 SAPIEN 
S (HUMAN). //Q12929 40 
F-PLACE1001395//HYP0THETICAL 8.5 KD PROTEIN IN ASI 
A-MOTA INTERGENIC REGION. //0. 98: 67: 34//BACTERI0PHA 
GE T4.//P22917 

F-PLACE1001399//III! ALU SUBFAMILY SQ WARNING ENTR 

Y ! I ! !//3. le-32: 47: 74//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PUCE1001412//GLYC0PH0RIN C (PAS-2') (GLYCOPROTE 
IN BETA) (GLPC) (GLYCOCONNECTIN) (SIALOGLYCOPROTEI 
N D) (GLYCOPHORIN D) (GPD) . //0. 00021 : 125: 36//H0H0 
SAPIENS (HUMAN). //P04921 50 
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F-PLACE1001414//CHYM0TRYPSIN/ELASTASE ISOINHIBITOR 
S 2 TO 5.//0.99:37:35//ASCARIS SUUM (PIG ROUNDWOR 
M) (ASCARI S LUMBRI COI DES) . //P07852 
F-PLACE1001440//PR0LINE-RICH PEPTIDE P-B. //0. 35: 1 
6:5O//H0M0 SAPIENS (HUMAN) . //P02814 
F-PLACE1001456//RELAXIN. //0. 48: 38: 36//BALAEN0PTERA 
ACUTOROSTRATA (MINREWHALE) (LESSER RORQUAL). //PI 1 
184 

F-PLACE1001468//HYP0THETICAL PROTEIN MJ0602.//0.1 
0: 86: 32//METHAN0COCCUSJANNASCHIL //Q58019 
F-PLACE1001484//HYP0THETICAL 7.5 KD PROTEIN IN DNA 
C-RPLI INTERGENIC REGION. //l.0: 47: 34//BACILLUS SUB 
TIUS.//P37480 

F-PLACE1001502//C0LLAGEN 1(X) CHAIN PRECURSOR. //O. 
00029: 118: 34//B0S TAURUS (BOVINE). //P23206 
F-PLACE1001503//HYP0THETICAL 77.3 KD PROTEIN T05G 
5.8 IN CHROMOSOME III.//2.2e-07:107:30//CAEN0RHABD 
ITIS ELEGANS.//P34561 

F- PLACE1 001 5 1 7//SMALL PROTEIN INHIBITOR OF INSECT 
ALPHA-AMYLASES 2 (SI ALPHA-2).//0.56:22:45//S0RGHU 
M BI COLOR MILO (SORGHUM). //P2 1924 
F-PIACE1001534//PUTATIVE GENE PROTEIN 54.//0,43:4 
4:40//BACTERI0PHAGE SP01.//048408 
F- PLACE 100154 5//HYP0THETI CAL 7.9 KD PROTEIN IN CEL 
F-KATE INTERGENIC REGION. //0. 99: 70: 32//ESCHERICHIA 
C0U.//P37795 

F-PLACE1OO1551//CHL0R0PLAST SOS RIBOSOMAL PROTEIN 
L32.//1.0:66:28//MARCHANTIA POLYMORPHA (LIVERWOR 
T).//P12196 

F-PLACE1001570//SYNAPT0NEMAL COMPLEX PROTEIN 1 (SC 
P-l PROTEIN). //O. 024: 120: 27//H0M0 SAPIENS (HUMAN). 
//Q15431 

F- PLACE1 001 602//CCR4 - ASSOCI ATED FACTOR 1 (CAF1).// 
l.le-30: 90: 78//MDS MUSCULUS (MOUSE) . //Q60809 
F-PLACE1001603//ACIDIC PROUNE-RICH PROTEIN PRECUR 
SOR (CLONE PRP25) (FRAGMENT) . //0. 054: 77: 33//RATTUS 
NORVEGICUS (RAT) . //P10164 
F-PLACE1001608 

F-PLACE1001610//PR0BABLE E4 PROTEIN. //0. 90: 58: 29// 
HUMAN PAPILLOMAVIRUS TYPE 28.//P51896 
F-PLACE100161 1//METALL0THI ONEI N- 1 G (MT-1G) . //0. 35: 
30:40//H0M0 SAPIENS (HUMAN) . //P13640 
F-PIACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//3.6e-28:144:43//H0M0 SAPIENS (HU 
MAN).//P51523 

F-PLACE1001634//PH0T0SYSTEM II REACTION CENTRE N P 
ROTEIN. //1. 0: 36: 41//CYANIDIUM CALDARIUM (GALDIERIA 
SULPHURARIA).//019926 

F-PLACE1001640//TAT PROTEIN (TRANSACTIVATING REGUL 
ATORY PROTEIN). //0. 24: 47: 38//HUMAN IMMUNODEFICIENC 
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Y VIRUS TYPE 1 (NDK ISOLATE) (HIV-1) . //P18804 
F-PLACE1001672//I ! ! ! ALU SUBFAMILY J WARNING ENTRY 

! ! ! ! //1 . 0: 27: 66//H0M0SAPI ENS (HUMAN) . //P39188 
F-PLACE1001691//HYP0THETICAL 15.5 KD PROTEIN IN PI 
R1-P0L2 INTERGENIC REGION. //O. 40: 81: 33//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P53842 
F-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIOEST 
ERASE, MEDIUM CHAIN (EC 3.1.2.14) (TBI OESTERASE I 
I) . //8. 3e-41: 103: 55//RATTUS NORVEGICUS (RAT).//P08 
635 10 
F-PLACE1001705 

F-PLACE1001716//HYP0THETICAL 138.5 KD PROTEIN C17B 
9. 01 IN CHROMOSOME I . //6. le-07: 157: 29//SCHIZ0SACCH 
AROMYCES POMBE (FISSION YEAST). //O 13798 
F-PLACE1001720 

F- PLACE1 00 1 729//PR0LI NE- RI CH PROTEIN MP-3 (FRAGMEN 
T).//6.5e-05:196:32//MUS MUSCULUS (MOUSE) . //P05 143 
F-PLACE1001739//NEUR0FILAMENT TRIPLET M PROTEIN (1 
60 KD NEUROFILAMENT PROTEIN) (NF-M) . //O. 00050: 213: 
23//RA1TUS NORVEGICUS (RAT). //PI 2839 20 
F-PLACE1001740//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.4e-17:90:56//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE1001745//HYP0THETICAL PROTEIN KIAA0125.//0. 
96:38:36//H0M0 SAPIENS (HUMAN). //Q14 138 
F- PLACE1001 746//C0NGLUTI N DELTA- 2 SMALL CHAIN. //O. 
98:23:43//LUPINUS ANGUSTIFOUUS (NARROW- LEAVED BLU 
E LUPINE). //P09930 

F-PLACE1 00 1 748/ /HYPOTHETI CAL 99.0 KD PROTEIN SPBC1 
19. 17. 111. 9e-28: 167: 38//SCHI ZOSACCHAROMYCES POMBE 30 
(FISSION YEAST). //042908 

F-PLACE1001756//!!!! ALU SUBFAMILY SB WARNING ENTR 

Y !!!!//9.2e-43:126:77//H0M0 SAPIENS (HUMAN) . //P39 
189 

F-PLACE1001761//50S RIBOSOMAL PROTEIN L35.//0.26:4 
2: 38//HEUC0BACTER PYLORI (CAMPYLOBACTER PYLORI)./ 
/P56057 

F-PIACE1001771//TRANSim-RECEPT0R-P0TENTIAL LIKE 
PROTEIN. //4. 8e-35: 223: 40//DR0S0PHILA MELANOGASTER 
(FRUIT FLY).//P48994 40 
F- PLACE 1 00 1 78 1 //HYPOTHETI CAL 71.1 KD PROTEIN IN DS 
K2-CAT8 INTERGENIC REGION. //9.5e-41: 194: 46//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //Q03262 
F-PUCE1001799 
F-PIACE1001810 

F- PLACE 100181 7//SUCCI NYL- COA LIGASE [GDP- FORMING], 
BETA-CHAIN PRECURSOR(EC 6.2.1.4) (SUCCINYL-COA SY 
NTHETASE, BETA CHAIN) (SCS-BETA). //2.8e-40: 115:61/ 
/NEOCALLIMASTIX FRONTALIS (RUMEN FUNGUS) . //P53587 
F-PLACE1001821 50 
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F-PLACE1001844//IG KAPPA CHAIN V-I REGION (HAU) . // 
0. 59: 89: 35//H0M0 SAPIENS (HUMAN) . //P01600 
F-PLACE1001845 

F-PLACE1001869//MPA43 PROTEIN. 11%. 5e-14: 153: 33//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53583 
F- PLACE1001897//LI GATOXI N A. III. 0: 43: 27//PH0RADEND 
RON LIGA (ARGENTINE MISTLETOE). //P01540 
F-PLACE1001912//L0NG NEUROTOXIN 2 (TOXIN C).//0.5 
7:44:45//ASTR0TIA STOKESI (STOKES' S SEA SNAKE) (DI 
STEIRA STOKESI). //P01381 

F-PLACE1001920//LATE GENES ACTIVATOR (EARLY PROTEI 
N GP4) (GPF).//0.89:75:29//BACTERI0PHAGE NF.//P098 
77 

F-PLACE1001928 

F-PLACE1001983//IMMEDIATE-EARLY PROTEIN IE180.//0. 
0049: 51: 45//PSEUD0RABIES VIRUS (STRAIN KAPLAN) (PR 
V).//P33479 

F-PLACE1001989//PUTATIVE AMIDASE (EC 3. 5. 1.4). //8. 
9e-08:125:36//M0RAXELLA CATARRHALIS. //Q49091 
F-PLACE1002004 

F-PLACE1002046//LIGATIN (FRAGMENT) . //1. 6e-84: 191: 8 
4//MUS MUSCULUS (MOUSE). //Q61 211 
F-PLACE1002052 
F-PLACE1002066 

F-PLACE1 002072//ANTER-SPECI FI C PROLINE-RICH PROTEI 
N APG PRECURSOR. 110. 16: 77: 31//ARABID0PSIS THAU ANA 

(MOUSE-EAR CRESS). //P40602 
F-PLACE1002073//HYP0THETICAL 118.2 KD PROTEIN F43C 
1.1 IN CHROMOSOME III. //4. Oe-11: 174: 28//CAEN0RHABD 
ITIS ELEGANS.//Q09564 

F-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD 
PROTEIN (SRP72).//2.8e-57:112:99//H0M0 SAPIENS (HU 
MAN).//076094 

F-PLACE1002115//P8 MTCP-1 PROTEIN (MATURE T-CELL P 
ROUFERATION-1 TYPE A)(MTCP-1 TYPE A) (P8MTCP1) . // 
1 . 0: 49: 30//MUS MUSCULUS (MOUSE) . //Q61908 
F-PLACE10021 19//T- LYMPHOCYTE ACTIVATED PROTEIN (CY 
CLOHEXI MI DE-I NDUCED) (CHX1) (IMMEDIATE EARLY RESPO 
NSE 2 PROTEIN). //2.7e-ll: 118: 36//MUS MUSCULUS (MOU 
SE).//P17950 

F-PUCE1002140//HYP0THETICAL 12.3 KD PROTEIN IN MO 
BL 3' REGION (ORF 4) . //0. 0086: 39: 46//THI OBACI LLUS F 
ERR00XIDANS.//P20088 
F-PLACE1002150 

F-PLACE1002157//!!!! ALU SUBFAMILY SB WARNING ENTR 
Y !! !!//2.4e-34: 56: 82//H0M0 SAPIENS (HUMAN) . //P391 
89 

F-PLACE1002163//NEUR0T0XIN 1.//1.0: 17: 52//CENTRUR0 
IDES SCULPTURATUS (BARK SCORPION) . //P01492 
F-PLACE1002170 
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F- PLACE1 002 1 7 1 //TRANSCRI PTI ON REGULATORY PROTEIN S 
WI3 (SWI/SNF COMPLEX COMPONENT SWI3) (TRANSCRI PTI 0 
N FACTOR TYE2) . 110. 00023: 179: 23//SACCHAR0MYCES CER 
EVISIAE (BAKER' S YEAST) . //P32591 
F-PLACE1002205//HYP0THETI CAL 13.5 KD PROTEIN IN MO 
B1-SGA1 INTERGENIC REGION. //0. 77:21: 47//SACCEAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P40490 
F-PLACE1002213//HI STONE H4 (FRAGMENT). //0. 62: 31: 32 
//BLEPHARISMA JAPONI CUM. //P80738 
F-PLACE1002227//HYP0THEnCAL 7.9 KD PROTEIN IN FIX 10 
W 5'REGI0N.//0.41:49:36//RHIZ0BIUM LEGUMINOSARUM. / 
/P14310 

F-PLACE1002256//CYT0CHR0ME B (EC 1. 10. 2.2). //0. 61: 
95: 29//CAEN0RHABDI TI SELEGANS . //P24890 
F-PLACE1002259//HYP0THETI CAL 9.2 KD PROTEIN IN SPS 
1-QCR7 INTERGENIC REGION. //O. 99: 22: 45//SACCHAR0HYC 
ES CEREVISIAE (BAKER'S YEAST) . //P56508 
F- PLACE 1 0023 1 9//HYP0THETI CAL 56.6 KD PROTEIN IN UR 
E2-SSU72 INTERGENIC REGION. //0. 91: 18: 72//SACCBAR0M 
YCES CEREVI SI AE (BAKER' S YEAST) . //P53867 20 
F-PLACE1002342//HYP0THETICAL PROTEIN C16.//1.0:53: 
32//SWINEP0X VIRUS (STRAIN KASZA) (SPV) . //P32219 
F-PLACE1002395//CI RCUMSPOROZOI TE PROTEIN PRECURSOR 
(CS) . //6. 4e-05: 127: 37//PLASM0DIUM VIVAX. //P08677 
F-PLACE1002399 

F- PLACE1 002433//DYNACTI N , 150 KD ISOFORM (150 KD D 
YNEIN- ASSOCIATED POLYPEPTIDE) (DP-150) (DAP-150) 
(P150-GLUED) . //0. 00094: 182: 25//RAITUS NORVEGICUS 
(RAT).//P28023 

F-PLACE1002437//ATP-BI NDI NG CASSETTE TRANSPORTER 30 
1 . //4. 5e- 19: 62: 77//MUSMUSCULUS (MOUSE) . //P41233 
F-PLACE1 002438/ /HYPOTHETI CAL 141.5 KD ZINC FINGER 
PROTEIN IN TUB1-CPR3 INTERGENIC REGION. //0. 014: 63: 
34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //Q04 
545 

F-PLACE1002450//00CYTE ZINC FINGER PROTEIN XLC0F6 
(FRAGMENT) . //3. 9e-28: 159: 38//XEN0PUS LAEVIS (AFRIC 
AN CLAWED FROG) . //PI 8749 

F-PLACE1002465//LARIAT DEBRANCHING ENZYME (EC 3.1. 

-).//0. 0014: 148: 28//SCHIZ0SACCHAR0MYCES POMBE (F 40 
I SSI ON YEAST). //013765 

F-PLACE1002474//FIBRILLIN 2 PRECURSOR. //2. le- 24: 20 
3:33//MUS MUSCULUS (MOUSE) . //Q61 555 
F-PLACE1002477//I I ! ! ALU SUBFAMILY SP WARNING ENTR 
Y !!! !//0. 15: 65: 41//H0M0 SAPIENS (HUMAN) . //P39193 
F-PLACE1002493//SEMEN0GEU N II PRECURSOR (SGI I).// 
1.0:72:31//MACACA MULATTA (RHESUS MACAQUE) . //Q9519 
6 

F- PLACE1 002499//HYP0THETI CAL 39.3 KD PROTEIN C02B 

8. 6 IN CHROMOSOME X. 111. 9e- 11: 67: 35//CAEN0RHABDITI 50 



^2 00 2- 1 9 1 3 6 3 
3086 

S ELEGANS.//Q11096 

F- PLACE1002500//COBALT- ZI NC- CADMI UM RESISTANCE PRO 
TEIN CZCD (CATION EFFLUX SYSTEM PROTEIN CZCD).//8. 
4e- 1 1 : 143: 32//ALCALI GENES EUTROPHUS. //P13512 
F-PLACE1002514//HYP0THETICAL 8.1 KD PROTEIN IN SPE 
A-METK INTERGENIC REGION (071). //l.0: 15: 60//ESCHER 
I (H A C0LL//P46878 
F-PLACE1002529 

F-PIACE1002532//H0ME0B0X PROTEIN DLX-5.//1. le-76: 1 
83: 81//MUS MUSCULUS (MOUSE) . //P70396 
F-PLACE1002537//!!!! ALU SUBFAMILY SX WARNING ENTR 
Y !! !!//2.6e-18: 51: 86//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE1002571//ACTIN-LIKE PROTEIN 13E.//6.0e-56: 1 
40:47//DR0S0PHILA MELANOGASTER (FRUIT FLY).//P4589 
0 

F-PLACE1002578 
F-PLACE1002583 

F-PIACE1002591//C0R0NIN-UKE PROTEIN P57.//5.5e-2 
6:78:69//B0S TAURUS (BOVINE). //Q92 176 
F-PLACE1002598 
F-PLACE1002604 

F-PLACE1002625//HYP0THETICAL 180.2 KD PROTEIN IN F 
AA4-H0R7 INTERGENIC REGION. //6.4e-08: 193: 23//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //Q04781 
F-PLACE1002655//ADSEVERIN (GELSOLIN-LIKE PROTEIN). 
111. le- 100: 210: 89//MUSMUSCULUS (MOUSE) . //Q60604 
F-PLACE1002665//M0BILIZATI0N PROTEIN MOBS. 110. 35: 6 
0: 30//THI OBACI LLUS FERROOXI DANS. //P20086 
F-PLACE1002685//ACTIN BINDING PROTEIN. //0. 052: 115: 
29//SACCHAR0MYCES EXIGUUS (YEAST) . //P38479 
F-PIACE1002714//CIS-G0LGI MATRIX PROTEIN GM130.// 
1. 8e-06: 214: 30//RATTUSN0RVEGI CUS (RAT) . //Q62839 
F-PLACE1002722//THR0MBIN RECEPTOR PRECURSOR. 111. Oe 
-19:134:38//XEN0PUS LAEVIS (AFRICAN CLAWED FROG)./ 
/P47749 

F-PLACE1002768//F0LLICLE STIMULATING HORMONE RECEP 
TOR PRECURSOR (FSH-R) (FOLLI TROPIN RECEPTOR) (FRAGM 
ENT).//0.43:40:35//MUS MUSCULUS (MOUSE) . //P35378 
F-PLACE1002772 

F-PLACE1002775//CENTR0MERE/MI CROTUBULE BINDING PRO 
TEIN CBF5 (CENTROMERE- BINDING FACTOR 5) (NUCLEOLAR 
PROTEIN CBF5) . Ilk. 8e-07: 96: 29//SCE ZOSACCHAROMYCE 
S POMBE (FISSION YEAST) . I/O 14007 
F- PLACE 1 002782//C0BALT- ZI NC- CADMI UM RESISTANCE PRO 
TEIN CZCD (CATION EFFLUX SYSTEM PROTEIN CZCD).//1. 
le-07: 114: 35//ALCALI GENES EUTROPHUS. //PI 3512 
F-PLACE1002794//CUTICLE COLLAGEN 12 PRECURSOR. 110. 
0068:98:39//CAEN0RHABDITIS ELEGANS. //P20630 
F- PLACE1 00281 1 //CYCLI N- DEPENDENT KINASE 6 INHIBITO 



(1545) 

3087 

R (P18-INK6) (CYCLIN- DEPENDENT KINASE 4 INHIBITOR 
C) (P18-INK4C) . //I. le-09: 137: 34//MUS HUSCDLDS (HOD 
SE) . //Q60772 

F-PLACE1002815//C-H0RDEIN (CLONE PC H0R1-3) (FRAGM 
ENT).//0.46:35:42//H0RDEDM VULGARE (BARLEY) . //P179 
91 

F-PUCE1002816//HYPOTHETICAL PROTEIN KIAA0288 (HA6 
1 16) . //I . Oe-86: 201 : 74//H0M0 SAPIENS (HUMAN) . //P565 
24 

F-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGE 10 
R PROTEIN HPFl).//1.6e-30:54:96//H0M0 SAPIENS (HUM 
AN) . //P51522F-PLACE1002839//METALL0THI0NEIN-I (HT- 
I).//1.0:43:37//MUS MUSCULUS (MOUSE). //P02802F-PLA 
CE1002851//B0WMAN-BIRK TYPE PROTEINASE INHIBITOR 
(VAI) . //O. 77: 35: 37//VICIA ANGUSTI FOLIA (COMMON VET 
CH).//P01065F-PUCE1002853//HYP0THETICAL 7.9 KD PR 
OTEIN IN PE 5' REGION (0RF1). //l.O: 18:55//LYMANTRIA 

DISPAR MULTICAPSID NUCLEAR POLYHEDROSIS VIRUS (LD 
MNFV).//P36866F-PLACE1002881//!!!! ALU SUBFAMILY J 

WARNING ENTRY I ! ! !//4. le-27: 91: 70//H0M0 SAPIENS 20 
(HUMAN) . //P39188F-PIACE1002908//HYP0THETICAL 33. 8 
KD PROTEIN R10E11.4 IN CHROMOSOME III.//2.0e-31: 14 
8: 46//CAEN0RHABDITIS ELEGANS. //P34548F-PLACE1 00294 
1//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2. Se- 
ll : 40: 85//H0M0 SAPI ENS (HUMAN) . //P39195F- PLACE 1002 
962//END0THELIN-1 PRECURSOR (EM) (FRAGMENT) . //O. 
90:38:36//CANIS FAMILIARIS (DOG) . //P13206F-PLACE10 
02968//T0XIN IV-5 PRECURSOR (TITYUSTOXIN) (FRAGMEN 
T).//0.97:26:38//TITYUS SERRULATUS (BRAZILIAN SCOR 
PI ON) . //P01496F-PLACE1002991//PUTATTVE AMIDASE (EC 30 

3. 5. 1 . 4) . //3. 3e-20: 120: 41//METHAN0C0CCUS JANNASCH 
II.//Q58560F-PLACE1002993//HYP0THETICAL 17.8 KD PR 
OTEIN IN SMPA-SMPB INTERGENIC REGION (F158) . //0. 00 
045: 93: 23//ESCHERICHIA COU . //P52 1 2 IF- PIACE1 002996 
//PUTATIVE REGULATORY PROTEIN TSC-22 (TGFB STIMULA 
TED CLONE 22 HOMOLOG) . //0. 17: 91: 29//GALLUS GALLUS 
(CHICKEN) . //Q91012F-PLACE1003025//SUPPRESSQR PROTE 
IN SRP40. //0. 0079: 214: 24//SACCHAR0MYCESCEREVI SI AE 
(BAKER' S YEAST) . //P32583F-PLACE1003027//HYP0THETIC 
AL 128.6 KD PROTEIN ZK1098.10 IN CHROMOSOME III.// 40 
1. 3e-49: 167: 63/ /CAENORHABDI TI S ELEGANS. //P34609F-P 
LACE1003044//SP0RE COAT PROTEIN D. //O. 97: 24: 45//BA 
CILLUS SUBTILIS.//P07791 
F-PLACE1003045 
F-PLACE1003092 

F-PLACE1003100//HEP27 PROTEIN (PROTEIN D).//3.9e-5 
1:188: 57//H0M0 SAPI ENS (HUMAN). //Q13268 
F-PLACE1003108 
F-PLACE1003136 

F-PLACE1003145//BUTYR0PHIUN PRECURSOR (BT).//0.00 50 



M2 0 02- 1 9 1 3 6 3 
3088 

024: 170: 24//B0S TAURUS(B0VINE).//P18892 
F-PLACE1003153//HUNCHBACK PROTEIN (FRAGMENT) . //I . 
0:32:37//L0CUSTA MIGRATORIA (MIGRATORY LOCUST). //Q 
01777 

F- PLACE 1 003 1 74//DBI QUI TI N-CONJUGATI NG ENZYME E2-18 
KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN UGASE) (UBI 
QUI TIN CARRIER PROTEIN) (PM42) . //6. 3e-05: 54: 38//AR 
ABIDOPSIS THAUANA (MOUSE-EAR CRESS) . //P42743 
F-PLACE1003176//HYP0THETI CAL 62.3 KD PROTEIN IN PC 
S60-ABD1 INTERGENIC REGION. //0. 24: 74: 36//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //P38319 
F-PLACE1003190//S0F1 PROTEIN. //I. Oe-52: 158: 41//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P33750 
F-PLACE1003200 

F-PIACE1003205//SPERM PROTAMINE PI. //0. 074: 20: 45// 
CAENOLESTES FUUGIN0SUS.//P42131 
F-PLACE1003238//PR0BABLE G PROTEIN-COUPLED RECEPTO 
R KIAAOOOL //0. 013: 20: 55//H0M0 SAPIENS (HUMAN). //Q 
15391 

F-PLACE1003249//HYP0THETI CAL PROTEIN KIAA0125.//0. 
98: 48: 37//H0H0 SAPI ENS (HUMAN). //Q14 138 
F-PLACE1003256//0MEGA-C0N0T0XINS GVIA, GVIB AND GV 
IC PRECURSOR (SHAKER PEPTIDE).//0.84:53:30//C0NUS 
GEOGRAPHUS (GEOGRAPHY CONE). //PO 1522 
F-PLACE1003258//EARLY EMBRYOGENESIS ZYG-11 PROTEI 
N. //4. le-18: 70: 47//CAEN0RHABDITTS ELEGANS. //P21541 
F-PIACE1003296//SPECTRIN BETA CHAIN, ERYTHROCYTE./ 
/0. 063: 160: 24//H0M0 SAPIENS (HUMAN). //PI 1277 
F-PUCE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//9.4e-69:84:94//H0M0 SAPIENS (HUM 
AN) . //P51522 

F-PLACE1003334//NUCLE0BI NDI N PRECURSOR (NUCB1) (BO 
NE 63 KD CALCIUM-BINDING PROTEIN). //0. 029: 125:24// 
RATTUS NORVEGICUS (RAT) . //Q63083 
F-PLACE1003342//MALE SPECIFIC SPERM PROTEIN MST84D 
B.//0.97:44:40//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//Q01643 

F-PLACE1003343//GENE 11 PROTEIN. //1. 0:37: 37//SPIR0 
PIASMA VIRUS SPV1-R8A2B.//P15902 
F-PLACE1003353//SH2/SH3 ADAPTOR CRK (ADAPTER MOLEC 
ULE CRK) (CRK2).//6.4e-05:69:40//XEN0PUS LAEVIS (A 
FRICAN CLAWED FROG) . //P87378 
F-PUCE1003361//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y ! ! ! I//1. 6e-23: 66: 75//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-PLACE1003366//SMALL PROUNE-RICH PROTEIN 2-1.// 
0.62:19:57//H0M0 SAPIENS (HUMAN) . //P35326 
F- PLACE1003369//A- AGGLUTI NI N ATTACHMENT SUBUNIT PR 
ECURSOR. //4. 3e-06: 102: 42//SACCHAR0MYCES CEREVISIAE 
(BAKER'S YEAST). //P32323 



(1546) 

3089 

F-PLACE1003373//PR0TEIN Q300. //0. 042: 29: 37//MUS MD 
SCULUS (MOUSE) . //Q02722 

F-PLACE1003375//0LFACT0RY RECEPTOR 11 (M49) (FRAGM 
ENT) . //0. 99: 46: 34//MUSMUSCULUS (HOUSE) . //Q60890 
F-PLACE1003383 

F-PLACE1003394//RAS-RELATED PROTEIN RAB-14.//2.8e- 
80: 166: 89//RATTUS NORVEGICUS (RAT) . //P35287 
F-PLACE1003401 

F-PLACE1003420//PUTATIVE MITOCHONDRIAL CARRIER YIL 

006W. //8. le- 17: 138: 37//SACCHAR0MYCES CEREVISI AE (B 10 

AKER'S YEAST). //P40556 

F-PLACE1003454 

F-PIACE1003478 

F- PLACE1 003493//END0THEU AL CELL MULTIMERIN PRECUR 
SOR. //3. 4e-ll: 123: 32//H0M0 SAPIENS (HUMAN) . //Q1320 
1 

F-PLACE1003516//LINE-1 REVERSE TRANSCRIPTASE HOMOL 
0G.//1.0e-32:68:76//H0M0 SAPIENS (HUMAN) . //P08547 
F-PLACE1003519//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! 1//9. 2e-17:77: 50//H0M0 SAPIENS (HUMAN) . //P3918 20 

8 

F- PLACE1 00352 1 //HYPOTHETI CAL BAMHI-0RF9 PROTEIN.// 
l.O:38:42//F0WLP0X VIRUS (ISOLATE HP- 438 [MUNICH]). 
//P14366 

F-PLACE1003528//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L).//0.96:32:40//XEN0PUS LAEVIS (AFRICAN CLA 
WED FROG) . //P03931 

F-PLACE1003537//CEF PROTEIN. //0. 92: 47: 29//BACTERI0 
PHAGE T4.//Q01436 

F-PLACE1003553 30 
F-PLACE1003566//HYP0THETICAL BAMHI-0RF9 PROTEIN.// 
1.0:32:34//F0WLP0X VIRUS (ISOLATE HP- 438 [MUNICH]). 
//P14366 
F-PLACE1003575 

F-PLACE1003583//PR0BABLE E5 PROTEIN. //O. 16:64:31// 
HUMAN PAPILLOMAVIRUS TYPE 35. //P27226 
F-PLACE1003584 

F-PLACE1003592//EXCISI0NASE.//0. 26: 19: 52//BACTERI0 
PHAGE PHI-80.//P05998 

F-PLACE1003593//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 40 
4) (A6L). //l.O: 42: 30//0VIS ARIES (SHEEP) . //078751 
F-PLACE1003596//0LIG0SACCHARYL TRANSFERASE STT3 SU 
BUNIT HOM0LOG.//6.3e-87:238:67//CAENORHABDITIS ELE 
CANS. //P46975 

F-PLACE1003602//HYP0THETI CAL 11.0 KD PROTEIN IN FA 
A3-MAS3 I NTERGENI C REGI ON. //8. 4e- 17: 98: 42//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P40554 
F-PLACE1003605//HAP5 TRANSCRIPTIONAL ACTIVATOR.// 
2.0e-09:82:35//SACCHAR0MYCES CEREVISIAE (BAKER'S Y 
EAST) . //Q02516 50 



<$m 2 0 0 2 - 1 9 1 3 6 3 
3090 

F-PLACE1003611//PANCREATIC SECRETORY TRYPSIN INHIB 
ITOR. //0. 99: 32: 43//CAN1S FAMILIARIS (DOG) . //P04542 
F-PLACE1003618//LINE-1 REVERSE TRANSCRIPTASE HOMOL 
0G.//4.7e-65:229:58//H0M0 SAPIENS (HUMAN) . //P08547 
F-PLACE1003625//30S RIBOSOMAL PROTEIN S20 (FRAGMEN 
T) . //l.O: 56: 26//PR0TEUS MIRABIUS. //P42275 
F-PLACE1003638//PR0TEIN Q300. //0. 079: 41: 39//MUS MU 
SCULUS (MOUSE). //Q02722 

F-PLACE1003669//TRI CHOHYALI N. 111. 9e-07: 180: 30//0VI 
S ARIES (SHEEP). //P22793 

F- PLACE1 003704//SPU CI NG FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//3.3e-16:9 
8:4O//H0M0 SAPIENS (HUMAN) . //Q08 170 
F-PLACE1003709//HYP0THETICAL 59.5 KD PROTEIN IN CC 
T3-CCT8 INTERGENIC REGION. //2.8e-07: 128: 27//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P47074 
F-PLACE100371 1//ALPHA/BETA-GLI ADI N PRECURSOR (PROL 
AMIN) (CLASS A-IV).//5.0e-05:88:30//TRITICUM AESTI 
VUM (WHEAT). //P04724 

F-PLACE1003723//TYR0SINE-PR0TEIN KINASE SRM (EC 2. 
7.1.112) (PTK70) . //6. Oe-06: 98: 36//MUS MUSCULUS (MO 
USE) . //Q62270 

F-PLACE1003738//00CYTE ZINC FINGER PROTEIN XLC0F6 
(FRAGMENT) . //2. 5e-45: 147: 46//XEN0PUS LAEVIS (AFRIC 
AN CLAWED FROG) . //P18749 

F-PLACE1003760//CYT0CHR0ME B (EC 1. 10. 2.2). //0. 91: 

49:34//TRYPAN0S0MA BRUCEI BRUCEI . //P00164 

F- PLACE1 003762//METALL0THI ONEI N- LI KE PROTEIN TYPE 

2. 110. 98: 28: 32//MALUSD0MESTI CA (APPLE) (MALUS SYLV 

ESTRIS).//024058 

F-PLACE1003768//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
0G.//8.5e-19:123:37//H0M0 SAPIENS (HUMAN) . //P08547 
F-PLACE1003771 

F- PLACE1 003783//SRY- RELATED PROTEIN ADW2 (FRAGMEN 
T).//1.0:29:37//AI1IGAT0R MISSISSIPPIENSIS (AMERIC 
AN ALU GATOR). //P40634 

F-PLACE1003784//HYP0THETI CAL 98.1 KD PROTEIN IN SP 
X19-GCR2 INTERGENIC REGION. III. 2e- 13: 199: 28//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P40 164 
F-PLACE1003795//EC PROTEIN I/II (ZINC-METALLOTHION 
EIN CLASS II) . //0. 67: 53: 30//TRITICUM AESTI VUM (WHE 
AT).//P30569 

F-PLACE1003833//METHI ONYL-TRNA FORMYLTRANSFERASE 
(EC 2. 1 . 2. 9) . //0. 99: 158: 28//THERMUS AQUATICUS (SUB 
SP. THERM0PHILUS).//P43523 
F-PLACE1003850 

F- PLACE1 003858//HUNCHBACK PROTEIN (FRAGMENT) . //0. 3 
7: 28: 42//LI THOBI US FORFI CATUS. //Q02030 
F-PLACE1003864//0UTER MEMBRANE LIPOPROTEIN LOLB PR 
ECURSOR. //0. 0046: 1 16: 31//ACTI NOBACI LLUS ACTI NOMYCE 



(1547) 

3091 

TEHC0HI TANS (HAEMOPHILUS ACTINOMYCETEMCOMITANS) . // 
052727 

F-PIACE1003870 

F-PLACE1003885//P0LY(A) POLYMERASE (EC 2.7.7.19) 
(PAP) (POLYNUCLEOTIDE ADENYLYLTRANSFERASE) (FRAGME 
NT) . //1 . 6e-92: 166: 75//H0M0 SAPIENS (HUMAN) . //P5100 
3 

F-PLACE1003886//IMMEDIATE-EARLY PROTEIN IE180.//0. 
54: 96: 34//PSEUD0RABIESVIRUS (STRAIN INDIANA-FUNKHA 
USER / BECKER) (PRV) . //P11675 10 
F-PLACE1003888//1 -PHOSPHATI DYLI NOSI TOL-4 , 5-BI SPHOS 
PHATE PHOSPHODIESTERASE DELTA 1 (EC 3.1.4.11) (PLC 
-DELTA- 1) (PHOSPHOUPASE C- DELTA- 1) (PLC-III) (FRA 
GMENT).//8.8e-54:260:46//B0S TAURUS (BOVINE). //PI 0 
895 

F-PLACE1003892//PR0BABLE E5 PROTEIN. //l.0: 13:61 //H 
UMAN PAPILLOMAVIRUS TYPE 18.//P06792 
F-PLACE1003900//BETA-FRUCT0FURAN0SI DASE, SOLUBLE I 
SOENZYME I (EC 3.2.1.26) (SUCROSE-6- PHOSPHATE HYD 
ROIASE) (INVERTASE) (FRAGMENTS) . //0. 58: 49: 36//DAUC 20 
US CAROTA (CARROT). //P80065 
F-PLACE1003903//CTP SYNTHASE (EC 6.3.4.2) (UTP-AM 
MONIA LI CASE) (CTP SYNTHETASE). //3.8e- 52: 92: 85//H0 
MO SAPIENS (HUMAN). //P17812 
F- PLACE1 0039 1 5//PR0BABLE ARGINYL-TRNA SYNTHETASE, 
CYTOPLASMIC (EC 6.1.1.19) (ARGININE- -TRNA LIGASE) 
(ARGRS) . III. 6e-26: 202: 36//SACCHAR0MYCES CEREVISIA 
E (BAKER'S YEAST). //Q05506 
F- PLACE 1 003923//HI STI DYL-TRNA SYNTHETASE (EC 6.1. 
1.21) (HI STI DI NE- -TRNAU CASE) (HISRS).//0.94:65:29 30 
//STREPTOCOCCUS EQUI SI MI LI S. //P30053 
F-PLACE1003932//HYP0THETI CAL 17.3 KD PROTEIN IN SE 
C15-SAP4 INTERGENIC REGION. I/O. 098: 79: 31 //SACCHARO 
MYCES CEREVISIAE (BAKER'S YEAST) . //P53074 
F-PLACE1003936 

F-PLACE1003968//5' -AMP-ACTIVATED PROTEIN KINASE, G 
AMMA-1 SUBUNIT (AMPK GAMMA- 1 CHAIN). //4.7e- 68: 164: 
78//RATTUS NORVEGICUS (RAT) . //P80385 
F-PLACE1004103//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y !!!!//1.9e-14:60:73//H0M0 SAPIENS (HUMAN) . //P391 40 
92 

F-PLACE1004104//EX0CYST COMPLEX COMPONENT SEC5.// 
0.020: 202: 20//SACCHAR0MYCES CEREVISIAE (BAKER'S YE 
AST).//P89102 

F-PLACE1004114//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.1e-15:69:60//HOMO SAPIENS (HUMAN) . //P3918 

8 

F- PLACE1 004 1 1 8//REGULAT0RY PROTEIN E2. I/O. 73: 58: 36 

//CANINE ORAL PAPILLOMAVIRUS (COPV) . //Q89420 

F- PLACE1 004 1 28//GUANI NE NUCLEOTIDE- BINDING PROTEIN 50 



M2 0 0 2- 1 9 1 3 6 3 
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BETA SUBUNIT 4 (TRANSDUCIN BETA CHAIN 4).//7.7e-6 
2: 108: 100//MUS MUSCULUS (MOUSE) . //P29387 
F- PLACE1004 1 49//PR0BABLE NUCLEAR ANTIGEN. 110. 0011: 
73:42//PSEUD0RABIES VIRUS (STRAIN KAPLAN) (PRV).// 
P33485 

F-PUCE1004156//HYP0THETICAL PROUNE-RICH PROTEIN 
(FRAOIENT).//0.00061:39:48//0WENIA FUSIF0RMIS.//P2 
1260 

F- PLACE 1 004 161 //PLASHI NOGEN- BI NDI NC PROTEIN PAM PR 
ECURSOR (FRAGMENT) . 110. 033: 108: 27//STREPT0C0CCUS P 
Y0GENES.//P49054 

F-PLACE1004183//HYP0THETICAL 64.3 KD PROTEIN IN CD 
C12-ERP5 INTERGENIC REGION. //4.0e-07: 146: 35//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST). //P388 17 
F- PLACE1004 197//BUTYR0PHI LI N PRECURSOR (BT).//5.9e 
-11:208:27//MUS MUSCULUS (MOUSE) . //Q62556 
F-PLACE1004203//PR0TEIN A39. IIS. 5e-18: 139: 33//VACC 
INIA VIRUS (STRAIN COPENHAGEN) . //P2 1062 
F-PLACE1004242//PH0T0SYSTEM II REACTION CENTRE J P 
ROTEIN. //1. 0: 28: 42//PISUM SATIVUM (GARDEN PEA).//P 
13555 

F-PLACE1004256//MY0SIN HEAVY CHAIN D (MHC D).//0.7 
3: 134: 25//CAEN0RHABDITIS ELEGANS. //P02567 
F- PLACE1004257//HYP0THETI CAL PROTEIN HI0490.//0.1 
3:75:29//HAEM0PHILUS INFLUENZAE. //P44006 
F-PIACE1004258//C0LLAGEN ALPHA 2(VIII) CHAIN (ENDO 
THEUAL COLLAGEN) (FRAGMENT) . 110. 027: 128: 35//H0M0 
SAPIENS (HUMAN). //P25067 

F-PLACE1004270//LARGE TEGUMENT PROTEIN. //1.8e- 10: 1 
00:44//EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HE 
RPESVIRUS 4).//P03186 

F-PLACE1004274//HYP0THETI CAL PROTEIN E-95.//0.44:6 
1:42//HUMAN ADENOVIRUSTYPE 2.//P03286 
F- PLACE1 004277//C0LLAGEN ALPHA 1(XII) CHAIN (FRAGM 
ENTS).//0.0013:55:38//B0S TAURUS (BOVINE). //P25508 
F-PLACE1004284//7 KD PROTEIN (ORF 4). III. 0:63: 23// 
CHRYSANTHEMUM VIRUS B(CVB).//P37990 
F-PIACE1004289//SPERM PROTAMINE P3. I/O. 00057: 22: 77 
//MUS MUSCULUS (MOUSE) . //Q62100 
F-PLACE1004302//SERI NE/THREONI NE PROTEIN KINASE AF 
SK (EC 2.7. 1. -).//0. 0065: 148: 29//STREPT0MYCES COEL 
IC0L0R.//P54741 

F-PLACE1004316//AUT0PHAGY PROTEIN APG5.//8.8e-06: 1 
17:29//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).// 
Q12380 

F-PLACE1004336//C0LLAGEN ALPHA 4 (IV) CHAIN PRECURS 
0R.//0.0027:83:36//H0M0 SAPIENS (HUMAN) . //P53420 
F- PLACE 1 004358//PR0C0LLAGEN ALPHA 1(1) CHAIN PRECU 
RS0R.//2.9e-05:200:33//GALLUS GALLUS (CHICKEN). II? 
02457 
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F- PLACE1 004376// AXONEME- ASSOCI ATED PROTEIN MST101 
(2).//2.4e-05:179:29//DR0S0PHILA HYDEI (FRUIT FL 
Y) . //Q08696 

F-PLACE1004384//I ! ! ! ALD SUBFAMILY SQ WARNING ENTR 

Y ! !!!//1.6e-28: 46: 76//H0M0 SAPIENS (HUMAN) . //P391 
94 

F- PLACE1 004388//HYPOTHETI CAL 75.2 KD PROTEIN IN AC 
S1-GCV3 INTERCENIC REGION. //5. 7e-34: 202: 37//SACCBA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P39722 
F-PLACE1004405//NEURAMINYLLACT0SE-BINDING HEMAGGLU 10 
TININ (N- ACETYLNEURAMI NYLLACTOSE- BINDING FIBRILLA 
R HEMAGGLUTININ RECEPTOR-BINDING SUBUNIT) (NLBH) 
(FLAGELLAR SHEATH ADHESIN) (ADHESIN A) (FRAGMENT). 
//0. 93: 74: 33//HEUC0BACTER ACINONYX. //Q47947 
F-PLACE1004425//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! !!!//0. 81:70: 42//H0M0 SAPIENS (HUMAN) . //P39195 
F-PLACE1004428//PRI STANOYL-COA OXIDASE (EC 1.3.3. 
-).//1.9e-31:203:39//RATTUS NORVEGICUS (RAT).//Q63 
448 

F-PLACE1004437//IS0CITRATE DEHYDROGENASE [NAD], MI 20 
TOCHONDRIAL SUBUNIT BETA PRECURSOR (EC 1.1.1.41) 
(ISOCITRIC DEHYDROGENASE) (NAD+-SPECIFIC ICDH) (FR 
AGMENT).//4.2e-93:140:100//MACACA FASCICULARIS (CR 
AB EATING MACAQUE) (CYNOMOLGUS MONKEY) . //Q28479 
F-PLACE1004451//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//0. 00013: 40: 62//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE1004460//MATERNAL TUDOR PROTEIN. //0. 0066: 21 
8:23//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //P25823 
F-PIACE1004467//! ! ! ! ALU SUBFAMILY SP WARNING ENTR 30 

Y !!! !//7. 8e-10: 33: 87//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//7.0e-56:92:58//H0M0 SAPIENS (HUM 
AN).//P51522 

F- PLACE 1 0044 73//HYP0THETI CAL 54.3 KD PROTEIN C23D 
3.03C IN CHROMOSOME I.//0.019: 136: 27//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //Q09844 
F-PLACE1004491//LYSIS PROTEIN. //0. 95: 53: 30//BACTER 
IOPHAGE FR.//P19903 40 
F- PLACE 1 004 506//AUT0I MMUNOGENI C CANCER/TESTIS ANTI 
GEN NY-ESO- 1 (LAGE- 1) . //0. 58: 66: 34//H0M0 SAPI ENS 
(HUMAN). //P78358 

F-PLACE1004510//TRANSCRIPTI0N INITIATION FACTOR TF 
IID 150 KD SUBUNIT (TAFII-150) (TAFII150). //3.0e-0 
7: 63: 46//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //Q24 
325 

F-PLACE1004516//HYP0THETICAL PROTEIN 5' TO ASP-RIC 
H AND HIS-RICH PROTEINS (FRAGMENT). //0. 95: 62: 29//P 
USMODIUM FALCIPARUM (ISOIATE FCM17 / SENEGAL) . //P 50 
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F-PLACE1004518//METALL0THI0NEIN 10-111 (MT-10-II 
I).//0.91:28:42//MYTILUSEDUUS (BLUE MUSSEL) . //P80 
248 

F-PLACE1004548//DI HYDROPYRI DINE-SENSI TI VE L-TYPE, 
SKELETAL MUSCLE CALCIUM CHANNEL GAMMA SUBUNIT. //O. 
94:75:32//0RYCT0UGUS CUNICULUS (RABBIT). //P19518 
F-PLACE1004550//CUTICLE COLLAGEN 2. //0. 90: 155:31// 
CAENORHABDI TI S ELEGANS. //PI 7656 
F- PLACE1 004564//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T).//3.2e-70:121:100//B0S TAURUS (B0VINE).//Q10568 
F-PLACE1004629//PR0TEIN OS- 9 PRECURSOR. //I. 7e-10: 1 
32:36//H0M0 SAPIENS (HUMAN) . //Q13438 
F- PLACE1004645//TRANSCRI PTI ON INITIATION FACTOR II 
B HOMOLOG (TFIIB).//0.00036:100:30//PYR0C0CCUS FUR 
I0SUS.//Q51731 

F-PLACE1004646//PR0BABLE UDP- GALACTOPYRANOSE MUTAS 
E (EC 5.4.99.9).//0.91:58:29//KLEBSIELLA PNEUMONIA 
E.//Q48481 

F-PLACE1004658//GLUTAMATE [NMDA] RECEPTOR SUBUNIT 
EPSILON 4 PRECURSOR (N-METHYL D-ASPARTATE RECEPTOR 
SUBTYPE 2D) (NR2D) (NMDAR2D) . //0. 031 : 134: 32//MUS 
MUSCULUS (MOUSE). //Q03391 

F-PLACE1004664//HYP0THETICAL 180.2 KD PROTEIN IN F 
AA4-H0R7 INTERCENIC REGION. //0. 025: 125: 20//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //Q04781 
F-PLACE1004672//HYP0THETTCAL 36.7 KD PROTEIN C2F7. 
14C IN CHROMOSOME I.//7.6e-52:158:56//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //Q09704 
F-PLACE1004674//PR0BABLE CALCIUM- BINDING PROTEIN A 
LG-2 (PMP41) (ALG-257) . //1 . 4e-88: 144: 93//MUS MUSCU 
LUS (MOUSE). //P12815 

F- PLACE 1 00468 1 / /CCR4- ASSOCI ATED FACTOR 1 (CAF1).// 
1. Oe-34: 70: 100//MUS MUSCULUS (MOUSE) . //Q60809 
F-PLACE1004686//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y !!!!//3.4e-08:48:62//H0M0 SAPIENS (HUMAN) . //P391 
92 

F- PLACE1004691//METALL0THI ONEI N (MT) . //0. 064: 24: 45 

//ARIANTA ARBUSTORUM. //P55946 

F-PLACE1004693 

F-PLACE1004716//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L).//1.0:27:37//PAN PANISCUS (PYGMY CHI MPANZ 
EE) (B0N0B0).//Q35587 

F-PLACE1004722//HYP0THETICAL 61.5 KD PROTEIN IN CL 
A4-MID1 INTERCENIC REGION. //0. 95: 53: 33//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P48565 
F-PLACE1004736//NEUR0NAL AXONAL MEMBRANE PROTEIN N 
AP-22. //0. 014: 163: 30//RATTUS NORVEGICUS (RAT) . //QO 
5175 
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F-PLACE1004740//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y ! ! ! 9e-09: 37: 70//H0H0 SAPI ENS (HUMAN) . //P391 
94 

F-PLACE1004743//HYP0THETICAL 12.6 KD PROTEIN IN AL 
GR3 3REGION.//0.99:72:33//PSEUDOMONAS AERUGINOSA. 
//P21484 

F-PLACE1004751//CMP-N-ACETYLNEURAHI NATE-BETA-GALAC 
TOSAMIDE-ALPHA-2, 3-SI ALYLTRANSFERASE (EC 2.4.99.-) 
(BETA-GALACTOSIDE ALPHA-2, 3-SIALYLTRANSFERASE) (S 
T3GALIII) (ALPHA 2,3-ST) (GAL-NAC6S) (STZ) (SIAT4- 10 
C) (SAT- 3) (ST-4). //2.2e-08: 90: 38//H0M0 SAPIENS (H 
UMAN).//Q11206 

F- PLACE1 004773//ANKYRI N R (ANKYRINS 2.1 AND 2.2) 
(ERYTHROCYTE ANKYRIN).//3.2e-25:233:32//H0M0 SAPIE 
NS (HUMAN). //P16157 

F-PLACE1004777//N-CHI MAERI N (NC) (N-CHIMERIN) (ALP 

HA CHIMERIN) (A- CHI MAERI N) . //8. le-26: 210: 30//RATTU 

S NORVEGICUS (RAT) . //P30337 

F-PLACE1004793//ENV POLYPROTEIN [CONTAINS: COAT PR 

OTEIN GP52; COAT PROTEIN GP36J.//0. 00062: 106: 25//M 20 

OUSE MAMMARY TUMOR VIRUS (STRAIN BR6) . //P10259 

F-PLACE1004804 

F-PLACE1004813//HYP0THEnCAL PROTEIN UL12.//1.0:2 
2:40//HUMAN CYTOMEGALOVIRUS (STRAIN AD169) . //P1677 
7 

F-PLACE1004814//HYP0THETI CAL 37.0 KD PROTEIN B049 
5.8 IN CHROMOSOME II.//2.8e-06: 136: 25//CAEN0RHABDI 
TIS ELEGANS.//Q09217 
F-PLACE1004815 

F-PLACE1004824//HYP0THETICAL 106.7 KD PROTEIN IN M 30 
UP1-SPR3 INTERGENIC REGION. //2. 3e- 09: 70: 38//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P53236 
F-PLACE1004827//HYP0THETICAL 9.4 KD PROTEIN IN FLA 
L 3' REGION (0RF3).//0.54:25:56//BACILLUS UCHENIFO 
RMIS. //P22754 

F-PLACE1004836//ANNEXIN VII (SYNEXIN) (FRAGMENT)./ 
/O. 0066: 12: 66//B0S TAURUS (BOVINE) . //P20072 
F-PLACE1004838 
F-PLACE1004840 

F-PLACE1004868//MALE STERILITY PROTEIN 2.//4.0e-l 40 
6:172:30//ARABID0PSIS THAU ANA (MOUSE-EAR CRESS)./ 
/Q08891 

F-PLACE1004885 

F-PLACE1004900//MAST CELL DEGRANULATING PEPTIDE PR 
ECURSOR (MCDP) (MCD) (PEPTIDE 401). //I. 0:23: 47//AP 
IS MELLIFERA (HONEYBEE) . //PO 1499 
F-PLACE1004902//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP- DEPENDENT RNA HEUCASE SPAC10F6.02C.//7.3e-15: 
94:47//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST)./ 
/042643 50 



M2 0 0 2- 1 9 1 3 6 3 
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F-PLACE1004913//HYP0THEnCAL 7.2 KD PROTEIN IN BCS 
A-DEGR INTERGENIC REGION. //l.0: 42: 33//BACILLUS SUB 
TIUS.//P54165 

F-PLACE1004918//HYP0THEnCAL 12.4 KD PROTEIN IN RP 
S21B-MRS3 INTERGENIC REGI0N.//O.98:50:34//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST). //P47012 
F-PLACE100493O//HYP0THETICAL PROTEIN HJ0562.//0.8 
2: 44: 36//METHAN0C0CCUSJANNASCHI I . //Q57982 
F-PLACE1004934 

F- PLACE 1 004937//HYP0THETI CAL 67.1 KD TRP-ASP REPEA 
TS CONTAINING PR0TEINC57A10.05C IN CHROMOSOME I.// 
9.0e-10:87:33//SCfflZ0SACCHAR0MYCES POMBE (FISSION 
YEAST). //P87053 

F-PLACE1004969//HYP0THEnCAL 55. 1 KD PROTEIN B041 
6.5 IN CHROMOSOME X.//4.0e-14: 184:25//CAEN0RHABDIT 
IS ELEGANS.//Q11073 

F-PLACE1004972//BR0MELAIN INHIBITOR 2 (BI-II) (BRO 
MELAIN INHIBITOR VI) (BI -VI) . //1 . 0: 35: 37//ANANAS C 
OMOSUS (PINEAPPLE).//P27478 
F-PLACE1004979//!!!! ALU SUBFAMILY SC WARNING ENTR 

Y ! ! ! !//5. 3e-30: 55: 72//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-PIACE1004982//M PROTEIN, SEROTYPE 12 PRECURSOR 
(FRAGMENT) . //0. 00049: 124: 27//STREPT0C0CCUS PYOGENE 
S.//P19401 

F-PLACE1004985//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L) . //1 . 0: 26: 34//LUMBRI CUS TERRESTRI S (COMMON 
EARTHWORM). //Q34942 

F- PLACE1 005026//TEL0MERE- BI NDI NG PROTEIN HOMOLOG./ 
/0. 0011: 179: 27//EUPL0TES CRASSUS. //Q06183 
F-PLACE1005027 

F-PLACE1005046//ANNEXIN VII (SYNEXIN) (FRAGMENT) . / 
/0.082:44:36//B0S TAURUS (BOVINE). //P20072 
F-PLACE1005052//MALE SPECIFIC SPERM PROTEIN MST84D 
D.//0.38:36:44//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//Q01645 
F-PUCE1005055 

F-PIACE1005066//RING CANAL PROTEIN (KELCH PROTEI 
N) . //2. 9e-38: 194: 39//DR0S0PHIIA MELANOGASTER (FRUI 
T FLY).//Q04652 
F-PLACE1005077 

F-PIACE1005085//INSECT TOXIN 1 (BOT IT1) . //0. 85: 3 
6:33//BUTHUS OCCITANUSTUNETANUS (COMMON EUROPEAN S 
C0RPI0N).//P55902 

F-PLACE1005086//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//8.5e- 38: 93: 76//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE1005101//HYP0THETICAL PROTEIN ZAP128 (FRAGM 
ENT) . //1 . 6e- 1 1 : 35: 100//H0M0 SAPI ENS (HUMAN) . //P497 
53 
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F-PLACE10Q5102//ZINC FINGER PROTEIN 151 (POLYOHAVI 
RUS LATE INITIATOR PROMOTER BINDING PROTEIN) (LP- 
1) (ZINC FINGER PROTEIN Z13).//3.0e-14: 110:38//HUS 
MUSCULUS (HOUSE). //Q60821 

F-PLACE1005108//METALL0THI0NEIN-III (MT-III) (GROW 
TH INHIBITORY FACTOR) (GIF), //0. 41: 35: 34//B0S TAURU 
S (BOVINE). //P37359 

F-PLACE1005111//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L) (CHARGERI N II) . //1. 0: 29: 41//RATTUS NORVEG 
ICUS (RAT). //PI 1608 10 
F- PLACE 1 005 1 28//RABPHI LI N- 3A (FRAGMENT) . //5. 9e-05: 
95:36//MUS MUSCULUS (MOUSE) . //P47708 
F-PLACE1005146//FIBR0BLAST GROWTH FACTOR INDUCIBLE 
PROTEIN 15 (FIN15).//0.17:48:35//MUS MUSCULUS (MO 
USE) . //Q61075 

F-PLACE1005162//! ! ! ! ALU SUBFAMILY SB WARNING ENTR 
Y !!!!//1.0e-31:60:76//H0M0 SAPIENS (HUMAN) . //P391 
89 

F-PLACE1005176 

F-PLACE1005181//HYP0THETICAL 7 KD PROTEIN. //1. 0: 3 20 

1:45//MEASLES VIRUS (STRAIN HALLE) (SUBACUTE SCLER 

OSE PANENCEPHALITIS VIRUS). //P06831 

F- PLACE 1 005 1 87//GLUCAN SYNTHASE- 1 (EC 2.4.1.34) 

(1 , 3-BETA-GLUCAN SYNTHASE) (UDP-GLUCOSE-1 , 3- BETA- D 

-GLUCAN GLUCOSYLTRANSFERASE) . //0. 0025: 58: 34//NEUR0 

SPORA CRASSA.//P38678 

F- PLACE1 005206//HYP0THETI CAL 10.7 KD PROTEIN. //0. 3 
4:57:42//VACCINIA VIRUS (STRAIN COPENHAGEN) . //P205 
11 

F-PLACE1005232//AMEL0GENIN, Y I SOFORM PRECURSOR.// 30 
0. 70: 60: 35//H0M0 SAPIENS (HUMAN). //Q992 18 
F-PLACE1005243//SERI NE/THREONI NE PROTEIN KINASE PK 
PA (EC 2.7.1.-).//0.0017:114:27//PHYC0MYCES BLAKES 
LEEANUS.//Q01577 

F-PLACE1005261//HYP0THETICAL 90.8 KD PROTEIN T05H1 
0.7 IN CHROMOSOME II.//1. 2e-38: 206:41//CAEN0RHABDI 
TIS ELEGANS.//Q10003 
F-PLACE1005266 

F-PLACE1005277//PR0TEIN GURKEN PRECURSOR. //0. 58: 9 
5:29//DR0S0PHIU MELANOGASTER (FRUIT FLY) . //P42287 40 
F-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP). 
1/1. Oe- 12: 21 1 : 29//GALLUS GALLUS (CHICKEN) . //P53352 
F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHO 
NDRIAL (EC 2.7.4.10) (AK3).//1.8e-78:205:78//B0S T 
AURUS (BOVINE). //P08760 

F- PLACE1005308//W0UND- 1 NDUCED BASIC PROTEIN. //0. 9 
9:40:40//PHASE0LUS VULCARIS (KIDNEY BEAN) (FRENCH 
BEAN).//Q09020 

F-PLACE1005313//HYP0THETI CAL 8.7 KD PROTEIN IN LEU 
X-FECE INTERGENIC REGION (067). //0. 15:36: 41//ESCHE 50 
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RICHIA C0LI.//P39355 

F-PLACE1005327//DNA-BINDING P52/P100 COMPLEX, 100 
KD SUBUNIT (FRAGMENTS). //I. 0: 19: 52//H0M0 SAPIENS 
(HUMAN). //P30808 

F-PIACE1005331//BREAKP0INT CLUSTER REGION PROTEIN. 
//O. 00021: 98: 35//H0M0SAPIENS (HUMAN) . //P11274 
F-PLACE1005335//IR0QU0IS-CIASS HOMEODOMAIN PROTEIN 

IRX-3. //0. 37: 98: 33//MUS MUSCULUS (MOUSE) . //P8 1067 
F- PLACE1005373//PSEUD0URI DYLATE SYNTHASE 4 (EC 4. 
2.1.70) (PSEUDOURIDINESYNTHASE 4) (TRNA PSEUDOURID 
INE 55 SYNTHASE) (PSI55 SYNTHASE) (PSEUDOURI DYLATE 

SYNTHASE) (URACIL HYDROLYASE) . //0. 010: 96: 28//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P48567 
F-PLACE1005374 
F-PLACE1005409 

F-PLACE1005453//LICHENASE PRECURSOR (EC 3.2.1.73) 
(ENDO-BETA- 1,3-1,4 GLUCANASE) . //1 . 0: 50: 32//NI COTI A 
NA PLUMBAGINI FOLIA (LEADWORT- LEAVED TOBACCO) . //P07 
979 

F-PLACE1005467//KERATIN, FEATHER (F-KER).//0.0095: 
42:35//LARUS NOVAE-HOLLANDIAE (SILVER GULL).//P024 
51 

F-PLACE1005471//NADH-UBI QUI NONE OXIDOREDUCTASE CHA 
IN 4L (EC 1.6.5.3).//0.23:49:32//PHYT0PHTH0RA INFE 
STANS (POTATO LATE BLIGHT FUNGUS) . //Q37598 
F-PLACE1005477//HYP0THETICAL PROTEIN 0RF-1137.//9. 
6e-13:115:38//MUS MUSCULUS (HOUSE). //PI 1260 
F-PIACE1005480//C-H0RDEIN (CLONE PC H0R1-3) (FRAGH 
ENT) • //0. 97: 33: 30//H0RDEUH VULGARE (BARLEY) . //P179 
91 

F-PLACE1005481//HUNCHBACK PROTEIN (FRAGHENT) . //0. 3 
0:52:38//APIS HELLIFERA (HONEYBEE). //P31 504 
F-PUOT1005494//TRMSIENT-RE(^R-P0TENTIAL PROTE 
IN.//3.9e-05:87:33//DR0S0PHILA MELANOGASTER (FRUIT 
FLY).//P19334 
F-PLACE1005502 

F-PLACE1005526//I MMEDI ATE- EARLY PROTEIN IE180.//4. 
6e-05:132:32//PSEUD0RABIES VIRUS (STCAIN KAPLAN) 
(PRV).//P33479 

F-PIACE1005528//!!!! ALU SUBFAMILY SX WARNING ENTR 
Y ! !!!//3.4e-09: 31: 74//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE1005530//HYP0THETI CAL 47.6 KD PROTEIN C16C1 
0.5 IN CHROMOSOME III.//9. 7e-50: 148: 58//CAEN0RHABD 
ITIS ELEGANS.//Q09251 

F-PLACE1005550//HYP0THETICAL 40.2 KD PROTEIN K12H 
4.3 IN CHROMOSOME III.//3.0e-21: 127:37//CAEN0RHABD 
ITIS ELEGANS.//P34524 

F- PLACE1 005554//CYT0CHR0HE B (EC 1.10.2.2) (FRAGME 
NT).//0.84:38:31//DIP0D0MYS CALIFORNICUS (KANGAROO 
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RAT) . //P16359 

F-PLACE1005557//60S RIBOSOIAL PROTEIN L27.//4.8e-0 
9:6O:48//CRYPT0C0CCUSNE0F0RMANS (FI LOBASI DI ELLA NE 
0F0RMANS).//P46288 

F-PLACE1005574//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L). //0. 89: 44: 29//B0S TAURUS (BOVINE). //P0392 
9 

F-PLACE1005584//MALE SPECIFIC SPERM PROTEIN MST87 
F.//0. 00030: 33: 48//DR0S0PHIIA MELANOGASTER (FRUIT 
FLY).//P08175 10 
F-PLACE1Q05595//IMMEDIATE-EARLY PROTEIN IE180.//0. 
00048: 162: 30//PSEUD0RABIES VIRUS (STRAIN INDIANA-F 
UNKHAUSER / BECKER) (PRV).//P11675 
F-PLACE1005603//HIGH-M0BIUTY-GR0UP PROTEIN (NONHI 
STONE CHROMOSOMAL PROTEIN). //0. 00034:83: 30//TETRAH 
YMENA PYRIF0RMIS.//P40625 

F-PLACE100561 1//DNAJ PROTEIN. //8. 6e-20: 108: 48//CL0 
STRIDIUM ACETOBUTYLICUM. //P30725 
F-PLACE1005623//EXTRACELLULAR SIGNAL- REGULATED KIN 
ASE 5 (EC 2.7.1.-) (ERK5) (ERK4) (BMK1 KINASE).// 20 
0.80: 1 16: 31//H0M0 SAPIENS (HUMAN) . //Q 13164 
F-PLACE1005630//INTERLEUKIN-14 PRECURSOR (IL-14) 
(HIGH MOLECULAR WEI GHTB- CELL GROWTH FACTOR) (HMW-B 
CGF).//0.0024:74:39//H0M0 SAPIENS (HUMAN) . //P40222 
F-PLACE1005639//EXTRACELLULAR MATRIX PROTEIN 1 (SE 
CRETORY COMPONENT P85) (FRAGMENT) . //O. 72: 18: 61//RAT 
TUS NORVEGICUS (RAT) . //Q62894 
F-PLACE1005646//RNA HEU CASE- LIKE PROTEIN DB10.// 
4. 8e-29: 172: 45//NIC0TIANA SYLVESTRIS (WOOD TOBACC 
0).//P46942 30 
F-PIACE1OO5656//RIB0NUCLE0SI DE-DI PHOSPHATE REDUCTA 
SE M2 CHAIN (EC 1.17.4.1) (RIBONUCLEOTIDE REDUCTAS 
E) . //3. 7e-64: 133: 75//MES0CRICETUS AURATUS (GOLDEN 
HAMSTER). //Q60561 

F- PLACE1 005666//CHL0R0PLAST SOS RIBOSOMAL PROTEIN 
L28. //0. 57: 36: 41//P0RPHYRA PURPUREA. //P51224 
F-PLACE1005698//HYP0THETI CAL PROTEIN IN SIGD 3' REG 
ION (ORFC) (FRAGMENT). //0. 50: 61: 29//BACILLUS SUBTI 
LIS.//P40405 

F- PLACE1005727//ANTER-SPECI FI C PROUNE-RICH PROTEI 40 
N APG (PROTEIN CEX) (FRAGMENT). //0. 46: 27: 51 //BRASS 
ICA NAPUS (RAPE).//P40603 

F-PLACE1005730//C0LLAGEN ALPHA 1(1) CHAIN (FRAGHEN 
T).//0.95:21:52//0RYCT0LAGUS CUNICULUS (RABBIT).// 
P02456 

F-PLACE1005739//INTERFER0N-GAMMA INDUCIBLE PROTEIN 
MG1 1 . //3. 4e- 46:111: 53//MUS MUSCULUS (MOUSE) . //Q60 
710 

F-PLACE1005755//HYP0THETI CAL 70.2 KD PROTEIN IN GS 
H1-CHS6 INTERGENIC REGION. //2.6e-12: 66: 51//SACCHAR 50 
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OMYCES CEREVISIAE (BAKER'S YEAST) . //P42951 
F-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOEST 
ERASE, MEDIUM CHAIN (EC 3.1.2.14) (THIOESTERASE I 
I).//1.5e-26:69:57//RATTUS NORVEGICUS (RAT).//P086 
35 

F- PLACE1 005799//KERATI N, ULTRA HIGH-SULFUR MATRIX 
PROTEIN (UHS KERATIN). //0. 028: 96: 32//H0M0 SAPIENS 
(HUMAN). //P26371 

F-PLACE1005802//PR0TEIN PROSPERO. //0. 86: 64: 42//DR0 
SOPHILA MELANOGASTER (FRUIT FLY).//P29617 
F-PLACE1005803//MYEL0ID DIFFERENTIATION PRIMARY RE 
SPONSE PROTEIN MYD116. //1. 0: 95: 25//MUS MUSCULUS (M 
0USE).//P17564 

F-PLACE1005804//PR0CESSI NG ALPHA- 1 , 2-HANNOSI DASE 
(EC 3.2.1.-) (ALPHA- 1 , 2-MANNOSI DASE lB).//2.8e-73: 
198: 73//MUS MUSCULUS (MOUSE) . //P39098 
F-PLACE1005813//HYP0THETI CAL 49.0 KD PROTEIN IN NS 
P1-KAR2 INTERGENIC REGION. //0. 022: 78: 38//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //P47057 
F-PLACE1005828//I ! ! I ALU SUBFAMILY SX WARNING ENTR 

Y ! !!!//1.8e-23: 56: 76//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PUCE1005834//LATE CONTROL GENE B PROTEIN (CPB). 
//0.97:33:39//BACTERI0PHAGE 186.//P08711 
F-P1ACE1005845 

F-PLACE1005850//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//5.5e-28: 96: 73//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE1005851 

F-PLACE1005876//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T).//2.2e-99:155:95//B0S TAURUS (BOVINE). //Q10568 
F-PIACE1005884 

F-PIACE1005890//BEM46 PROTEIN (FRAGMENT). //1.8e- 3 
3:137:49//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAS 
T).//P54069 

F-PLACE1005898/ /NADH-UBI QUI NONE OXIDOREDUCTASE MLR 
Q SUBUNIT (EC 1.6.5.3)(EC 1.6.99.3) (COMPLEX I -MLR 
Q) (CI-MLRQ). //0. 77: 58: 34//H0M0 SAPIENS (HUMAN).// 
000483 

F-PIACE1005921//AIG1 PROTEIN. //1. 4e-23: 165: 38//ARA 
BIDOPSIS THALIANA (MOUSE-EAR CRESS). //P54 120 
F-PLACE1005923//HYP0THETICAL 22.4 KD PROTEIN (0RF1 
6) . //0. 90: 118: 28//PARAMECIUH TETRAURELIA. //PI 561 7 
F-PLACE1005925//HYP0THETI CAL GENE 30 PROTEIN. //0. 9 
4:57:29//HERPESVIRUS SAIMIRI (STRAIN 11).//Q01010 
F- PLACE1 005932//EXTENSI N PRECURSOR (CELL WALL HYDR 
OXYPROUNE-RICH GLYCOPROTEIN) . //0. 42: 128: 32//NIC0T 
I ANA TABACUH (COMMON TOBACCO). //PI 3983 
F- P1ACE1 005934//DNA- DI RECTED RNA POLYMERASE II LAR 
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GESTSUBUNIT (EC 2.7.7.6) (RPB1) (FRAGMENT) . //0. 4 
0:76:35//CRICETULUS GRISEUS (CHINESE HAMSTER) . //PI 
1414 

F-PLACE1005936//TAT PROTEIN (TRANSACTIVATING REGUL 
ATORY PROTEIN). //0. 50: 15: 66//HUMAN IMMUNODEFICIENC 

Y VIRUS TYPE 1 (CLONE 12) (HI V- 1) . //P04326 
F-PUCE1005951//EXTENSIN PRECURSOR (CELL WALL HYDR 
OXYPROUNE-RICH GLYCOPROTEIN) . //0. 0025: 135: 32//NIC 
OTIANA TABACUM (COMMON TOBACCO) . //PI 3983 
F-PLACE1005953//HIGH POTENTIAL IRON-SULFUR PROTEIN 10 

(HIPIP) . //0. 64: 57: 33//RH0DOFERAX FERMENTANS. //P80 
882 

F- PLACE1 005955//HYP0THETI CAL 54.2 KD PROTEIN IN ER 
P5-0RC6 INTERGENIC REGION. //l.Oe- 32: 110: 50//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P38821 
F-PLACE1005966//TACHYPLESIN II PRECURSOR. //0. 97: 3 
1:35//TACHYPLEUS TRIDENTATUS (JAPANESE HORSESHOE C 
RAB).//P14214 

F-PLACE1005968//GATA FACTOR SREP. //0. 17: 52: 40//PEN 
ICILLIUM CHRYSOGENUM. //Q92259 20 
F-PLACE1005990//CELL PATTERN FORMATION- ASSOCIATED 
PROTEIN. //O. 36: 55: 36//EMERICELLA NIDULANS (ASPERGI 
LLUS NIDUUNS).//P36011 

F-PUCE1006002//!!!! ALU SUBFAMILY SC WARNING ENTR 

Y !! !!//1.5e-36: 102: 75//H0M0 SAPIENS (HUMAN) . //P39 
192 

F-PLACE1006003//HYPOTHETI CAL 6.8 KD PROTEIN IN COX 
3-NAD1 INTERGENIC REGION (ORF 61).//1.0:22:40//MAR 
CHANTIA POLYMORPHA (UVERW0RT).//P38473 
F-PLACE1006011//POLY [ADP-RIBOSE] POLYMERASE (EC 30 
2.4.2.30) (PARP) (ADPRT) (NAD(+) ADP- RIBOSYLTRANS 
FERASE) (POLYfADP-RIBOSE] SYNTHETASE). //2.8e- 21: 16 
3:36//ARABID0PSIS THAU ANA (MOUSE-EAR CRESS). //Qll 
207 

F-PLACE1006017//!!!! ALU SUBFAMILY SC WARNING ENTR 

Y !!!!//!. le-10:43:67//H0M0 SAPIENS (HUMAN) . //P391 
92 

F- PLACE1 006037//VI TELLOGENI N I PRECURSOR (VTG I) 

[CONTAINS: UP0VITELUN1 (LV1); PHOSVITIN (PV); U 

POVITELLIN 2 (LV2) ] . //0. 00019: 123: 37//FUNDULUS HET 40 

EROCUTUS (KILLI FISH) (MUMMI CHOG) . //Q90508 

F- PLACE 1 006040//CAMP- REGULATED PHOSPHOPROTEIN 19 

(ARPP-19) . //3. 2e-40: 110: 76//H0M0 SAPIENS (HUMAN) . / 

/P56211 

F- PLACE1 006076//B0WMAN- BI RK TYPE PROTEINASE INHIBI 
TOR A-I I . //0. 99: 30: 40//ARACHS HYPOGAEA (PEANUT) . / 
/P01066 

F-PLACE1 006 1 1 9//I MPORTI N BETA- 3 SUBUNIT (KARYOPHER 
IN BETA- 3 SUBUNIT) (RAN-BINDING PROTEIN 5).//8.8e- 
94: 218: 76//H0M0 SAPIENS (HUMAN) . //000410 50 
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F- PLACE1 006 1 29//A- AGGLUTI NI N ATTACHMENT SUBUNIT PR 
ECURSOR. //0. 00092: 228: 26//SACCHAR0MYCES CEREVISIAE 

(BAKER'S YEAST). //P32323 
F- PLACE1006 1 39//HYP0THETI CAL 52.9 KD PROTEIN IN SA 
P155-YMR31 INTERGENICREGION. //5. 9e-55: 128: 50//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P43616 
F-PLACE1006143//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y ! !!!//1.4e-25: 107: 63//H0M0 SAPIENS (HUMAN) . //P39 
194 

F- PLACE1 0061 57//E- SELECTI N PRECURSOR (ENDOTHELIAL 
LEUKOCYTE ADHESION MOLECULE 1) (ELAM-1) (LEUKOCYTE 
-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (C 
D62E) . //1 . 3e-21 : 168: 32//SUS SCROFA (PIQ.//P98110 
F-PLACE1006159//C0LD SHOCK INDUCED PROTEIN TIR1 PR 
ECURSOR (SERINE-RICH PROTEIN 1) . //0. 46: 98: 29//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //PI 0863 
F-PLACE1 006164//NADH-UBI QUI NONE OXI DOREDUCTASE CHA 
IN 4L (EC 1.6.5.3).//0.70:28:42//ARTEMIA SAUNA (B 
RINE SHRIMP). //P19049 

F- PIACE1 0061 67//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //8. 9e-05: 167: 32//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
F- PLACE1 006 1 70//ALPHA- ADAPT! N C (CLATHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 KD CO 
ATED VESICLE PROTEIN 0 (PIASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTIN ALPHA C SUBUNIT). //I. le- 67: 157:88// 
MUS MUSCULUS (MOUSE). //PI 7427 
F-PLACE1006187//G1/S-SPECIFIC CYCUN E.//5.6e-75:2 
24: 62//H0M0 SAPIENS (HUMAN) . //P24864 
F-PLACE1006195//T-RELATED PROTEIN (TRP) (BRACHYENT 
ERON PROTEIN). //0. 99: 177: 29//DR0S0PHILA MELANOGAST 
ER (FRUIT FLY).//P55965 

F- PLACE1 006 1 96//PUTATI VE ATP-DEPENDENT RNA HEUCAS 
E C12C2.06.//2.0e-33:183:46//SCHIZ0SACCHAR0MYCES P 
OMBE (FISSION YEAST) . //Q09747 
F-PLACE1006205 

F- PLACE1 006223//SPERM MITOCHONDRIAL CAPSULE SELENO 
PROTEIN (MCS) . //0. 00015: 22: 50//MUS MUSCULUS (MOUS 
E).//P15265 

F-PIACE1006225//VIRI0N INFECTIVITY FACTOR (SOR PRO 
TEIN).//1.0:63:34//HUMAN IMMUNODEFICIENCY VIRUS TY 
PE 1 (NDK ISOUTE) (HIV-1).//P18805 
F-PLACE1006236 

F-PLACE1006239//60S ACIDIC RIBOSOMAL PROTEIN P2 (F 
RAGMENT).//O.48:23:52//ARABID0PSIS THAU ANA (MOUSE 
-EAR CRESS). //P51407 

F- PLACE1 006246//CMP- SI AU C ACID TRANSPORTER (CMP-S 
IA-TR) . //0. 012: 84: 30//MUS MUSCULUS (MOUSE) . //Q61 42 
0 
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F-PLACE1006248//140 KD NUCLEOLAR PHOSPHOPROTEIN (N 
0PP140) . //0. 017: 203: 22//RATTUS NORVEGICUS (RAT).// 
P41777 

F- PLACE 1 006262//L- FUCULOSE PHOSPHATE ALDOLASE (EC 
4. 1. 2. 17) . //0. 84: 25: 52//HAEM0PHILUS INFLUENZAE. //? 
44777 

F-PLACE1006288 

F-PLACE1006318//CYSTEINE-RI CH ANTIFUNGAL PROTEIN 1 
(AFP1) (Ml) . //1. 0: 29: 48//SINAPIS ALBA (WHITE MUST 
ARD) (BRASSICA HIRTA) . //P30231 10 
F-PLACE1006325//CYCLIN-DEPENDENT KINASE INHIBITOR 
1C (CYCLIN- DEPENDENT KINASE INHIBITOR P57) (P57KIP 
2).//0.99:97:32//H0M0 SAPIENS (HUMAN) . //P49918 
F- PLACE1006335//PR0LI NE-RI CH PEPTIDE P-B.//0.56:l 
9:52//H0M0 SAPIENS (HUMAN). //P02814 
F-PLACE1006357 
F-PLACE1006360 

F-PLACE1006368//NUF1 PROTEIN (SPINDLE POLY BODY SP 
ACER PROTEIN SPC110) . //0. 0057: 122: 31//SACCHAR0MYCE 
S CEREVI SI AE (BAKER' S YEAST) . //P32380 20 
F-PLACE1006371//ARS BINDING PROTEIN 1.//0. 00030: 14 
2:30//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST).// 
P49777 

F-PLACE1006382//NEUR0T0XIN V. //0. 85: 28: 39//ANDR0CT 
ONUS MAURETANICUS MAURETANICUS (SCORPION). //P01 482 
F-PLACE1006385//HYP0THETI CAL 45.1 KD PROTEIN IN RP 
S5-ZMS1 INTERGENIC REGION. //3. le- 35: 165: 47//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P47160 
F-PLACE1006412//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
OG. //4. 3e-08: 40: 47//H0M0 SAPIENS (HUMAN) . //P08547 30 
F-PLACE1006414//F0RKHEAD- RELATED TRANSCRIPTION FAC 
TOR 4 (FREAC-4).//3.8e-05:123:39//H0MO SAPIENS (HU 
HAN) . //Q16676 

F-PLACE1006438//ZINC FINGER PROTEIN 165.//2.8e-21: 
76:64//H0M0 SAPIENS (HUMAN) . //P499 10 
F-PLACE1006445//SUPPRESS0R OF HAIRY WING PROTEIN./ 
/0.058:99:29//DR0S0PHILA VIRIUS (FRUIT FLY).//Q08 
876 

F-PLACE1006469//ACETYL-C0ENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE- -COALI CASE) (ACYL- ACTIVATING EN 40 
ZYME) . //1 . 8e-64: 177: 50//ESCHERICHI A COU . //P27550 
F-PLACE1006470 

F- PLACE1006482//TRANSCRI PTI ON FACTOR MAFF.//2.0e-4 
7: 120: 85//GALLUS GALLUS (CHICKEN) . //Q90595 
F-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD 
PROTEIN (SRP68).//1.8e-85:173:95//CANIS FAMILIARIS 

(D0G).//Q00004 
F-PLACE1006492//VERY HYPOTHETICAL 11.2 KD PROTEIN 
C56F8. 13 IN CHROMOSOMEI . //0. 75: 32: 56//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //Q10261 50 
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F-PLACE1006506 
F-PLACE1006521 

F-PLACE1006531//HYP0THETICAL 115.4 KD PROTEIN ZK75 

7.3 IN CHROMOSOME III.//1.3e-53: 167: 61//CAEN0RHABD 

ITIS ELEGANS.//P34681 

F-PLACE1006534 

F-PLACE1006540 

F-PLACE1006552//MY0SIN HEAVY CHAIN, CLONE 203 (FRA 
GHENT) . //I . 3e-07: 242: 23//HYDRA ATTENUATA (HYDRA) 
(HYDRA VULGARIS). //P39922 

F-PLACE1006598//!!!! ALU SUBFAMILY SB1 WARNING ENT 
RY I ! ! !//0. 17: 43: 51//H0M0 SAPIENS (HUMAN) . //P39190 
F-PLACE1006615//ACR0SIN PRECURSOR (EC 3.4.21.10)./ 
/3.6e-O5:66:43//0RYCT0LAGUS CUNICULUS (RABBIT). //P 
48038 

F-PLACE1006617//HYP0THEnCAL 14.6 KD PROTEIN (READ 
ING FRAME C) (REPUCATI0N).//1.0:74:29//STAPHYL0C0 
CCUS AUREUS. //P03861 

F- PLACE1 006626//HYP0THETI CAL HELICASE K12H4.8 IN C 
HROMOSOME 1 1 1 . //2. 9e- 10: 73: 46//CAEN0RBABDI TI S ELEG 
ANS.//P34529 

F-PIACE1006629//HYP01BETICAL PROTEIN BB0410.//1.0: 

23:43//B0RRELIA BURGDORFERI (LYME DISEASE SPIROCHE 

TE).//051371 

F-PLACE1006640 

F-PIACE1006673 

F-PLACE1006678//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMEN 
T).//1.0:36:41//0RYa0LAGUS CUNICULUS (RABBIT). //P 
02456 

F-PLACE1006704//BR0AD-C0MPLEX C0RE-TNT1-Q1-Z1 PROT 
EIN (BRC0RE-TNT1-QI-Z1) [CONTAINS: BROAD-COMPLEX C 
0RE-Q1-Z1 PROTEIN]. //0. 00062: 157: 26//DR0S0PH LA ME 
LANOGASTER (FRUIT FLY) . //QO 1295 
F-PIACE1006731//RIB0FLAVIN KINASE (EC 2.7.1.26) (F 
LAVOKINASE) / FMN ADENYLYLTRANSFERASE (EC 2.7.7.2) 
(FAD PYROPHOSPHORYLASE) (FAD SYNTHETASE). //1.3e-0 
7: 127: 36//C0RYNEBACTERIUM AMMONI AGENES (BREVIBACTE 
RIUM AMMONI AGENES). //Q59263 
F- PLACE 1 006754//CARCI NOEMBRYONI C ANTIGEN CGM1 PREC 
URSOR (CD66D ANTI GEN) . //1 . 9e- 19: 78: 53//H0M0 SAPI EN 
S (HUMAN). //P40198 

F-PLACE1006760//C0LLAGEN ALPHA l(III) CHAIN (FRAGM 
ENT) . //0. 21: 107: 30//RATTUS NORVEGICUS (RAT) . //P139 
41 

F-PLACE1006779//CYT0T0XIN 5 (CTX V).//1.0:20:30//N 
AJA MOSSAMBICA (MOZAMBIQUE COBRA). //P25517 
F-PLACE1006782//ZINC FINGER PROTEIN 1.//0. 00052: 17 
8:28//CANDIDA ALBI CANS (YEAST). //P28875 
F-PLACE1006792 

F-PLACE1006795//V0LTAGE-GATED POTASSIUM CHANNEL PR 
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OTEIN SHAW (SHAW2).//1.0:80:30//DROSOPHILA MELANOG 
ASTER (FRUIT FLY) . //P17972 
F-PLACE1006800//HYP0THETICAL 9.4 KD PROTEIN. //O. 9 
9:62:33//VACCINIA VIRUS(STRAIN COPENHAGEN) . //P2056 
9 

F-PLACE1006805 

F- PLACE 1 0068 15/ /HYPOTHETI CAL PROTEIN UL61.//0.038: 
146:32//HUMAN CYTOMEGALOVIRUS (STRAIN AD169).//P16 
818 

F-PLACE1006819//LINE-1 REVERSE TRANSCRIPTASE HOMOL 10 
0G.//7.3e-98:239:76//H0M0 SAPIENS (HUMAN) . //P08547 
F- PLACE1 006829//UBI QUI TI N CARBOXYL-TERMI NAL HYDROL 
ASE 8 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 8) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DEUBIQUI 
TINATING ENZYME 8) . //O. 061: 34: 58//SACCHAR0MYCES CE 
REVISIAE (BAKER' S YEAST) . //P50 102 
F-PLACE1006860 
F-PLACE1006867 

F-PLACE1006878//HYP0THETI CAL 8.2 KD PROTEIN IN MOB 
L 3' REGION (ORF 3) . //0. 85: 27: 37//THI OBACI LLUS FERR 20 
OOXIDANS.//P20087 

F-PLACE1006883//VITAMIN D3 RECEPTOR (VDR) (1,25-DI 
HYDROXYVITAMIN D3 RECEPTOR). //0. 78:51: 37//MUS MUSC 
ULUS (MOUSE). //P48281 

F-PLACE1006901//HYP0THETI CAL 8.1 KD PROTEIN. //0. 9 
9: 55: 23//VACCINIA VIRUS(STRAIN COPENHAGEN) . //P2056 
7 

F-PLACE1006904//MATI NG-TYPE LOCUS ALLELE Bl PROTEI 
N.//0.95:86:26//USTILAG0 MAYDIS (SMUT FUNGUS). //P2 
2015 30 
F- PLACE100691 7//HYP0THETI CAL 40.9 KD PROTEIN C08B1 
1.5 IN CHROMOSOME II.//6.9e-15: 101: 45//CAEN0RHABDI 
TIS ELEGANS.//Q09442 

F-PLACE1006932//HISTIDINE-RICH, METAL BINDING POLY 
PEPTIDE. //0. 089: 28: 39//HEUC0BACTER PYLORI (CAMPYL 
OBACTER PYLORI). //Q48251 

F-PLACE1006935//HYP0THETICAL 95.2 KD PROTEIN R144. 
6 IN CHROMOSOME III. //0. 93: 35: 48//CAEN0RHABDITIS E 
LEGANS.//Q10000 

F-PLACE1006956//TRANSCRI PTI ON INITIATION FACTOR TF 40 
IID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-1 
30) (TAFI 1 130) . //0. 00079: 122: 36//H0M0 SAPIENS (HUM 
AN).//000268 

F-PLACE1006958//0SM0TIC STRESS PROTEIN 94 (HEAT SH 
OCK 70- RELATED PROTEI NAPG-1) . //8. 8e-70: 140: 98//MUS 
MUSCULUS (MOUSE). //P48722 
F-PLACE1006961 

F-PLACE1006962//AP0U POPROTEI N C-I PRECURSOR (APO- 
Cl) . Ill . 0: 25: 40//PAPI OHAMADRYAS (HAMADRYAS BABOO 
N).//P34929 50 
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F-PLACE1006966//HYPOTHETICAL 49.1 KD PROTEIN IN SS 
B2-SPX18 INTERGENIC REGION. //L6e-47: 221: 45//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P40160F-PLAC 
E1006989//HYP0THETICAL 13. 1 KD HIT- LIKE PROTEIN IN 
P37 5'REGI0N.//0.15:46:32//MYC0PLASMA HYORENIS./ 
/P32083 

F-PLACE1007014//36 KD NUCLEOLAR PROTEIN HNP36 (DEL 
AYED-EARLY RESPONSE PROTEIN 12) (DER12) . //3. 4e-09: 
120: 29//H0M0 SAPIENS (HUMAN) . //Q14542 
F-PLACE1007021//!!!! ALU SUBFAMILY J WARNING ENTRY 
Ml! //0. 00046: 42: 59//H0MO SAPI ENS (HUMAN) . //P3918 

8 

F- PLACE1 007045//HYP0THETI CAL PROTEIN 0RF-1137.//8. 
le-14:115:35//MUS MUSCULUS (MOUSE). //PI 1260 
F-PIACE1007053//SMALL PROUNE RICH PROTEIN II (SPR 
-II) (CLONE 930).//0.038:48:39//HOMO SAPIENS (HUMA 
N).//P22531 

F- PLACE1 007068/ /PROTEI N- LYSI NE 6-OXIDASE PRECURSOR 
(EC 1.4.3.13) (LYSYLOXIDASE). //0. 0040: 113: 39//GAL 
LUS CALLUS (CHICKEN).//Q05063 
F-PLACE1007097//HYPOTHEnCAL 6.8 KD PROTEIN IN HE6 
5-PK2 INTERGENIC REGI0N.//0.97:47:29//AUT0GRAPHA C 
ALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P 
41663 

F-PLACE1007105//HYP0THETI CAL 83.6 KD PROTEIN C15A1 
0.10 IN CHROMOSOME I . //2. 9e-33: 219: 37//SCHIZ0SACCH 
AROMYCES POMBE (FISSION YEAST). //O 13730 
F-PLACE1007111 

F- PLACE10071 12//HYP0THETI CAL 9.2 KD PROTEIN. //O. 4 
7:75:28//ESCHERICHIA COLI . //P03853 
F-PIACE1007132//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! //1 . 8e- 1 1 : 56: 57//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE1007140//GAR2 PROTEIN. //0. 72: 185: 24//SCHIZ0 
SACCHAROMYCES POMBE (FISSION YEAST). //P41891 
F- PIACE1 0071 78//HYP0THETI CAL 8.5 KD PROTEIN CY274. 
40C. //0. 97: 79: 30//MYC0BACTERIUM TUBERCULOSIS. //Q10 
826 

F-PLACE1007226//HYP0THETICAL 42.6 KD PROTEIN IN GS 
HB-ANSB INTERGENIC REGION (0378) . //1. 9e- 15: 123: 32/ 
/ESCHERICHIA C0U.//P52062 

F-PIACE1007238//MY0SIN HEAVY CHAIN IB (MYOSIN HEAV 
Y CHAIN IL).//5.5e-10:98:44//ACANTHAM0EBA CASTELLA 
Nil (AMOEBA). //P19706 

F-PLACE1007239//TRANSCRI PTI ON ELONGATION FACTOR S- 
II (TRANSCRIPTION ELONGATION FACTOR A).//3.9e-19:9 
6:57//H0M0 SAPIENS (HUMAN) . //P23193 
F-PLACE1007242//GUANINE NUCLEOTIDE DISSOCIATION ST 
IMULATOR RALGDS FORM B(RALGEF).//1.0: 132: 30//RATTU 
S NORVEGICUS (RAT) . //Q03386 
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F- PLACE1 007243//HYP0THETI CAL 53.3 KD PROTEIN IN HX 
T8-CAN1 INTERGENIC REGION. //0. 041: 114: 29//SACCHAR0 
HYCES CEREVISIAE (BAKER'S YEAST) . //P39981 
F- PLACE1 007257//DI APHANOUS PROTEIN. //I. 3e-42: 205: 4 
6//DR0S0PHIIA HELANOGASTER (FRUIT FLY) . //P48608 
F-PLACE1007274//CADMIUM-METALL0THI0NEIN (CD-MT).// 
0.054: 60: 30//HELIX POMATIA (ROMAN SNAIL) (EDIBLE S 
NAIL).//P33187 

F- PLACE1007276//BETA- DEFENSI N 1 PRECURSOR (RflBD-1) 

(DEFENSIN, BETA 1).//1.0:42:28//SUS SCROFA (PIG). 10 
//062697 

F-PLACE1007282//0UTER CAPSID PROTEIN VP4 (HEMAGGLU 
TININ) (OUTER LAYER PROTEIN VP4) [CONTAINS: OUTER 
CAPSID PROTEINS VPS AND VP8] . //0. 070: 126: 27//HUMAN 
ROTAVIRUS (SEROTYPE 4 / STRAIN ST. THOMAS 3). //PI 
1200 

F-PLACE1007286 

F- PLACE1 007301 //HYPOTHETI CAL PROTEIN KIAA0168.//0. 
042:61:39//H0M0 SAPIENS (HUMAN) . //P50749 
F-PLACE1007317 20 
F-PLACE1007342//PR0TEIN GRAINY- HEAD (DNA- BINDING P 
ROTEIN ELF-1) (ELEMENTI- BINDING ACTIVITY) (TRANSCR 
IPTION FACTOR NTF- 1) . Il\ . 7e-06: 77: 36//DR0S0PHILA I 
ELANOGASTER (FRUIT FLY). //P13002 
F-PLACE1007346//TRANSCRIPTI0N INTERMEDIARY FACTOR 
1-BETA (KRAB-A INTERACTING PROTEIN) (KRIP-l).//0.0 
026: 147:27//MUS MUSCULUS (MOUSE) . //Q62318 
F-PLACE1007367//!!!! ALU SUBFAMILY SB WARNING ENTR 
Y !!!!//1.3e- 37:110: 76//H0M0 SAPIENS (HUMAN) . //P39 
189 30 
F-PLACE1007375//PH0RB0L ESTER/DI ACYLGLYCEROL- BI NDI 
NG PROTEIN UNC-13.//4.7e-07:71:39//CAEN0RHABDITIS 
ELEGANS.//P27715 

F-PLACE1007386//HYP0THETICAL 7.6 KD PROTEIN IN FLO 
1-PH011 INTERGENIC REGION. //0. 74:48: 29//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P39561 
F-PLACE1007402//TRANSCRIPTI0NAL REGULATORY PROTEIN 
ENTR (ENTERI CI DIN R).//0.99:63:36//CITR0BACTER FR 
EUNDII.//069280 

F-PLACE1007409//WHITE PROTEIN. //7.9e- 38: 179: 41//DR 40 

OSOPHILA MELANOGASTER (FRUIT FLY) . //P10090 

F- PLACE 1 0074 1 6//DI PEPTI DYL PEPTIDASE IV (EC 3.4.1 

4.5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) (TP 

103) (ADENOSINE DEAMINASE COMPLEXING PROTEIN-2) (A 

DABP).//0.031:159:23//H0M0 SAPIENS (HUMAN) . //P2748 

7 

F-PLACE1007450//ZINC FINGER PROTEIN 39 (ZINC FINGE 
R PROTEIN K0X27) (FRAGMENT). //0. 023: 36: 50//H0M0 SA 
PI ENS (HUMAN). //PI 7038 

F-PLACE1007452//HYP0THETICAL 22.1 KD PROTEIN IN CC 50 
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P1-MET1 INTERGENIC REGION. //2.2e-18: 85: 54//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P36149 
F-PLACE1007454//PH0T0SYSTEM II REACTION CENTRE N P 
ROTEIN. //0. 66: 13: 53//CHLAMYD0M0NAS REINHARDTII.//Q 
06480 

F-PLACE1007460//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L), //0. 93: 45: 33//SUS SCROFA (PIG) . //Q35914 
F- PLACE1007478//RETR0VI RUS- RELATED POL POLYPROTEIN 
[CONTAINS: REVERSE TRANSCRIPTASE (EC 2.7.7.49); E 
ND0PCLEASE].//5.3e-08:50:56//MUS MUSCULUS (MOUS 
E). //PI 1369 

F-PLACE1007484//HYP0THEnCAL 6.8 KD PROTEIN IN REP 
LI CATION ORIGIN REGI0N.//0.87:43:37//ESCHERICHIA C 
0U.//P03849 

F- PLACE 1 0074 88//PUTATI VE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN). //1.2e-25:202:31//H0M0 SAPIENS (HUM 
AN).//P98174 

F-PLACE1007507//HYP0THEnCAL 16.0 KD PROTEIN IN TA 
F60-G4P1 INTERGENIC REGION. //0. 12: 128: 25//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) . //P53 139 
F- PLACE 1 00 75 1 1 //KERATI N , TYPE I CYTOSKELETAL 19 (C 
YTOKERATIN 19) (K19) (CK 19) . //2. le-45: 209: 48//B0S 
TAURUS (BOVINE). //P08728 

F- PLACE1007524//HYP0THETI CAL 9.2 KD PROTEIN. //O. 7 
4:80:30//VACCINIA VIRUS(STRAIN COPENHAGEN) . //P2055 
0 

F-PLACE1007525 

F-PIACE1007537//MY0TR0PHIN (V-l PROTEIN) (GRANULE 
CELL DIFFERENTIATION PR0TEIN).//0.045:92:30//MUS M 
USCULUS (MOUSE), AND RATTUS NORVEGICUS (RAT).//P80 
144 

F- PLACE1 007544//I MMEDI ATE- EARLY PROTEIN IE180.//1. 
5e-07:59:50//PSEUD0RABIES VIRUS (STRAIN KAPLAN) (P 
RV).//P33479 

F-PIACE1007547//HYP0THETI CAL 97.1 KD PROTEIN R05D 
3.4 IN CHROMOSOME III.//2.5e-16: 188: 34//CAEN0RHABD 
ITIS ELEGANS.//P34537 
F-PLACE1007557 

F-PIACE1007583//PR0LINE RICH 33 KD EXTENSIN- RELATE 
D PROTEIN PRECURSOR (FRAGMENT) . //0. 98: 72:33//DAUCU 
S CAROTA (CARROT). //P06600 

F-PIACE1007598//ZINC FINGER PROTEIN 92 (ZINC FINGE 
R PROTEIN HTF12) (FRAGMENT) . //1 . 7e- 1 1 : 88: 43//H0M0 
SAPIENS (HUMAN). //Q03936 

F-PLACE1007618//ANI0N EXCHANGE PROTEIN 2 (NON-ERYT 
HROID BAND 3-LIKE PROTEIN) (B3RP).//0. 19: 109:27//M 
US MUSCULUS (MOUSE). //P13808 
F- PLACE1 00762 1 //PHOSPHATE REGULON SENSOR PROTEIN P 
HOR (EC 2.7.3.-) (FRAOIENT).//0.98:34:41//PSEUD0M0 
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NAS AERUGINOSA. //P23621 

F-PLACE1007632//C0LLAGEN ALPHA 2(1) CHAIN (FRAGHEN 
T) . //O. 70: 1 10: 34//B0STAURUS (BOVINE) . //P02465 
F-PLACE1007645//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L).//0.99:20:45//STRDTHI0 CAMELUS (OSTRICH). 
//021401 

F-PLACE1007649//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //8. le-06: 197: 26//SACCH 
AROHYCES CEREVISI AE (BAKER' S YEAST) . //P08640 10 
F-PLACE1007677//! ! ! ! ALU SUBFAMILY SC WARNING ENTR 

Y !!!!//1.0:47:46//H0H0 SAPIENS (HUMAN) . //P39 192 
F-PLACE1007688//LA PROTEIN HOMOLOG (LA RIBONUCLEOP 
ROTEIN) (LA AUTOANTIGEN HOMOLOG) . 111. 7e-06: 116: 28/ 
/AEDES ALBOPICTUS (FOREST DAY MOSQUITO). //Q26457 
F- PLACE1 007690//SPERM PROTAMINE PI. //O. 12:26: 50//T 
ACHYGLOSSUS ACULEATUSACULEATUS (AUSTRAUAN ECHIDN 
A) . //P3531 1 

F- PLACE1 007697//SPERM PROTAMINE PI. //O. 19:34: 52//D 
IDELPHIS MARSUPIAUS VIRGINIANA (NORTH AMERICAN OP 20 
OSSUM), AND MONODELPHIS DOMESTICA (SHORT-TAILED GR 
EY OPOSSUM). //P35305 

F-PLACE1007705//BI0H PROTEIN. //0. 015: 97: 29//ESCHER 
ICHIA C0U.//P13001 

F-PLACE1007706//HYP0THETI CAL 112.2 KD PROTEIN IN T 
IF35-NPL3 INTERGENIC REGION (0RFl).//5.3e-55:190:5 
6//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P328 
98 

F-PLACE1007725 

F-PUCE1007729//PR0TEASE (EC 3.4.23.-).//1.8e-21: 1 30 
36: 42//M0USE MAMMARY TUMOR VIRUS (STRAIN BR6).//P1 
0271 

F-PIACE1007730//SALIVARY PROUNE-RICH PROTEIN II-l 
(FRAGMENT). //0. 0031: 77: 40//H0M0 SAPIENS (HUMAN)./ 
/P81489 

F-PLACE1007737//!!!! ALU SUBFAMILY SX WARNING ENTR 

Y !!! !//0. 78: 39: 56//H0M0 SAPIENS (HUMAN) . //P39 195 
F-PLACE1007743 

F-PLACE1007746//RRP5 PROTEIN HOMOLOG (KIAA0185) (F 
RAGMENT) . //O. 0066: 168: 25//H0M0 SAPIENS (HUMAN) . //Q 40 
14690 

F- PLACE1 00779 1 //KRUEPPEL PROTEIN (FRAGMENT) . //0. 6 
2: 17: 41//LITH0BIUS FORFICATUS. //Q01872 
F-PLACE1007807//HYP0THETI CAL 6.4 KD PROTEIN IN BLT 
R-SPOIIIC INTERGENIC REGION. //l.0: 40: 30//BACILLUS 
SUBTILIS.//P54446 

F-PUCE1007810//ANTH0PLEURIN A (TOXIN AP-A).//0.7 
9:28:46//ANTH0PLEURA XANTHOGRAMMICA (GIANT GREEN S 
EA ANEMONE). //P01530 

F-PLACE1007829//SP0RE COAT PROTEIN G.//1.0:65:38// 50 
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BACILLUS SUBTIUS.//P39801 
F-PLACE1007843 

F-PLACE1007846//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
0G.//1.5e-32:37:94//H0M0 SAPIENS (HUMAN) . //P08547 
F-PLACE1007852//RH0- RELATED GTP- BINDING PROTEIN RH 
OH (GTP-BINDING PROTEIN TTF) . //8. 7e-05: 138: 30//H0M 

0 SAPIENS (HUMAN). //Q15669 

F-PLACE1007858//ANAPHASE SPINDLE ELONGATION PROTEI 

N.//0. 0039: 127: 25//SACCHAR0MYCES CEREVISIAE (BAKE 

R'S YEAST). //P50275 

F-PLACE1007866 

F-PLACE1007877 

F-PLACE1007897//CD44 ANTIGEN PRECURSOR (PHAGOCYTIC 
GLYCOPROTEIN I) (PGP-1) (HUTCH-I) (EXTRACELLULAR 
MATRIX RECEPTOR-III) (ECMR-III) (GP90 LYMPHOCYTE H 
OMING/ADHESION RECEPTOR) (HERMES ANTIGEN) (HYALURO 
NATE RECEPTOR) (HEPARAN SULFATE PROTEOGLYCAN) (HAM 

1 ANTIGEN). //0. 44: 128: 28//MES0CRICETUSAURATUS (GOL 
DEN HAMSTER). //Q60522 

F-PLACE1007908//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y !!!!//5.5e-28:61:65//H0M0 SAPIENS (HUMAN) . //P391 
92 

F- PLACE1 007946//HYP0THETI CAL MERCURIC RESISTANCE P 
ROTEIN MERC.//0.84:48:37//PSEUDOMONAS AERUGINOSA./ 
/P04139 

F- PLACE 1 007954//HYP0THETI CAL 45.5 KD PROTEIN IN FI 
G1-GIP1 INTERGENIC REGION. //0. 00070: 96: 29//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P38226 
F- PLACE1 007955//HYP0THETI CAL 84.3 KD PROTEIN ZK94 
5.10 IN CHROMOSOME II. //0. 00027: 255: 23//CAEN0RHABD 
ITIS ELEGANS.//Q09625 

F-PUCE1007958//HIGH-AFFINITY CAMP-SPECIFIC 3',5'- 
CYCLIC PHOSPHODIESTERASE (EC 3. 1. 4. 17) . //1. 7e-09: 1 
27: 30//MUS MUSCULUS (MOUSE) . //P70453 
F-PLACE1007969//HYP0THETICAL 24.1 KD PROTEIN IN LE 
F4-P33 INTERGENIC REGION. //2.4e-05: 104: 37//AUT0GRA 
PHA CAUFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNP 
V).//P41479 

F-PUCE1007990//SPERM PROTAMINE Pl.//0.78:36:47//0 
RNITHORHYNCHUS ANATINUS (DUCKBILL PLATYPUS) . //P353 
07 

F- PLACE1 008000//CHANNEL ASSOCIATED PROTEIN OF SYNA 
PSE-110 (CHAPSYN-110)(SYNAPnC DENSITY PROTEIN PSD 
-93).//1.2e-16:128:39//RATTUS NORVEGICUS (RAT).//Q 
63622 

F-PLACE1008002 

F-PLACE1008044//NUCLEAR PORE COMPLEX PROTEIN NUP10 
7 (NUCLEOPORIN NUP107) (107 KD NUCLEOPORIN) (P105). 
III. 9e- 106: 208: 93//RATTUS NORVEGICUS (RAT) . //P5259 
0 
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F-PLACE1008045//C0LLAGEN ALPHA 1(XII) CHAIN (FRAGM 
ENTS).//3.9e-09:49:53//B0S TAURUS (BOVINE). //P2550 
8 

F-PLACE1008080//RNA REPUCASE POLYPROTEIN (EC 2.7. 
7.48).//0.00025:100:27//EGGPLANT MOSAIC VIRUS. //P2 
0126 

F-PLACE1OO8095//PR0T0P0RPHYRI NOGEN OXIDASE (EC 1. 
3. 3. 4) (PPO) . //0. 90: 74: 25//MYC0BACTERIUM TUBERCULO 
SIS.//053230 

F-PLACE10081 1 1//HYP0THETI CAL PROTEIN MJECS12.//0.3 10 
0: 38: 42//HETHAN0C0CCUSJANNASCHI I . //Q60311 
F-PLACE1008122//PEA2 PROTEIN (PPF2 PROTEIN). //0. 00 
85:117:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P40091 

F-PLACE1008129//PROCOLLAGEN ALPHA 2(1) CHAIN PRECU 
RSOR (FRAGMENTS) . //1. 8e-06: 154: 36//GALLUS GALLUS 
(CHICKEN).//P02467 

F- PLACE 1 008 1 32//HYP0THETI CAL 127.4 KD PROTEIN F07F 
6.4 IN CHROMOSOME 1 1 1 . //1 . 4e- 13: 227: 36//CAEN0RHABD 
ITIS ELEGANS. //Q09531 20 
F-PLACE1008177//TRICH0HYALIN. //2. 7e-10: 230: 26//0VI 
S ARIES (SHEEP). //P22793 
F-PLACE1008181 

F-PLACE1008198//SKIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN). //O. 00044: 121 :34//XEN0PUS LAEVIS 

(AFRICAN CIAWED FROG). //PI 7437 
F-PLACE1008201//ZINC FINGER PROTEIN ZFMSA12A. //3. 0 
e-05:82:37//MICR0PTERUS SALMOIDES (LARGEMOUTH BAS 
S).//P38621 

F-PLACE1008209//METALL0THI0NEIN-I (MM). //0. 95: 3 30 
9:35//CERC0PITHECUS AETHIOPS (GREEN MONKEY) (GRIVE 
T).//P02797 

F-PLACE1008231//PR0CYCLI C FORM SPECIFIC POLYPEPTID 
E Bl-ALPHA PRECURSOR (PROCYCLIN) (PARP) . //0. 028: 2 
3: 52//TRYPAN0S0MA BRUCEI BRUCEI . //P08469 
F-PLACE1008244//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1. 1/1. 2e-23: 148: 38//P0D0SP0RA ANSERI NA. //Q 
00808 

F-PLACE1008273//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT 
PROTEIN) (GAMMA-COP). //I. le-97: 222: 81//B0S TAURUS 40 
(BOVINE). //P53620 

F-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7. 

-).//5.8e-20:161:37//SACCHAR0MYCES CEREVISIAE (BAK 

ER'S YEAST). //P12689 

F-PLACE1008280//UNE-1 REVERSE TRANSCRIPTASE HOHOL 
OG. //6. le-23: 124: 42//H0M0 SAPIENS (HUMAN) . //P08547 
F- PLACE1 008309//HYP0THETI CAL 98.3 KD PROTEIN C9G1. 
06C IN CHROMOSOME I.//0.47:99:37//SCHIZ0SACCHAR0MY 
CES POMBE (FISSION YEAST). //O 14302 
F- PLACE1 008329//PUTATI VE Z PROTEIN. //0. 73: 52: 28//0 50 
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VIS ARIES (SHEEP). //P08105 

F-PLACE1008330//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y I !!!//9.0e-37: 75: 81//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PIACE1008331//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//4. le-08: 70: 50//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE1008356//FRUIT PROTEIN PKIWI501.//0.0037: 14 
8:29//ACTINIDIA CHINENSIS (KIWI) (YANGTAO) . //P4339 
3 

F-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEI 

N).//3.5e-18:205:30//DR0S0PHILA MELANOGASTER (FRUI 

T FLY).//Q04652 

F-PLACE1008369 

F-PLACE1008392 

F-PLACE1008398//GENE 33 POLYPEPTIDE. //1.5e- 102: 22 
5:84//RATTUS N0RVEGICUS(RAT).//P05432 
F-PLACE1008401//PR0UNE-RICH PROTEIN MP-3 (FRAGMEN 
T).//2.9e-08:186:34//MUS MUSCULUS (MOUSE) . //P05143 
F- PLACE1 008402//GENERAL VESICULAR TRANSPORT FACTOR 
P115 (TRANSCYTOSIS ASSOCIATED PROTEIN) (TAP).//9. 
4e-105: 207: 98//B0S TAURUS (BOVINE) . //P41541 
F-PLACE1008405 

F-PLACE1008424//PR0TEIN UL56. //1. 0: 65: 33//HERPES S 
IMPLEX VIRUS (TYPE 1 /STRAIN HFEM) . //P36297 
F-PLACE1008426//MY0SIN HEAVY CHAIN, NON-MUSCLE (ZI 
PPER PROTEIN) (MYOSINII) . //4. 4e-05: 185: 28//DR0S0PH 
I LA MELANOGASTER (FRUIT FLY) . //Q99323 
F-PLACE1008429//NEUR0NAL AXONAL MEMBRANE PROTEIN N 
AP-22.//0. 00054: 172: 25//RATTUS NORVEGICUS (RAT).// 
Q05175 

F-PLACE1008437//HYP0THETI CAL 115.4 KD PROTEIN ZK75 
7.3 IN CHROMOSOME IIL//1.9e-23:226:34//CAEN0RHABD 
ITIS ELEGANS. //P34681 

F- PLACE1 008455//DNA- BI NDI NG PROTEIN (AGNOPROTEIN) . 
//0.97:23:52//BUDGERIGAR FLEDGLING DISEASE VIRUS 
(BFDV).//P13893 

F-PLACE1008457//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! f !//2. le-12: 89: 47//H0M0 SAPIENS (HUMAN).//P3918 

8 

F-PLACE1008465//ZINC FINGER PROTEIN 31 (ZINC FINGE 
R PROTEIN K0X29) (FRAGMENT). //0. 00017: 23: 43//H0M0 
SAPIENS (HUMAN). //P17040 

F-PLACE1008488//HYP0THETICAL PROTEIN UL61.//9. le-0 
5:204:30//HUMAN CYTOMEGALOVIRUS (STRAIN AD169).//P 
16818 

F-PLACE1008524//H0ME0B0X PROTEIN HLX1 (HOMEOBOX PR 
OTEIN HB24) . //0. 95: 74: 36//H0H0 SAPIENS (HUMAN). //Q 
14774 

F-PLACE1008531//!!!! ALU SUBFAMILY SC WARNING ENTR 
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Y !!! !//3. le-05: 86: 45//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-PLACE1008532//HYP0THETI CAL 36.4 KD PROTEIN IN SM 
P1-MBA1 INTERGENIC REGION. //3. 9e- 21: 62: 45//SACCHAR 
OMYCES CEREVISIAE (BAKER' S YEAST) . //P38298 
F-PLACE1008533//HYP0THETI CAL 86.2 KD PROTEIN C4G8. 

04 IN CHROMOSOME I.//3.5e-06: 118: 29//SCHIZ0SACCHAR 
OMYCES POMBE (FISSION YEAST) . //Q09830 
F-PLACE1008568//NEUR0NATIN. //O. 046: 34: 52//H0M0 SAP 

I ENS (HUMAN). //Q16517 10 
F- PLACE1 008584//HUNCHBACK PROTEIN (FRAGMENT) . //0. 9 
4: 30: 43//LITH0BIUS FORFICATUS. //Q02030 
F-PLACE1008603//NUCLEAR PORE COMPLEX PROTEIN NUP15 

5 (NUCLEOPORIN NUP155) (155 KD NUCLEOPORIN) (P140). 
//3. 9e-123: 224: 96//RATTUS NORVEGICUS (RAT) . //P3719 
9 

F-PLACE1008621//B-CELL GROWTH FACTOR PRECURSOR (BC 
GF-12 KD).//5.Oe-05:31:67//H0M0 SAPIENS (HUMAN).// 
P20931 

F- PLACE1008625//DI SAGREGI N (PLATELET AGGREGATION A 20 

CTIVATION INHIBITOR). //0. 87: 17: 52//0RNITH0D0R0S MO 

UBATA (SOFT TI CK) . //P36235 

F- PLACE1 008626//METALL0THI ONEI N- 1 (MT-I) . //0. 77: 3 

3:36//SCYLLA SERRATA (MUD CRAB) . //P02805 

F-PLACE1 008627//METALL0THI ONEI N- I I I (MT-III) (GROW 

TH INHIBITORY FACTOR) (GIF) (GIFB).//0. 14:44: 31//H0 

MO SAPIENS (HUMAN).//P25713 

F-PLACE1008629 

F- PLACE1 008630//PR0TAMI NE Z3 (SCYLUORHININE 13)./ 
/0.78:33:36//SCYLI0RHINUS CANICULA (SPOTTED DOGFIS 30 
H) (SPOTTED CATSHARK).//P30258 
F- PLACE1 008643//I NTER- ALPHA- TRYPSI N INHIBITOR HEAV 

Y CHAIN H4 PRECURSOR (ITI HEAVY CHAIN H4) (INTER-A 
LPHA- TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RELATED 
PROTEIN) (PLASMA KALLIKREIN SENSITIVE GLYCOPROTEIN 

120) (PK-120). //1.7e-30: 220: 41//H0M0 SAPIENS (HUM 
AN).//Q14624 

F-PLACE1008650//PP1/PP2A PHOSPHATASES PLEIOTROPIC 
REGULATOR PRLl.//2.5e-10: 106: 31//ARABID0PSIS THAU 
ANA (MOUSE-EAR CRESS). //Q42384 40 
F-PLACE1008693//B0WMAN-BIRK TYPE PROTEINASE INHIBI 
TOR (MSTI).//1.0:36:38//MEDICAG0 SCUTELLATA (SNAIL 
MEDIC). //P80321 

F-PLACE1008696//NADH-UBI QUI NONE OXIDOREDUCTASE 23 
KD SUBUNIT PRECURSOR (EC 1.6.5.3) (EC 1.6.99.3) (C 
OMPLEX I -23KD) (CI -23KD) (TYKY SUBUNI T) . //4. 8e- 14: 
47:80//H0M0 SAPIENS (HUMAN) . //0002 17 
F- PLACE 1 0087 1 5//HYP0THETI CAL 13.4 KD PROTEIN IN AC 
T5- YCK1 I NTERGENI C REGI ON. //O. 66: 105: 24//SACCHAR0M 
YCES CEREVI SI AE (BAKER' S YEAST) . //P38834 50 



2002-191363 
3114 

F- PLACE 1 00874 8//HYP0THETI CAL 57.5 KD PROTEIN IN VM 
A7-RPS25A INTERGENIC REGION. //0. 10: 178: 26//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST). //P532 14 
F-PLACE1008757//HYP0THETICAL 10.1 KD PROTEIN IN RH 
SD-GCL INTERGENIC REGION (0RFD3).//0.60:44:34//ESC 
HERICHIA C0LI.//P33669 

F- PLACE 1 008790//I MPORTI N ALPHA-6 SUBUNIT (KARYOPHE 
RIN ALPHA-6 SUBUNIT) (IMPORTIN ALPHA S2).//3.0e-6 
9: 191: 80//MUS MUSCULUS (MOUSE) . //035345 
F-PLACE1008798//BACTERI OCI N LACTOBIN A. //1. 0:34: 41 
//LACTOBACILLUS AMYLOVORUS. //P80696 
F-PUCE1008807//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
OG. //O. 91 : 77: 36//H0M0SAPI ENS (HUMAN) . //P08547 
F-PLACE1008808//REC1 PROTEIN. //0. 45: 39: 30//USTILAG 
0 MAYDIS (SMUT FUNGUS) . //P14746 
F-PLACE1008813 

F-PLACE1008851//VERY HYPOTHETICAL 11.8 KD PROTEIN 
IN KTR3-DUR1.2 INTERGENIC REGION. //l.0: 62: 30//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . 7/P38309 
F-PLACE1008854//HYP0THEnCAL 182.0 KD PROTEIN IN N 
MD5-H0M6 INTERGENIC REGION. //1. 0: 82: 26//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST). //P47 170 
F-PLACE1008867//PATATIN T5 PRECURSOR (POTATO TUBER 
PROTEIN) . //0. 65: 61: 36//S0IANUM TUBEROSUM (POTAT 
0).//P15478 

F-PLACE1008887//LINE-1 REVERSE TRANSCRIPTASE HOMOL 

0G.//1.5e-56:180:54//NYCnCEBUS COUCANG (SLOW LORI 

S).//P08548 

F-PLACE1008902 

F-PLACE1008920 

F-PLACE1008925//HYP0THETI CAL 41.2 KD PROTEIN IN GA 
PA-RND INTERGENIC REGION. //0. 90: 77: 33//ESCHERICHIA 
C0U.//P76242 

F-PLACE1008934//HYP0THETICAL PROTEIN IN ADHS 5' REG 
ION (0RF3) (FRAGMENT) . //0. 14: 77: 45//GLUC0N0BACTER 
SUB0XYDANS.//005543 

F-PLACE1008941//ZINC FINGER PROTEIN 141.//1. le-17: 
45: 95//H0H0 SAPIENS (HUMAN). //Ql 5928 
F-PLACE1008947//MAJ0R CENTROMERE AUTOANTIGEN B (CE 
NTROMERE PROTEIN B) (CENP-B) . //A. le- 14: 136: 39//MUS 
MUSCULUS (HOUSE). //P27790 

F-PUCE1009020//ANNEXIN VII (SYNEXIN) (FRAGMENT)./ 
/0. 74: 37: 48//B0S TAURUS (BOVINE) . //P20072 
F-PLACE1009027//NADH-UBI QUI NONE OXIDOREDUCTASE CHA 
I N 4L (EC 1 . 6. 5. 3) . //0. 39: 57: 36//BALAEN0PTERA MUSC 
ULUS (BLUE WHALE). //P41301 
F-PLACE1009039 

F-PLACE1009045//HYP0THETI CAL 9.5 KD PROTEIN IN SPE 
A-METK I NTERGENI C REGI ON (F83) . //0. 48: 32: 43//ESCHE 
RICHIA C0LI.//P46879 
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F-PLACE1009048 
F-PLACE1009050 

F- PLACE 1 009060//HYP0THETI CAL 98.3 KD PROTEIN R10E1 
2.1 IN CHROMOSOME III . //4. 9e-23: 244: 31//CAEN0RHABD 
ITIS ELEGANS.//P34552 

F-PLACE1009090//50S RIBOSOMAL PROTEIN L35.//1.0:2 
7: 51 //MYCOPLASMA GENITALIUM. //P47439 
F-PLACE1009091 

F-PLACE10Q9094/ /NEL-LI KE PROTEI N (FRAGMENT) . //3. 6e 
-15: 180: 30//H0M0 SAPIENS (HUMAN) . //Q92832 10 
F-PLACE1009099//ZINC FINGER PROTEIN 27 (ZFP-27) (M 
KR4 PROTEIN) (FRAGMENT). //1.4e- 94: 228: 71 //MUS MUSC 
ULUS (MOUSE). //P10077 

F> PLACE1 009 1 1 0//HI RUDI N HV1 (BUFRUDIN) . //1. 0: 49: 34 
//HI RUDINARIA MANILLENSIS (BUFFALO LEECH). //P8 1492 
F-PLACE1009111//I ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! ! ! I//1 . 4e-05: 30: 83//H0M0 SAPIENS (HUMAN) . //P391 
95 

F- PLACE 100911 3//ANNEXI N VII (SYNEXIN) (FRAGMENT)./ 
/O. 032: 40: 52//B0S TAURUS (BOVINE) . //P20072 20 
F-PLACE1009130//HYP0THETI CAL PROTEIN KIAA0032. III. 
3e-37:214:38//H0M0 SAPIENS (HUMAN) . //Ql 5034 
F-PLACE1009150//!!!! ALU SUBFAMILY SX WARNING ENTR 

Y ! I! !//1.6e-32: 56: 76//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE1009155//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! ! ! 2e-17: 101: 57//H0H0 SAPIENS (HUMAN) . //P39 
194 

F- PLACE1 009 1 58//HYP0THETI CAL PROTEIN HKRFX (J1I)./ 
/0. 0058: 73: 42//HUMAN CYTOMEGALOVIRUS (STRAIN AD16 30 
9).//P09711 

F-PLACE1OO9166//CYT0S0LIC PURINE 5* -NUCLEOTIDASE 
(EC 3.1.3.5). //0. 0086: 96: 3O//H0M0 SAPIENS (HUMAN). 
//P49902 

F-PLACE10O9172//HYP0THETICAL 8.7 KD PROTEIN IN GAP 
A-RND INTERGENIC REGION. //1. 0: 19: 52//ESCHERICHA C 
0LI.//P76246 

F-PLACE1009174//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//3. le-17: 47: 82//H0M0 SAPIENS (HUMAN) . //P391 

94 40 
F-PLACE1009183 

F- PLACE1009186/ /HYPOTHETI CAL 11.4 KD PROTEIN C13G 
6. 04 IN CHROMOSOME I . //O. 019: 62: 24//SCHI ZOSACCHARO 
MYCES POMBE (FISSION YEAST) . //Q09783 
F-PLACE1009190//PALMI TOYL-COA HYDROLASE (EC 3.1.2. 
2) (LONG-CHAIN FATTY- ACYL-COA HYDROLASE) (FRAGMEN 
T) . //0. 027: 53: 28//RATTUS NORVEGI CUS (RAT) . //P80250 
F-PLACE1009200//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//5.4e-28: 84: 71//H0M0 SAPIENS (HUMAN) . //P391 

94 50 
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F-PLACE1009230//I ! ! ! ALU SUBFAMILY SB WARNING ENTR 

Y l!!!//2.8e-12: 50: 74//H0M0 SAPI ENS (HUMAN) . //P391 
89 

F-PLACE1009246//UBI QUI NOL- CYTOCHROME C REDUCTASE C 
OMPLEX 7.8 KD PROTEINIC 1.10.2.2) (MITOCHONDRIAL 
HINGE PROTEIN) (CR7) . //1. 0: 17: 52//S0UNUM TUBEROSU 
M (POTATO). //P48504 

F- PLACE1 009298//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS35.//6.6e-41:177:53//SACCHAR0MYCES CE 
REVISIAE (BAKER'S YEAST). //P34 110 
F- PLACE1 009308//KERATI N, ULTRA HIGH-SULFUR MATRIX 
PROTEIN (UHS KERATIN). //0. 00034: 108: 33//H0M0 SAPIE 
NS (HUMAN). //P26371 

F-PLACE1009319//PRESYNAPTIC DENSITY PROTEIN 95 (PS 
D-95).//5.3e-16:84:50//H0M0 SAPIENS (HUMAN) . //P783 
52 

F-PLACE1009328//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
0G.//6.9e-82:263:67//H0M0 SAPIENS (HUMAN) . //P08547 
F-PLACE1009335//60S RIBOSOMAL PROTEIN L32.//0.95:7 
1:36//H0M0 SAPIENS (HUMAN), MUS MUSCULUS (MOUSE), 
AND RATTUS NORVEGI CUS (RAT) . //P02433 
F-PLACE1009338//TRANSCRI PTI ON FACTOR HES-5 (HAIRY 
AND ENHANCER OF SPLIT5).//0.90:42:40//MUS MUSCULUS 

(MOUSE). //P70120 
F-PLACE1009368//BASIC PROUNE-RICH PEPTIDE IB-1.// 
0. 013: 33: 48//H0M0 SAPIENS (HUMAN) . //P04281 
F-PLACE1009375//HYP0THEnCAL 88.1 KD PROTEIN K02D1 
0.1 IN CHROMOSOME III. //0. 0022: 135: 21//CAEN0RHABDI 
TIS ELEGANS.//P34492 

F-PLACE1009388//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y !!!!//4.8e-22:73:65//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PUCE1Q09398//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//8.1e-83:223:65//H0M0 SAPIENS (HU 
MAN).//P51523 

F-PLACE1009404//GLUTENIN, HIGH MOLECULAR WEIGHT SU 
BUNIT PW212 PRECURSOR. //0. 047: 145: 29//TRITICUM AES 
TIVUH (WHEAT). //P08489 

F-PIACE1009410//T0XIN C13S1C1 PRECURSOR. //0. 22:21: 
47//DENDR0ASPIS ANGUSTICEPS (EASTERN GREEN MAMBA). 
//P18329 

F- PUCE1009434//NADH- UBI QUI NONE OXI DOREDUCTASE SUB 
UNIT K (EC 1.6.5.3) (FRAGMENT). //0. 81: 61 :29//ANTH0 
CEROS F0RM0SAE.//Q31791 

F-PLACE1009443//SPU CEOSOME ASSOCIATED PROTEIN 62 
(SAP 62) (SF3A66).//9. le-05: 93: 32//MUS MUSCULUS (M 
OUSE) . //Q62203 

F-PLACE1009444//PH0SPHATI DYLI NOSI TOL 4-KINASE ALPH 
A (EC 2.7.1.67) (PI 4-KINASE) (PTDINS- 4 -KINASE) (PI 
4K-ALPHA).//6.4e-15:41:97//H0M0 SAPIENS (HUMAN).// 
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P42356 

F-PLACE1009459//HYP0THETICAL 42.3 KD PROTEIN C12G1 
2. 11C IN CHROMOSOME I. //0. 0011: 119: 31//SCHIZ0SACCH 
AROMYCES POMBE (FISSION YEAST) . //Q09874 
F-PLACE1009468//PH0SPH0LIPASE A-2-ACTIVATING PROTE 
IN (PLAP).//4.2e-34:101:75//RATTUS NORVEGICUS (RA 
T) . //P54319 

F- PLACE1 009476//DNA- BI NDI NG P52/P100 COMPLEX, 100 
RD SUBUNIT (FRAGMENTS). //O. 086: 21: 52//H0M0 SAPIENS 

(HUMAN). //P30808 10 
F-PLACE1009477 

F-PLACE1009493//HYP0THETICAL 127.3 RD PROTEIN B041 
6.1 IN CHROMOSOME X.//1.4e-18:138:39//CAEN0RHABDIT 
IS ELEGANS.//Q11069 

F-PLACE1009524//ARF NUCLEOTIDE- BINDING SITE OPENER 
(ARNO PROTEIN) (ARF EXCHANGE FACTOR). //9.4e- 80: 15 
5: 85//H0M0 SAPIENS (HUMAN) . //Q994 18 
F- PLACE 1 0095 39//GTP- BI NDI NG NUCLEAR PROTEIN RAN/TC 
4.//1.0:76:26//GIARDIALAMBLIA (GIARDIA INTESTINALI 
S) . //P38543 20 
F-PLACE1009542//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//0. 00016: 31 :77//H0M0 SAPIENS (HUMAN) . //P39 18 

8 

F-PLACE1009571//ATP SYNTHASE B CHAIN (EC 3.6.1.34) 
(SUBUNIT I) . //O. 88: 116: 29//STREPT0C0CCUS PNEUMONI 
AE.//Q59952 

F-PLACE1009581//50S RIBOSOMAL PROTEIN L32.//0.0002 
3:37:51//RH0D0BACTER CAPSULATUS (RHODOPSEUDOMONAS 
CAPSULATA).//P30788 

F-PLACE1009595 30 
F-PLACE1009596//HYP0THETICAL 40.4 KD TRP-ASP REPEA 
TS CONTAINING PR0TEINC14B1.4 IN CHROMOSOME III.// 
2. le-36: 116: 49//CAEN0RHABDI TI S ELEGANS. //Q17963 
F-PLACE1009607//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//1.8e-43:73:69//H0M0 SAPIENS (HUMAN) . //P39 18 

8 

F-PLACE1009613 

F- PLACE 1 00962 1 //TRANSCRI PTI ON FACTOR BTF3 HOMOLOG 

2.//0.91:29: 44//H0M0 SAPIENS (HUMAN) . //Q13891 

F- PLACE1 009622//MATERNAL EFFECT PROTEIN STAUFEN.// 40 

1.3e-22:132:47//DR0S0PHIL\ MELANOGASTER (FRUIT FL 

Y).//P25159 

F- PLACE1009637//HYP0THETI CAL 18.1 KD PROTEIN IN CF 
XA 3 REGI0N.//0.30:28:57//BACTER0IDES VULGATUS.//P 
30905 

F- PLACE1009639//U PASE MODUUTOR PRECURSOR (LIPASE 
HELPER PR0TEIN).//0.23:79:31//PSEUD0M0NAS AERUGIN 
0SA.//Q04591 

F- PLACE1 009659//MEMBRANE- ASSOCI ATED PROTEIN HEM- 2 
(BRAIN PROTEIN H19) (MH19) (FRAGMENT). //3.9e- 126: 2 50 
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27: 96//MUS MUSCULUS (MOUSE) . //P28660 
F-PLACE1009665//IG KAPPA CHAIN V-I REGION (HAU) . // 
0.52:89:35//H0M0 SAPIENS (HUMAN) . //P01600 
F-PLACE1009670/ /CYCLOMALTODEXTRI N GLUCANOTRANSFERA 
SE PRECURSOR (EC 2.4.1.19) (CYCLODEXTRI N-GLYCOSYLT 
RANSFERASE) (CGTASE) . //0. 16: 1 14: 29//PAENI BACI LLUS 
MACERANS (BACILLUS MACERANS) . //P31835 
F-PLACE1009708//HYP0THETI CAL 143.3 KD TRP-ASP REPE 
ATS CONTAINING PR0TEINC12G12. 13C IN CHROMOSOME I./ 
/9. 6e-19: 156: 36//SCHI ZOSACCHAROMYCES POMBE(FISSION 
YEAST). //Q09876 

F-PLACE1009721//MSF1 PROTEIN. //7. 7e-23: 176: 33//SAC 
CHAROMYCES CEREVI SI AE (BAKER'S YEAST) . //P35200 
F-PLACE1009731//AIG1 PROTEIN. //I. le-09: 91: 43//ARAB 
IDOPSIS THAU ANA (MOUSE-EAR CRESS) . //P54 120 
F-PLACE1009763//HYP0THEnCAL 48.9 KD PROTEIN C24H 
6.12C IN CHROMOSOME I.//8.3e-42: 171: 51//SCfflZ0SACC 
HAROMYCES POMBE (FISSION YEAST) . //Q09765F-PLACE100 
9794//C-H0RDEIN (CLONE PC H0R1-3) (FRAGMENT) . //O. 9 
9: 36: 33//H0RDEUM VULGARE (BARLEY) . //PI 7991 
F-PLACE1009798//HYP0THETI CAL PROTEIN C22F3.14C IN 
CHROMOSOME I (FRAGMENT) . //2. 6e-34: 191: 38//SCHIZ0SA 
CCHAROMYCES POMBE (FISSION YEAST) . //Q09779 
F-PLACE1009845//WEB1 PROTEIN (PROTEIN TRANSPORT PR 
OTEIN SEC31) . III. 2e-19: 190: 33//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) . //P38968 
F-PLACE1009861//CATHEPSIN B PRECURSOR (EC 3.4.22. 
l).//4.4e-20:171:33//B0S TAURUS (BOVINE). //P07688 
F-PLACE1009879//HYP0THETI CAL 8.7 KD PROTEIN IN RPL 
22-RPL23 INTERGENIC REGION (0RF70) . //0. 99: 30: 33//A 
STASIA LONGA (EUGLENOPHYCEAN ALGA). //P34779F- PLACE 
1009886 

F- PLACE1 009888//N0NSTRUCTURAL POLYPROTEIN [CONTAIN 
S: NONSTRUCTURAL PROTEIN NSP4] (FRAGMENT). //I. 0:3 . 
3:42//WESTERN EQUINE ENCEPHAUTIS VIRUS. //PI 3896 
F-PLACE1009908//HYP0THETICAL GTP- BINDING PROTEIN C 
3F10. 16C IN CHROMOSOMEI . //3. le-42: 205: 46//SCHIZ0SA 
CCHAROMYCES POMBE (FISSION YEAST) . //Q10190 
F-PLACE1009921 

F-PIACE1009924//ATP SYNTHASE A CHAIN (EC 3.6.1.34) 
(PROTEIN 6).//0.70:128:29//TRYPANOSOMA BRUCEI BRU 
CEI.//P24499 

F-PUCE1009925//ATP SYNTHASE D CHAIN, MITOCHONDRIA 
L (EC 3. 6. 1 . 34) . //0. 99: 1 1 1 : 27//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) . //P30902 
F-PIACE1009935//HYP0THETICAL PROTEIN MJ0258. //0. 06 
3: 75: 32//METHAN0C0CCUSJANNASCHI I . //Q57706 
F-PLACE1O09947//NEUR0GRANIN (NG) (P17) (B-50 IHMUN 
OREACTIVE C-KINASE SUBSTRATE) (BICKS) (FRAGMENT)./ 
/0.33:51:45//B0S TAURUS (BOVINE). //P35722 
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F-PLACE1009971//MIPP PROTEIN (MURINE IAP-PROMOTED 
PLACENTA- EXPRESSED PROTEIN) 7/0.022:84: 27//MUS MUS 
CULUS (MOUSE). //P28575 

F-PLACE1O09992//B0NE MORPHOGENETIC PROTEIN 1 PRECU 
RSOR (EC 3.4.24.-) (BMP- 1) . //O. 0001 1: 35: 51//H0M0 S 
APIENS (HUMAN). //P13497 

F-PLACE1009995//TR0P0MY0SIN, SMOOTH MUSCLE/FIBROBL 
AST CTM1.//0.052:185:22//CI0NA I NTESTI NALI S. //Q070 
68 

F-PLACE1009997//TRANSCRI PTI ON ELONGATION FACTOR S- 10 
II (RNA POLYMERASE 1 1 ELONGATION FACTOR DMS-II) (TF 
IIS).//0.68:98:28//DR0S0PHILA MELANOGASTER (FRUIT F 
LY).//P20232 

F- PLACE 101 0023//HYP0THETI CAL 83.8 KD PROTEIN C27F 
2.7 IN CHROMOSOME III . //6. 6e-06: 111: 32//CAEN0RHABD 
ITIS ELEGANS.//Q18262 

F- PLACE 1 0 1 003 1 / /HYPOTHETI CAL 24.1 KD PROTEIN IN LE 
F4-P33 INTERGENIC REGION. //0. 0024: 72: 33//AUT0GRAPH 
A CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV). 
//P41479 20 
F-PLACE1010053//HYP0THETI CAL PROTEIN HI0593.//0.8 
3: 24: 45//HAEM0PHI LUS INFLUENZAE. //P44022 
F-PLACE1010069 

F- PLACE1 0 1 OO74//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS5.//0. 00027: 192: 28//SACCHAR0MYCES CER 
EVISIAE (BAKER' S YEAST) . //Q92331 
F-PLACE1010076//HUNCHBACK PROTEIN (FRAGMENT) . //0. 8 
0:39:30//SCIARA COPROPHILA (FUNGUS GNAT). //QO 1790 
F-PLACE1010083//RH0-GAP HEMATOPOIETIC PROTEIN CI 
(PI 15) (KIAA0131) . III. 7e-48: 177: 46//H0M0 SAPIENS 30 
(HUMAN). //P98171 

F-PLACE1010089//UBIQUITIN CARBOXYL-TERMI NAL HYDROL 
ASE 11 (EC 3.1.2.15) (UBIQUITIN THI OLESTERASE 11) 
(OBI QUI TIN- SPECIFIC PROCESSING PROTEASE 13) (DEUBIQ 
UITINATING ENZYME 11) (KIAA0055) . //7. 9e-07: 55: 43// 
HOMO SAPIENS (HUMAN) . //P40818 
F-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-).//1.0e 
- 107: 232: 90//RATTUS NORVEGI CUS (RAT) . //Q62671 
F- PLACE 10101 02//DNA- DIRECTED RNA POLYMERASE SUBUNI 
T N (EC 2. 7. 7. 6) . Ill . 0: 33: 45//METHAN0C0CCUS JANNAS 40 
CHII.//Q57649 

F-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEI 
N) . Ill . 2e-47: 200: 46//DR0S0PHI LA MELANOGASTER (FRUI 
T FLY).//Q04652 

F- PLACE 10101 06//RETRO VI RUS - RELATED POL POLYPROTEIN 
[CONTAINS: REVERSE TRANSCRIPTASE (EC 2.7.7.49); E 
NDONUCLEASE] . Ill . 2e- 14: 94: 41//MUS MUSCULUS (MOUS 
E). //PI 1369 

F- PLACE1 01 0 1 34//HYP0THETI CAL 171.5 KD HEUCASE IN 
NUT1- AR02 I NTERGENI C REGI ON. //4. Oe-28: 78: 76//SACCH 50 
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AROHYCES CEREVISIAE (BAKER'S YEAST). //P531 15 
F-PIACE1010148//GAR2 PROTEIN. 111. 6e-05: 180: 26//SCH 
IZOSACCHAROMYCES POMBE(FISSION YEAST) . //P41891 
F- PLACE1010 1 52//UBI QUI TI N CARBOXYL-TERMI NAL HYDROL 
ASE 64E (EC 3. 1.2. 15) (UBIQUITIN THI OLESTERASE 64E) 
(UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEU 
BIQUI TINATING ENZYME 64E).//2. le-59: 227: 54//DR0S0P 
HI LA MELANOGASTER (FRUIT FLY) . //Q24574 
F-PLACE1010181//MALE SPECIFIC SPERM PROTEIN MST87 
F.//0.39:12:58//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//P08175 

F-PLACE1010194//SPUCING FACTOR, ARGININE/SERINE-R 

ICH 2 (SPLICING FACT0RSC35) (SC-35) (SPLICING COMP 

ONENT, 35 KD) (PR264 PROTEIN). //1.4e-07: 95: 43//GAL 

LUS GALLUS (CHICKEN).//P30352 

F- PLACE 101 0202//TRI STETRAPROLI NE (TTP) (TIS11A) (T 

IS11) (ZFP-36).//0.094:109:29//RATTUS NORVEGI CUS 

(RAT).//P47973 

F-PLACE1010231//LANTIBI0TIC NISIN A PRECURSOR. //O. 
99:42:35//LACT0C0CCUSLACTIS (SUBSP. LACTIS) (STREP 
TOCOCCUS LACTIS).//P13068 

F- PLACE 1010261 //SEGREGATI ON DISTORTER PROTEIN. //6. 
0e-71:201:62//DR0S0PHILA MELANOGASTER (FRUIT FLY). 
//P25722 
F-PLACE1010270 

F- PLACE1 010274//HYP0THETI CAL 16.2 KD PROTEIN C4F8. 
01 IN CHROMOSOME I.//4.4e-08: 100:26//SCHIZ0SACCHAR 
OMYCES POMBE (FISSION YEAST) . //014 177 
F-PLACE1010293//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//3.9e-26:94:64//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F- PLACE 101031 0//SYNAPSI NS IA AND IB.//5.7e-09:89:3 

7//RATTUS NORVEGI CUS (RAT) . //P09951 

F- PLACE 1 0 1 032 1 //I MMEDI ATE- EARLY PROTEIN IE180.//0. 

033: 145: 31//PSEUD0RABIES VIRUS (STRAIN KAPLAN) (PR 

V).//P33479 

F-PLACE1010324//MAST CELL DEGRANULATING PEPTIDE (M 
CDP) (MCD).//0.60:25:48//MEGAB0MBUS PENNSYLVANICUS 

(AMERICAN COMMON BUMBLEBEE) . //P04567 
F- PLACE1 0 10329//T0XI N S5C10. III. 0: 39: 33//DENDR0ASP 
IS JAMESONI KAIMOSAE (EASTERN JAMESON'S MAMBA).//P 
01419 

F-P1ACE1010341//!!!! ALU SUBFAMILY SB WARNING ENTR 
Y ! !l!//0. 0049: 49: 55//H0M0 SAPIENS (HUMAN) . //P3918 
9 

F-PLACE1010362//VARIANT-SURFACE-GLYCOPROTEIN PHOSP 
HOUPASE C (EC 3.1.4.47) (VSG LIPASE) (GLYCOSYLPHO 
SPHATIDYUNOSITOL-SPECIFIC PHOSPHOU PASE C)(GPI-PL 
C) . 110. 0034: 89: 3O//TRYPAN0S0MA CRUZI . //015886 
F-PLACE1010364//NADH-UBI QUI NONE OXI DOREDUCTASE B17 
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SUBUNIT (EC 1.6.5. 3) (EC 1.6.99.3) (COMPLEX I-B17) 
(CI -Bl 7) . //1 . 0: 40: 35//SUS SCROFA (PI G) . //Q29259 
F-P1ACE1010383 

F-PLACE1010401//140 KD NUCLEOID PHOSPHOPROTEIN (N 
0PP140) . //0. 10: 174: 22//RAITTJS NORVEGICUS (RAT).//P 
41777 

F-PLACE1010481//HYP0THETICAL 71.9 KD PROTEIN B028 
5.5 IN CHROMOSOME III.//1. 5e-21: 170: 35//CAEN0RHABD 
ITIS ELEGANS. //P46555 

F- PLACE 1010491 //HYPOTHETI CAL 13.5 KD PROTEIN IN MO 10 
B1-SGA1 INTERGENIC REGION. //1. 0:31: 41//SACCHAR0HYC 
ES CEREVISIAE (BAKER'S YEAST) . //P40490 
F-PLACE1010492//HYP0THETICAL 42.3 KD PROTEIN C12G1 
2. 11C IN CHROMOSOME I . //O. 77: 97: 30//SCHIZ0SACCHAR0 
MYCES POMBE (FISSION YEAST) . //Q09874 
F-PLACE1010522//SMALL PROUNE RICH PROTEIN II (SPR 
-IT) (CLONE 930) . //0. 74: 45: 37//H0M0 SAPIENS (HUMA 
N).//P22531 

F-PLACE1010529//DELTA 1-PYRR0LINE-5-CARB0XYIATE SY 
NTHETASE (P5CS) [CONTAINS: GLUTAMATE 5-KINASE (EC 20 
2.7.2.11) (GAMMA-GLUTAMYL KINASE) (GK); GAMM 
A- GLUTAMYL PHOSPHATE REDUCTASE (GPR) (EC 1.2.1.41) 

(GLUTAMATE-5-SEMIALDEHYDE DEHYDROGENASE) (GLUTAMY 
L-GAMMA-SEMI ALDEHYDE DEHYDROGENASE) ] . //0. 70: 58: 39/ 
/VIGNA ACONITI FOLIA (MOTHBEAN) . //P32296 
F-PLACE1010547//HYP0THETICAL 31.0 KD PROTEIN IN BU 
D9-RME1 INTERGENIC REGION. //0. 17:68: 39//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P53227 
F- PLACE1 0 1 0562//CHL0R0PLAST SOS RIBOSOMAL PROTEIN 
L33. //0. 50: 48: 29//P0RPHYRA PURPUREA. //P51255 30 
F- PLACE1 010579//HYP0THETI CAL PROTEIN HI 1571. //0. 2 
9:37:43//HAEM0PHILUS I NFLUENZAE. //P44260 
F- PLACE 1010 580//P0TATI VE ATP- DEPENDENT RNA HELICAS 
E C12C2.06.//3.3e-38:178:48//SCHIZ0SACCHAR0MYCES P 
OMBE (FISSION YEAST) . //Q09747 
F- PLACE 1 01 0599//PER0XI SOMAL MEMBRANE PROTEIN PER10 

(PEROXIN-14) . //4. 6e-17: 192: 31//PICHIA ANGUSTA (YE 
AST) (HANSENULA POLYMORPHA) . //P78723 
F- PLACE1 01061 6//HYP0THETI CAL 9.2 KD PROTEIN IN RNP 
A 3REGI0N.//0.44:32:37//PSEUD0M0NAS PUTIDA.//P257 40 
53 

F- PLACE 1 0 1 0622//A- AGGLUTI NI N ATTACHMENT SUBUNIT PR 
ECURSOR. //5. Oe-06: 102: 42//SACCHAR0MYCES CEREVISIAE 

(BAKER'S YEAST). //P32323 
F-PLACE1010624//SALIVARY PROUNE-RICH PROTEIN PO 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 
00036: 134: 32//H0M0 SAPIENS (HUMAN) . //P101 62 
F-PLACE1010628 

F-PLACE1010629//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y I ! ! ! //2. 7e- 12: 37: 81//H0M0 SAPI ENS (HUMAN) . //P391 50 
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94 

F-PLACE1010630 

F-PLACE1010631//WNT-5B PROTEIN (FRAGMENT). //0. 49: 6 
2:30//EUMECES SKILTONIANUS (WESTERN SKINK) . //P2811 
8 

F-PLACE1010661//MATERNAL EXUPERANTIA 2 PROTEIN.// 
1.0:95: 30//DR0S0PHI LA PSEUDOOBSCURA (FRUI T FLY) . // 
Q24617 

F- PLACE1 01 0662//UDP- GLUCOSE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT) . //3. 2e-0 
5: 117: 24//DR0S0PHI LA MELANOGASTER (FRUIT FLY).//QO 
9332 

F-PLACE1010702//ZINC FINGER PROTEIN 195.//1.4e-62: 
117:62//H0M0 SAPIENS (HUMAN). //Ol 4628 
F-PLACE1010714 

F-PLACE1010720//CHR0M0S0ME ASSEMBLY PROTEIN XCAP- 
C.//l.le-64:176:76//XEN0PUS LAEVIS (AFRICAN CUWED 
FR0G).//P50532 

F-PIACE1010739//TAT PROTEIN (TRANSACTIVATING REGUL 
ATORY PROTEIN) (FRAGMENT).//0.97:31:41//HUMAN IMMU 
NODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV-1).// 
P04612 

F-PUCE1010743//PR0LINE-RICH PROTEIN MP-3 (FRAGMEN 
T).//3.8e-05:253:30//MUS MUSCULUS (MOUSE). //P05 143 
F-PLACE1010761//HYP0THETICAL 37.0 KD PROTEIN B049 
5.8 IN CHROMOSOME II.//1.5e-14: 175: 25//CAEN0RHABDI 
TIS ELEGANS. //Q09217 

F- PLACE1 0 10771 //TRANSCRI PTI ONAL REGULATOR PROTEIN 
HCNGP. //1 . 3e- 120: 216: 89//MUS MUSCULUS (MOUSE) . //QO 
2614 

F-PUCE1010786//CENTR0S0MIN (ARROW PR0TEIN).//0.9 
7:133: 24//DR0S0PHI LA MELANOGASTER (FRUIT FLY).//P5 
4623 

F-PUCE1010800//HYP0THETICAL 31.7 KD PROTEIN IN TR 
AX-FINO INTERGENIC REGION (ORFQ.//0. 0060: 111:31// 
ESCHERICHIA C0U.//Q99390 

F- PLACE1 0 1 0802//UREASE ACCESSORY PROTEIN UREI.//0. 
82:44:29//BACILLUS SP. (STRAIN TB-90) . //Q07415 
F-PLACE101081 1//CYT0CHR0ME C-551 (C551) . //O. 99: 42: 
38//ECT0THI ORHODOSPI RAHALOCHLORI S . //P38587 
F-PLACE1010833//CALTRACTIN, ISOFORM 1 (CENTRIN).// 
2.8e-09:90:34//H0M0 SAPIENS (HUMAN). //P4 1208 
F-PLACE1010856//M0LT-INHIBITING HORMONE (MIH).//1. 
0:32:37//PR0CAMBARUS CLARKII (RED SWAMP CRAYFISH). 
//P55848 

F-PLACE1010857//IG ALPHA- 1 CHAIN C REGION. //0.49:7 
3:34//G0RIUA GORILLAGORILLA (LOWLAND GORILLA). //P 
20758 

F-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//1.2e-56:173:58//H0M0 SAP 
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I ENS (HUMAN). //Q05481 

F-PLACE1010877//HEAT SHOCK PROTEIN 82. //0. 13: 130: 2 
5//ZEA MAYS (MAI ZE) . //Q08277 
F-PLACE1010891//HYP0THETICAL 8.2 KD PROTEIN IN BLT 
R-SPOIIIC INTERGENIC REGION. //0. 95: 51: 27//BACILLUS 
SUBTIUS.//P54436 

F-PLACE1010896//SERINE/THRE0NINE-PR0TEIN KINASE PT 
K1/STK1 (EC 2.7.1.-) //0.98:71:30//SACCHAR0MYCES C 
EREVISIAE (BAKER'S YEAST) . //P36002 
F-PLACE1010900//HYP0THETICAL PROTEIN HI 0840. //1. 0: 10 
42:30//HAEM0PHILUS INFLUENZAE. //P44897 
F-PLACE1010916//KERATIN, HIGH-SULFUR MATRIX PROTEI 
N, IIIB3. //0. 060: 59: 35//0VIS ARIES (SHEEP) . //P0244 
4 

F-PLACE1010917//E2 GLYCOPROTEIN PRECURSOR (SPIKE G 
LYCOPROTEIN) (PEPLOMERPROTEIN) . //O. 71: 141: 24//B0VI 
NE CORONAVIRUS (STRAIN L9).//P25191 
F- PLACE 101 09 25//HYP0THETI CAL 8.1 KD PROTEIN. //1. 0: 
17:58//THERM0PR0TEUS TENAX VIRUS 1 (STRAIN KRAI) 
(TTV1) . //P19285 20 
F-PLACE1010926//HYP0THETICAL PROLINE-RICH PROTEIN 
KIAA0269. //O. Oil: 51: 45//H0M0 SAPIENS (HUMAN) . //Q92 
558 

F-PLACE1010942//EPI DERMAL GROWTH FACTOR RECEPTOR S 
UBSTRATE SUBSTRATE 15 (PROTEIN EPS15).//3. le-09:64: 
37//MUS MUSCULUS (MOUSE) . //P42567 
F-PLACE1010944//GAP JUNCTION ALPHA- 3 PROTEIN (CONN 
EXIN 44) (CX44) . //0. 17: 71 : 38//B0S TAURUS (BOVINE). 
//P41987 

F-PLACE1010947 30 
F-PLACE1O1O954//TR0POMY0SIN ALPHA CHAIN, SKELETAL 
MUSCLE. //O. Oil: 144: 26//H0MO SAPIENS (HUMAN) . //P094 
93 

F- PLACE1 0 1 0960//ACTI N - LI KE PROTEIN 13E.//1. le-60: 1 
36:52//DR0S0PHILA MELANOGASTER (FRUIT FLY).//P4589 
0 

F-PLACE1010965 

F-PLACE1011026//PERI0D CLOCK PROTEIN (FRAGMENT).// 
1.0:64:31//DR0S0PHIIAANANASSAE (FRUIT FLY).//Q0329 
3 40 
F- PLACE 1011 032//RI BONUCLEASE HI (EC 3.1.26.4) (RNA 
SE HI) (RI BONUCLEASE H) (RNASE H).//1.0:32:37//SAL 
MONELLA TYPHI MURIUM. //P23329 
F-PLACE1011041//H0ME0B0X PROTEIN VAB-7.//0. 36:65:3 
0//CAENORHABDITIS ELEGANS. //Q93899 
F-PLACE101 1046//1-PH0SPHATIDYUN0SIT0L-4, 5-BISPHOS 
PHATE PHOSPHODIESTERASE BETA 1 (EC 3.1.4.11) (PLC- 
BETA-1) (PHOSPHOLIPASE C-BETA-1) (PLC-I) (PLC-15 
4).//1.3e-22:58:93//RAlTUS NORVEGICUS (RAT).//P106 
87 50 
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F-PLACE1011054//!!!! ALU SUBFAMILY SX WARNING ENTR 
Y !!!!//1.6e-07:38:73//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE101 1056//HI STONE Hl.//2.2e-10: 109: 41//PISUM 
SATIVUM (GARDEN PEA). //P08283 
F-PLACE1011057 

F-PLACE101 1090//HYP0THETI CAL 33.8 KD PROTEIN IN TW 
T1-FL05 INTERGENIC REGION. //1.8e-07: 133: 32//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P38892 
F-PLACE101 1 109//EL0NGATI ON FACTOR G, MITOCHONDRIAL 
PRECURSOR (MEF-G).//5.4e-25:63:88//RATTUS NORVEGI 
CUS (RAT).//Q07803 

F- PLACE10 1 1114/ /PUTATI VE ATP-DEPENDENT RNA HELICAS 

E C1F7. 02C. //8. 4e-31: 157: 45//SCHI ZOSACCHAROMYCES P 

OMBE (FISSION YEAST) . //Q09916 

F- PLACE1 0 11133/ /SERUM AMYLOID P-COMPONENT PRECURSO 

R (SAP) (9. 5S ALPHA- 1-GLYCOPROTEI N) . //0. 92: 58: 31// 

HOMO SAPIENS (HUMAN) . //P02743 

F-PLACE101 1 143//PR0BABLE E5 PROTEIN. //0. 24: 42: 35// 

HUMAN PAPILLOMAVIRUS TYPE 31.//P17385 

F-PLACE101 1 160//EARLY NODULIN 55-2 PRECURSOR (N-55 

-2) (NODUUN-315) . //0. 88: 98: 27//GLYCINE MAX (SOYBE 

AN).//Q02917 

F-PLACE1011165//HISTIDINE-RICH PROTEIN. //0. 013: 13: 
76//PLASM0DIUM FALCIPARUM (ISOLATE FCM17 / SENEGA 
L).//P14586 

F-PLACE1011185//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//1.4e-13:98:50//H0M0 SAPIENS (HUMAN). //P39 18 

8 

F-PLACE1011203 

F-PLACE1011214//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L) . //I . 0: 48: 27//EQUUS ASINUS (DONKEY) . //P924 
79 

F-PIACE101 1219//PR0BABLE OXIDOREDUCTASE (EC 1.-.-. 
-) . //1 . 9e- 15: 162: 31//STREPT0MYCES ANTI BI OTI CUS. //Q 
03326 

F-PLACE101 1221//ANTI THROMBI N-I I I HOMOLOG. //O. 84: 7 
4:33//F0WLP0X VIRUS (ISOLATE HP-438[MUNICH]).//P14 
369 

F-PLACE101 1229//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN IHOLESTERASE 4) (U 
BI QUI TIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUI 
TINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOM 
OLOG) . //3. 5e-86: 218: 68//H0M0 SAPIENS (HUMAN). //Q13 
107 

F- PLACE1 0 1 1 263/ /ANKYRI N , BRAIN VARIANT 2 (ANKYRIN 
B) (ANKYRIN, NONERYTHROID) (FRAGMENT). //3.0e- 07: 9 
9: 36//H0M0 SAPIENS (HUMAN). //Q01485 
F-PLACE1011273 

F- PLACE 1011291 //PROTEI N KINASE C SUBSTRATE 80 KD P 
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ROTEIN (FRAGMENTS). //O. Oil: 36: 50//RATTUS NORVEGICU 
S (RAT).//P20468 

F-PLACE101 1296//H0ME0B0X PROTEIN DLX-6. //0. 76: 55: 3 
2//BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA DANIO).//Q 
98877 

F-PLACE1011310//ATP SYNTHASE PROTEIN 9," IOTOCHONDR 
IAL (EC 3.6.1.34) (LIP I D-B I ND I NG PRO 

TE I N) . //O. 4 6:4 3:4 4//PETUN ' 
IA SP. (PETUNIA) . //Q0 7 0 6 0 
F-P LACE 1 0 1 1 3 2 5//HYPOTHET I 10 
CAL 2 2 2. 8 KD PROTEIN C1F 
3. 06C IN CHROMOSOME I.// 
0. 0 0 0 2 1 : 1 7 1 : 2 7//SCH I ZOSAC 
CHAROMYCfS POMBE (FISSION 

YEAST) . //Q 10 4 11 
F-PLACE101 133 2/ /DN A— DAM AG 
E-RE PA I R/TOLERAT I ON PROTE 
IN DRT101 PRECURSOR. //7. 3 
e-2 7 : 1 1 3:5 2// ARAB I DO PS I S 
THALIANA (MOUSE-EAR CRES 20 
S) . //Q0 5 2 1 1 

F-PLACE101 134 0// ! ! ! ! ALU 
SUBFAMILY J WARNING ENTRY 
! ! ! ! //2. 6e-07:40:6 2//HOM 
O SAPIENS (HUMAN) . //P39 18 
8 

F-P LACE 10 1 137 1//I NTER-ALP 
HA-TRYPSIN INHIBITOR HEAV 
Y CHAIN H2 PRECURSOR (ITI 

HEAVY CHAIN H2).//2. 2e-5 30 
4 : 2 2 7 : 4 4//MUS MUSCULUS (M 
OUS E) . //Q6 17 0 3 
F-PLACE101 1375 //PROBABLE 
E5 PROTEIN. //0. 9 3:2 8:5 7// 
HUMAN PAPILLOMAVIRUS TYPE 

5 1 . //P 2 6 5 5 3 
F-PLACE101 139 9//H I STONE H 
2 B-IV. //0. 1 9 : 1 2 9 : 2 7//VOLV 
OX CARTER I . // P 1 6 8 6 8 
F-PLACE1011419 40 
F-PLACE101 143 3//Z INC F I NG 
ER PROTEIN GLI3 (FRAGMEN 
T) . //3. 4 e-0 5 : 1 3 3 : 2 4//GALL 
US GALLUS (CHICKEN) . //P55 
8 7 9 

F — PLACE101 1 452 // L I N E — 1 RE 
VERSE TRANSCRIPTASE HOMOL 
OG. //3. 9e-2 5 : 7 6:6 3//HOMO 
SAPIENS (HUMAN) . //P0 8 54 7 
F-P LACE 1 0 I 1 4 6 5//ECTODERMA 50 
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L DYSPLAS I A . PROTE I N (EDA 
PROTE I N) . //0. 9 7:3 6:4 1//HO 
MO SAPIENS (HUMAN) . //Q 9 2 8 
3 8 

F-PLACE 1 0 1 1 4 7 2 //METAL LOTH 
IONEIN-1 (CUMT-'l) . //0. 08 
4:5 5:3 0//HOMARUS AMER I CAN 
US (AMERICAN LOBSTER). //P 
2 9 4 9 9 

F-PLACE101 147 7//CELL SURF 
ACE GLYCOPROTEIN 1 PRECUR 
SOR (OUTER LAYER PROTEIN 
B) (S-LAYER PROTEIN 1 ) . // 
0. 0 2 8 : 1 2 9 : 3 4//CLOSTR I D I UM 

THERMOCELLUM. //Q0 6 8 5 2 
F-PLACE 1 0 1 1 4 9 2//NON — G R E E N 
PLASTID TRIOSE PHOSPHATE 
TRANS LOCATOR PRECURSOR 
(CTPT) . //2. 9 e - 1 3 : 1 4 7 : 3 1// 
BRASSICA OLERACEA (CAULIF 
LOWER) . //P5 2 1 7 8 
F-PLACE101 1503// PUTATIVE 
FERREDOX I N-L I KE PROTEIN I 
N PURL-DPJ I NTERGEN I CREG I 
ON (O 86). //0. 66:32:4 0//ES 
CHERICHIA COLI. //P 5 2 10 2 
F-PLACE 1 0 115 2 0 
F-PIACE101 1563//L0RI CRI N. //0. 00023: 112: 39//H0M0 SA 
PIENS (HUMAN). //P23490 

F-PLACE1011567//!!!! ALU SUBFAMILY SX WARNING ENTR 
Y ! ! ! !//9. 2e-31: 78: 76//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE1011576//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEI N HTF10) (HPF7) . //1 . 5e-32: 45: 86//H0M0 SAPI 
ENS (HUMAN) . //Q05481 

F-PLACE1011586//N-TYPE CALCIUM CHANNEL ALPHA- IB SU 
BUNIT (OMEGA-CONOTOXIN-SENSITIVE N- TYPE, BRAIN CA 
LCIUM CHANNEL ALPHA- 1 SUBUNIT) . //0. 26: 81 : 37//H0M0 
SAPIENS (HUMAN). //Q00975 

F- PLACE1 0 1 1 635//I MMEDI ATE- EARLY PROTEIN IE180.//0. 
00045: 170: 30//PSEUD0RABIES VIRUS (STRAIN INDIANA-F 
UNKHAUSER / BECKER) (PRV).//P11675 
F-PUCE1011641 

F-PLACE101 1643//CUTICLE COLLAGEN 40. //1. 0: 128:32// 
CAENORHABDITIS ELEGANS. //P34804 
F-PLACE1011646//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//l. le-15: 44: 63//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE1011649//HYP0THEnCAL PROTEIN F-215.//0. 48: 
106: 34//HUMAN ADENOVIRUS TYPE 2.//P03291 



(1565) 

3127 

F-PLACE1011650 

F-PLACE101 1664//CR00KED NECK PROTEIN. //1.2e- 79: 20 
1:68//DR0S0PHIIA MELANOGASTER (FRUIT FLY) . //PI 7886 
F-PLACE1011675//FERRED0XIN. //1. 0: 44: 29//METHAN0C0C 
CUS THERMOUTHOTROPHICUS. //P21305 
F-PLACE101 1682//HYP0THETI CAL 7.0 KD PROTEIN IN RPS 
26A-C0X4 INTERGENIC REGION. //l.0: 40: 22//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P53098 
F-PLACE1011719//NEUR0T0XIN TC2-6. //0. 90: 31: 35//PH0 
NEUTRIA NIGRI VENTER (BRAZILIAN ARMED SPIDER). //P29 10 
425 

F- PLACE101 1 725//NUCLE0BI NDI N PRECURSOR (NUCB1) (BO 
NE 63 KD CALCIUM-BINDING PROTEIN). //0. 0065: 125:25/ 
/RATTUS NORVEGICUS (RAT) . //Q63083 
F-PLACE101 1729//SRY- RELATED PROTEIN LG27 (FRAGMEN 
T) . //0. 97: 48: 39//EUBLEPHARIS MACULARIUS. //P40654 
F-PLACE1011749 

F- PLACE1 0 1 1 762//D- BI NDI NG PROTEIN (DBP) (ALBUMIN D 
BOX-BINDING PROTEIN) . //0. 028: 91 : 39//MUS MUSCULUS 
(MOUSE). //Q60925 20 
F-PLACE1011778 

F-PLACE1011783//EMBRY0NIC GROOTH/DI FFERENTI ATI ON F 
ACTOR 1 PRECURSOR (GDF- 1) . //0. 97: 48: 43//MUS MUSCUL 
US (MOUSE). //P20863 

F-PLACE101 1858//C0LLAGEN 1(X) CHAIN PRECURSOR. //O. 
0027: 154: 33//B0S TAURUS (BOVINE). //P23206 
F-PLACE101 1874//BACTERI OCHLOROPHYLL A PROTEIN (BCH 
L A PROTEI N) (BCP) . //I . 0: 60: 26//PR0STHEC0CHL0RIS A 
ESTUARII.//P11741 

F-PLACE101 1875//HYP0THETI CAL 6.6 KD PROTEIN IN GP5 30 
4-ALT INTERGENIC REGION. //0. 99: 34: 35//BACTERI0PHAG 
E T4.//P39495 

F-PLACE1011891//SM00THEUN.//0.018: 122: 31//H0M0 SA 
PIENS (HUMAN). //P53814 

F-PLACE101 1896//SRIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN). //6.3e-09: 203: 35//XEN0PUS LAEVIS 

(AFRICAN CLAWED FROG) . //PI 7437 
F-PLACE101 1922//CRYPTDIN-RELATED PROTEIN 4C-2 PREC 
URSOR (CRS4C).//0.067:37:48//MUS MUSCULUS (MOUSE). 
//P50715 40 
F- PLACE1 0 1 1 923//SERI NE/THREONI NE- PROTEI N KINASE SN 
K (EC 2.7.1.-) (SERUMINDUCIBLE KINASE) . //1. 5e-83: 1 
75:89//MUS MUSCULUS (MOUSE). //P53351 
F-PLACE101 1962//MATING-TYPE PHEROMONE BAP1 (2) PREC 
URS0R.//0.50:46:41//SCHIZ0PHYLLUM COMMUNE (BRACKET 

FUNGUS). //Q02593 

F-PLACE1011964//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
0G.//1.6e-05:47:51//NYCTICEBUS COUCANG (SLOW LORI 
S).//P08548 

F-PLACE1011982//APICAL MEMBRANE ANTIGEN 1 PRECURSO 50 
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R (MEROZOITE SURFACE ANTIGEN). //0. 98: 83: 31//PLASM0 

DIUM FRAGILE. //P22622 

F-PLACE1011995 

F- PLACE101 2031 //HYPOTHETI CAL PROTEIN KIAA0254.//0. 
032: 62: 33//H0M0 SAPIENS (HUMAN) . //Q92543 
F-PLACE2000003//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y !!!!//5.4e-18:63:73//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-PLACE2000006//ANNEXIN VII (SYNEXIN) (FRAGMENT)./ 
/0. 14: 20: 50//B0S TAURUS (BOVINE). //P20072 
F-PLACE2000007//PR0LINE-RICH PROTEIN MP-3 (FRAGMEN 
T). //0. 0045: 176: 30//MUS MUSCULUS (MOUSE). //P05 143 
F-PLACE2000011//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//3.6e-25:57:78//H0M0 SAPIENS (HUMAN) . //P391 
94 

F- PLACE2000014//HYP0THETI CAL HELICASE C28H8.3 IN C 
HROMOSOME III . //0. 00013: 237: 27//CAEN0RHABDITIS ELE 
GANS.//Q09475 

F-PUCE2000015//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y !!!!//1.4e-33:6O:8O//HOM0 SAPIENS (HUMAN) . //P391 
93 

F-PLACE2000017//F0LATE RECEPTOR BETA PRECURSOR (FR 
-BETA) (FOLATE RECEPTOR 2) (FOLATE RECEPTOR, FETAL 
/PLACENTAL) (PLACENTAL FOLATE- BINDING PROTEIN) (FB 
P) . //I . 0: 83: 31//H0M0 SAPIENS (HUMAN) . //P14207 
F-PUCE2000021//EPHRIN TYPE-A RECEPTOR 4 PRECURSOR 
(EC 2.7.1.112) (TYROSINE-PROTEIN KINASE RECEPTOR 
CEK8) ,//0. 99: 103: 26//GALLUS CALLUS (CHICKEN) . //Q07 
496 

F-PLACE2000030//MALE SPECIFIC SPERM PROTEIN MST84D 
A.//0.69:29:44//DR0S0PHILA HELANOGASTER (FRUIT FL 
Y).//Q01642 

F- PLACE2000033//PR0BABLE OXIDOREDUCTASE (EC 1.-.-. 
-) . //I. le-05: 74: 41//STREPT0MYCES ANTIBIOTICUS. //QO 
3326 

F-PLACE2000034//AX0NIN-1 PRECURSOR (AXONAL GLYCOPR 
OTEIN TAG- 1) (TRANSIENT AXONAL GLYCOPROTEIN 1).// 
6.7e-18:191:35//H0M0 SAPIENS (HUMAN) . //Q02246 
F-PLACE2000039//DYNEIN HEAVY CHAIN, CYTOSOLIC (DYH 
C) (MAP lC).//4.7e-80:163:96//RATTUS NORVEGICUS (R 
AT).//P38650 

F-PLACE2000047//!!!! ALU SUBFAMILY SB2 WARNING ENT 
RY !!!!//6.4e-06:63:49//H0M0 SAPIENS (HUMAN) . //P39 
191 

F-PLACE2000050//! ! ! ! ALU SUBFAMILY SC WARNING ENTR 

Y ! !!!//3.2e-22: 74: 64//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-PLACE2000061 

F- PLACE2000062//GLUC0SE STARVATION- INDUCIBLE PROTE 
IN B (GENERAL STRESS PROTEIN B).//1.9e- 06: 108:37// 
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BACI LLDS SUBTI US. //P26907 

F-PLACE2000072//ZINC FINGER PROTEIN 165.//3.5e-34: 

175:49//HOM0 SAPIENS (HUMAN) . //P49910 

F- PLACE2000097//RI BONUCLEASE PANCREATIC (EC 3.1.2 

7.5) (RNASE 1) (RNASEA).//0.36:39:38//0NDATRAZIB 

ETHICUS (MUSKRAT).//P00681 

F-PLACE2000100 

F-PLACE2000103//TUBUUN ALPHA- 4 CHAIN (FRAGMENTS). 

//0. 18: 32: 37//ZEA MAYS (MAIZE) . //P33626 

F-PLACE20OO111//CMRF35 ANTIGEN PRECURSOR. //0. 056: 1 10 

07:27//H0M0 SAPIENS (HUMAN) . //Q08708 

F-PLACE2000 1 1 5//DI AMI NOPI MELATE EPIMERASE (EC 5.1. 

1.7) (DAP EPIMERASE) (FRAGMENT). //l.0: 21: 52//CL0ST 

RIDIUM PERFRINGENS. //Q46185 

F-PLACE2000124//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//3.4e-37:108:68//H0M0 SAPIENS (HUMAN) . //P39 

194 

F- PLACE2000 1 32//PR0BABLE MEMBRANE ANTIGEN GP85.// 
0.99: 133: 29//EPSTEIN-BARR VIRUS (STRAIN B95- 8) (HU 
MAN HERPESVI RUS 4) . //P03224 20 
F-PLACE2000136//VAS0ACTIVE INTESTINAL POLYPEPTIDE 
RECEPTOR 2 PRECURSOR (VIP-R-2) (PITUITARY ADENYLAT 
E CYCLASE ACTIVATING POLYPEPTIDE TYPE III RECEPTO 
R) (PACAP TYPE III RECEPTOR) (PACAP-R-3).//0.83:6 
5:32//MUS MUSCULUS (MOUSE). //P4 1588 
F-PLACE2000140 

F-PLACE2000164//TIPD PROTEIN. //5. 7e-12: 190: 28//DIC 
TYOSTELIUM DISCOIDEUM (SLIME MOLD) . //0 15736 
F-PLACE2000170//BACTERI OCI N CARNOBACTERI OCI N BM1 P 
RECURSOR (CARNOBACTERI OCI N Bl) . //I . 0: 30: 26//CARN0B 30 
ACTERIUM PISCIC0LA.//P38579 
F-PLACE2000172 

F-PLACE2000176//HYP0THETI CAL PROTEIN AF0526.//0.7 
6: 44: 43//ARCHAE0GL0BUSFULGI DUS . //029724 
F-PLACE2000187//EM-LI RE PROTEIN GEA6. //0. 84: 42: 35/ 
/ARABIDOPSIS THALI ANA (MOUSE-EAR CRESS) . //Q02973 
F-PLACE2000216 

F-PLACE2000223//NEUROTOXIN III (LQQ III). //0. 99: 3 
8:34//LEIURUS QUINQUESTRIATUS QUI NQUESTRI ATDS (EGY 
PTIAN SCORPION). //P01487 40 
F-PLACE2000235 

F-PLACE2000246//RING CANAL PROTEIN (KELCH PROTEI 
N) . //5. le-37: 121 : 42//DR0S0PHI LA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-PLACE2000264//I ! ! ! ALU SUBFAMILY SB2 WARNING ENT 
RY !!!!//2.4e-O5:77:42//H0M0 SAPIENS (HUMAN) . //P39 
191 

F-PLACE2000274//DYNEIN BETA CHAIN, CILIARY. //5. 3e- 
46:232:45//TRIPNEUSTESGRATILLA (HAWAIAN SEA URCHI 
N).//P23098 50 
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F-PLACE2000302//TRI CHOHYALI N. //L 5e-06: 215: 29//0RY 
CTOLAGUS CUNICULUS (RABBIT). //P37709 
F-PLACE2000305//!!!! ALU SUBFAMILY J WARNING ENTRY 
I ! 1 1//5. 3e-06: 33: 66//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE2000317//T0XIN C13S1C1 PRECURSOR. //O. 44: 45: 
33//DENDR0ASPIS ANGUSTICEPS (EASTERN GREEN MAMBA). 
//P18329 

F-PLACE2000335//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! !!!//7.9e-08: 35: 71//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE2000341//S0DI UM/GLUCOSE COTRANSPORTER 1 (NA 
(+) /GLUCOSE COTRANSPORTER 1) (HIGH AFFINITY SODIUM 
-GLUCOSE COTRANSPORTER) . //0. 014: 141: 24//0RYCT0LAGU 
S CUNICULUS (RABBIT). //PI 1170 
F-PLACE2000342//HYP0THEnCAL 24.1 KD PROTEIN IN LE 
F4-P33 INTERGENIC REGION. //5.7e-09: 96: 38//AUT0GRAP 
HA CAUFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNP 
V).//P41479 

F-PLACE2000347//ZINC FINGER PROTEIN 177. //5. 9e-05: 
49:53//H0M0 SAPIENS (HUMAN). //Ql 3360 
F-PLACE2000359//! ! i ! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//7.5e-10:69:52//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PIACE2000366 

F-PLACE2000371//ATR0PHIN-1 (DENTATORUBRAL-PALLI DOL 
UYSIAN ATROPHY PROTEIN). //1. 5e- 05: 216: 29//H0M0 SAP 
IENS (HUMAN). //P54259 

F-PIACE2000373//MAX BINDING PROTEIN MNT (ROX PROTE 
IN) (MYC ANTAGONIST MNT) . //0. 27: 63: 33//H0M0 SAPIEN 
S (HUMAN). //Q99583 

F-PLACE2000379//HYP0THETI CAL GENE 1 PROTEIN. //0. 7 
2:120:31//EQUINE HERPESVIRUS TYPE 1 (STRAIN AB4P) 
(EHV-1).//P28978 

F-PLACE2000394//BASIC PROLINE-RICH PEPTIDE P-E (IB 
-9) . //O. 95: 40: 42//H0M0SAPIENS (HUMAN) . //P02811 
F-PLACE2000398//RI BONUCLEASE PRECURSOR (EC 3.1.27. 
-) . //0. 88: 88: 31//AER0M0NAS HYDROPHI LA. //Q07465 
F-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRE 
CURSOR (E2 ANTIGEN) (CD99) (MIC2 PROTEIN) (12E7)./ 
/7. 6e-16: 180: 39//H0M0 SAPIENS (HUMAN) . //P14209 
F- PLACE2000404//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 
C 6.1.1.4) (LEUCINE- -TRNA LIGASE) (LEURS).//1. 7e-9 
4:243:64//CAEN0RHABDITIS ELEGANS. //Q09996 
F- PLACE20004 1 1 //SERI NE/THREONI NE PROTEIN PHOSPHATA 
SE 5 (EC 3.1.3.16) (PP5) (PROTEIN PHOSPHATASE T) 
(PPT) (FRAGMENT). //1. 2e-09: 78: 39//MUS MUSCULUS (MO 
USE).//Q60676 

F-PLACE2000419//!!!! ALU SUBFAMILY J WARNING ENTRY 
! I ! !//2. 6e-20: 61: 62//H0M0 SAPIENS (HUMAN) . //P3918 
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F-PLACE2000425//HYP0THETI CAL 11.9 KD PROTEIN IN MS 
B2-UGA1 INTERGENIC REGION. //0. 98: 75: 32//SACCHAR0MY 
CES CEREVISIAE (BAKER' S YEAST) . //P53211 
F-PLACE2000427//INSULIN PRECURSOR. //0. 98: 55: 34//CE 
RCOPITHECUS AETHIOPS (GREEN MONKEY) (GRIVET).//P30 
407 

F-PLACE2000433//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//7. 5e-07: 65: 50//H0M0 SAPIENS (HUMAN) . //P3918 
8 10 
F-PLACE2000435 

F-PLACE2000438//HYP0THETI CAL 67.9 KD PROTEIN ZK68 
8.8 IN CHROMOSOME III.//4. 7e-66: 178: 47//CAEN0RHABD 
ITIS ELEGANS.//P34678 

F-PIACE2000450//I ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y !! !!//2.1e-23: 88: 62//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE2000455//T0XIN II (TOXIN II. 10. 9. 2) (FRAGME 
NT).//0.093:18:44//CENTRUR0IDES LIMPIDUS LIMPIDUS 
(MEXICAN SCORPION) . //P45630 20 
F- PLACE2000458//CADHERI N- RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PROTEIN). //3. le- 23: 165: 40//DR0S0PHI 
LA MELANOGASTER (FRUIT FLY) . //P33450 
F-PLACE2000465//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! //3. 6e-23: 73: 63//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE2000477//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//4.4e-37:90:78//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE3000Q04//EYES ABSENT HOMOLOG 3. Il\ . le-09: 2 30 
7: 100//MUS MUSCULUS (MOUSE) . //P97480 
F-PLACE3000009//PUTATI VE CUTICLE COLLAGEN C09G5.6. 
//0. 0061: 148: 34//CAEN0RHABDITIS ELEGANS. //Q09457 
F-PLACE3000020//ADENYLATE CYCLASE, OLFACTIVE TYPE 
(EC 4.6.1.1) (TYPE III) (ATP PYROPHOSPHATE- LYASE) 
(ADENYLYL CYCLASE) . //8. 8e-93: 193: 92//RATTUSN0RVEGI 
CUS (RAT).//P21932 

F-PLACE3000029//50S RIBOSOMAL PROTEIN L31E.//0.15: 
50: 38//METHAN0C0CCUS JANNASCHII . //P54009 
F-PLACE3000059//TCP1 -CHAPERONI N COFACTOR A. //0. 96: 40 
50:34//B0S TAURUS (BOVINE). //P48427 
F-PLACE3000070//HYP0THETI CAL 17.1 KD PROTEIN IN PU 
R5 3'REGION.//0.29:22:59//SACCHAROMYCES CEREVISIAE 

(BAKER' S YEAST). //P38898 
F-PLACE3000103//LYSIS PROTEIN (E PROTEIN) (GPE) . // 
0. 99: 53: 32//BACTERI0PHAGE ALPHA- 3. //P31280 
F-PLACE3000119//I ! ! ! ALU SUBFAMILY SB WARNING ENTR 

Y !! !!//5.4e-41: 87: 78//H0M0 SAPIENS (HUMAN) . //P391 
89 

F- PLACE3000 1 2 1 //VESI CULAR TRAFFIC CONTROL PROTEIN 50 
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SEC15. //I. Oe-07: 269: 22//SACCHAR0MYCES CEREVISIAE 
(BAKER'S YEAST). //P22224 

F-PIACE3000124//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//1.2e-29:97:73//H0M0 SAPIENS (HUMAN). //P3918 

8 

F-PLACE3000136//PARS INTERCEREBRAUS MAJOR PEPTIDE 
Dl (PMP-D1) . //0. 77: 26: 42//L0CUSTA MIGRATORIA (MIG 
RATORY LOCUST). //P80059 

F-PLACE3000142//HYP0THETI CAL 7.1 KD PROTEIN IN NAD 
2 3' REGION (ORF 63).//0.82:34:41//MARCHANTIA POLYM 
ORPHA (LIVERWORT). //P38468 

F-PLACE3000145//TENSIN. //3. 5e-91: 238: 74//GALLUS GA 
LLUS (CHICKEN). //Q04205 

F-PLACE3000147//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y !!! I//4. 4e-30: 61: 65//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE3000148//P0L POLYPROTEIN [CONTAINS: PROTEAS 
E (EC 3.4.23.-); REVERSE TRANSCRIPTASE (EC 2.7.7.4 
9); ENDONUCLEASE] . //1. 4e-18: 226: 34//GIBB0N APE LEU 
KEMIA VIRUS. //P21414 

F- PLACE3000 1 55/ /EXTENSI N PRECURSOR (PROUNE-RICH G 
LYCOPROTEIN) . //0. 00014: 107: 33//ZEA MAYS (MAIZE) . // 
P14918 

F-PLACE3000156//P0L POLYPROTEIN [CONTAINS: PROTEAS 
E (EC 3.4.23.-); REVERSE TRANSCRIPTASE (EC 2.7.7.4 
9) ; ENDONUCLEASE] . //2. le- 19: 169: 30//BAB00N ENDOGEN 
OUS VIRUS (STRAIN M7).//P10272 
F- PLACE3000 1 57//PR0BABLE SERINE/THREONINE- PROTEIN 
KINASE CY50.16 (EC 2. 7. 1. -) . //0.0061: 92: 30//MYC0BA 
CTERIUM TUBERCULOSIS. //Q11053 
F-PUCE3000158//!!!! ALU SUBFAMILY SB WARNING ENTR 

Y !!!!//5.7e-49:56:80//H0M0 SAPIENS (HUMAN) . //P391 
89 

F-PLACE3000160//DNA TRANSFORMATION PROTEIN TFOX (C 
OMPETENCE ACTIVATOR) (PROTEIN SXY) . //0. 39: 94: 34//H 
AEMOPHILUS INFLUENZAE. //P43779 
F-PLACE3000169//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y !!!!//5.6e-28:99:59//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-PIACE3000194//PR0LINE-RICH PROTEIN LAS17.//0.91: 
80: 36//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . // 
Q12446 

F-PIACE3000197//NEUR0FI LAMENT TRIPLET M PROTEIN (1 
60 KD NEUROFILAMENT PROTEIN) (NF-M). //0. 24: 119:32/ 
/CALLUS GALLUS (CHICKEN). //PI 6053 
F- PLACE3000 1 99//EXTENSI N PRECURSOR (CELL WALL HYDR 
OXYPROUNE-RICH GLYCOPROTEIN) . //0. 76: 87: 37//NIC0TI 
ANA TABACUM (COMMON TOBACCO). //PI 3983 
F-PLACE3000207//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//4.5e-09:32:78//H0M0 SAPIENS (HUMAN) . //P39 18 
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F-PLACE3000208 

F-PLACE3000218//!!!! ALU SUBFAMILY SQ WARNING ENTR 
Y !!!!//7.2e-34:96:70//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE3000220//0STE0CALCIN (GAMMA- CARBOXYGLUTAMIC 
ACID-CONTAINING PROTEIN) (BONE GLA- PROTEIN) (BG 

P) . ML 46: 13: 53//CANIS FAMILIARIS (DOG) . //P81455 

F-PLACE3000221//I ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! 111. 8e-24: 178: 45//H0M0 SAPIENS (HUMAN) . //P391 10 

88 

F-PLACE3000226//30S RIBOSOMAL PROTEIN S18.//0.98:3 
8:34//NEISSERIA GONORRHOEAE. //0078 15 
F-PLACE3000230//METALL0THI ONEIN (MT) . 110. 97: 25: 48/ 
/OREOCHROMIS MOSSAMBICUS (MOZAMBIQUE TILAPIA) (TIL 
APIA M0SSAMBICA).//P52726 

F-PLACE3000242//MELAN0MA-ASS0CIATED ANTIGEN 8 (HAG 
E-8 ANTIGEN). //8.0e-21: 121: 39//H0M0 SAPIENS (HUMA 
N) . //P43361 

F-PLACE3000244//PR0TEIN TSG24 (MEIOTIC CHECK POINT 20 
REGULAT0R).//2.3e-125:264:87//MUS MUSCULUS (MODS 
E).//P53995 

F-PLACE3000254//RT0A PROTEIN (RATI 0-A) . //0. 99: 142: 
23//DICTY0STELIUM DISCOIDEUM (SLIME MOLD) . //P54681 
F-PLACE3000271//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.2e-12:63:53//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE3000276//C0LLAGEN ALPHA l(VIII) CHAIN PRECU 
RSOR (ENDOTHELIAL COLLAGEN) . III. 0: 55: 38//H0M0 SAPI 
ENS (HUMAN). //P27658 30 
F- PLACE3000304//DNA- BI NDI NG P52/P100 COMPLEX, 100 
RD SUBUNIT (FRAGMENTS). 110. 0028: 31 :54//H0M0 SAPI EN 
S (HUMAN). //P30808 

F-PLACE3000310//ATR0PHIN-1 (DENTATORUBRAL- PALLI DOL 
UYSIAN ATROPHY PR0TEIN).//0.98:82:34//RATTUS NORVE 
GICUS (RAT).//P54258 
F-PIACE3000320 

F-PLACE3000322//GLYCI NE-RI CH CELL WALL STRUCTURAL 
PROTEIN 1 PRECURSOR. //2.2e-22: 61: 52//0RYZA SATIVA 
(RICE).//P25074 40 
F- PLACE300033 1 //SMALL PROUNE-RICH PROTEIN II (SPR 
-II) (CLONE 174N).//0.32: 15: 53//H0M0 SAPIENS (HUMA 
N).//P22532 

F-PLACE3000339//CHORION PROTEIN S19.//0.34:89:37// 
DROSOPHILA VIRIUS (FRUIT FLY) . //P24516 
F- PLACE300034 1 //NADH- UBI QUI NONE OXIDOREDUCTASE CHA 
IN 1 (EC 1.6.5.3) (FRAGMENT). //l.0: 47: 38//C0TURNIX 
COTURNIX JAPONICA (JAPANESE QUAI L) . //P24968 
F- PLACE3000350//SERI NE/THREONI NE- PROTEI N KINASE SU 
LU (EC 2. 7. 1. -) . //3. 9e-50: 168: 60//CAEN0RHABDI TI S E 50 
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LEGANS.//P46549 

F-PLACE3000352//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y ! ! ! Mil. 8e-29: 76: 71//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE3000353//P0LYPEPTIDE N-ACETYLGALACTOSAMINYL 
TRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP ACETYLGALA 
CTOSAMI NYLTRANSFERASE) (UDP-GALNAC: POLYPEPTIDE, N- 
ACETYLGALACTOSAMI NYLTRANSFERASE) (GALNAC-T1) . III. 
0e-09:100:41//H0M0 SAPIENS (HUMAN) . //Q 10472 
F- PLACE3000362//HYP0THETI CAL PROTEIN TP0064.//1.0: 
75:26//TREP0NEMA PALLIDUM. //083103 
F-PLACE3000363//METALL0THI ONEIN (MT) . ML 067: 42: 33 
//ASTACUS FLUVI ATI LI S (BROAD- FI NGERED CRAYFISH) (AS 
TACUS ASTACUS). V/P55951 

F-PLACE3000365//LYSIS PROTEIN (E PROTEIN) (GPE) . // 

1.0:65:27//BACTERI0PHAGE PHI-K.//Q38040 

F- PLACE3000373//RETROVI RUS- RELATED ENV POLYPROTEI 

N. III. 5e-18: 90: 47//H0M0SAPIENS (HUMAN) . //P10267 

F-PLACE3000388 

F-PLACE3000399//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y !!!!//6.3e-45:60:75//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-PUCE3000400 

F-PLACE3000401//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! ! //3. 6e-09: 46: 73//H0M0 SAPI ENS (HUMAN) . //P3918 

8 

F-PLACE3000402//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//0. 036: 43: 44//H0M0 SAPIENS (HUMAN) . //P39188 
F-PUCE3000405//P0STERI0R PITUITARY PEPTIDE. //0. 7 
0: 25: 40//B0S TAURUS (BOVINE) V/P01 154 
F-PLACE3000406//!!!! ALU SUBFAMILY SX WARNING ENTR 

Y ! !!!//4.3e-09: 49: 67//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-PLACE3000413//MALE SPECIFIC SPERM PROTEIN MST87 
F.//0.12:42:40//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//P08175 

F-PLACE3000416//CYUCIN I (MULTIPLE- BAND POLYPEPTI 
DE I) . //0. 67: 236: 21//B0S TAURUS (BOVINE). //P35662 
F-PLACE3000425//PR0LINE-RICH PEPTIDE P-B.//0. 45: 1 
9:42//H0MO SAPIENS (HUMAN). //P028 14 
F-PLACE3000455//AMELOGENI N, CLASS I PRECURSOR. 110. 
0073: 81 : 43//B0S TAURUS (BOVI NE) . //P02817 
F-PUCE3000475//8.6 KD TRANSGLUTAMINASE SUBSTRATE. 
//1.0:53:32//TACHYPLEUS TRIDENTATUS (JAPANESE HORS 
ESHOE CRAB) . //P81281 

F- PLACE3000477//MUSCARI NI C TOXIN 7 (MT-7).//0. 13:5 
5:32//DENDR0ASPIS ANGUSTICEPS (EASTERN GREEN MAMB 
A).//P80970 

F-PLACE4000009//MY0SIN HEAVY CHAIN, SMOOTH MUSCLE 
ISOFORM (SMMHC) (FRAGMENT) . 111. Oe- 19: 180: 27//H0M0 
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SAPIENS (HUMAN). //P35749 

F-PLACE4000014//X- LINKED HEUCASE II (X-UNKED NUC 
LEAR PROTEIN) (XNP) . HZ. 2e-15: 193: 30//H0M0 SAPIENS 

(HUMAN). //P46100 
F-PIACE4000034//BRIDE OF SEVENLESS PROTEIN PRECURS 
0R.//0.0024:97:29//DR0S0PHILA MELANOGASTER (FRUIT 
FLY).//P22815 

F-PLACE4000049//I ! ! ! ALU SUBFAMILY SQ WARNING ENTR 
Y !! !!//3.8e-32: 79: 75//H0M0 SAPIENS (HUMAN) . //P391 
94 10 
F- PLACE4000052//ATP- BI NDI NG CASSETTE TRANSPORTER 
1. III. 2e-99: 178: 97//MUSMUSCULUS (MOUSE) . //P41233 
F- PLACE4000063/ /I MMEDI ATE- EARLY PROTEIN. //O. 0017: 1 
59:25//HERPESVIRUS SAIfflRI (STRAIN 11).//Q01042 
F-PLACE4000089 
F-PLACE4000093 

F-PLACE4000100//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
!!!!//1.5e-14:68:60//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-PLACE4000106//1A PROTEIN [CONTAINS: HEUCASE; ME 20 
THYLTRANSFERASE].//1.0:46:41//BR0AD BEAN MOTTLE VI 
RUS.//Q00020 

F- PLACE4000 1 28//HYP0THETI CAL PROTEIN E-115.//0.000 
20: 101:30//HUMAN ADENOVIRUS TYPE 2.//P03290 
F-PLACE4000129//C0RNI FIN B (SMALL PROLINE-RICH PRO 
TEINIB) (SPR-IB) (14.9 KD PANCORNUUN).//0. 15:57: 
31//H0M0 SAPIENS (HUMAN) . //P22528 
F-PLACE4000131 

F-PLACE4000147//C0MPETENCE PHEROMONE PRECURSOR.// 
1.0: 45: 24//BACILLUS SUBTIUS. //P45453 30 
F-PLACE4000156//ZINC FINGER PROTEIN 136.//2. le-88: 
194:59//H0M0 SAPIENS (HUMAN) . //P52737 
F-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) 
(HA4654) . //0. 083: 148: 26//H0M0 SAPIENS (HUMAN) . //P 
52746 

F- PLACE40002 1 1 //CALPHOTI N . //0. 20: 43: 39//DR0S0PHIIA 

MELANOGASTER (FRUIT FLY) . //Q02910 
F-PLACE4000222//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 

! ! ! I//1. le-05: 20: 85//H0M0 SAPIENS (HUMAN) . //P3918 
8 40 
F- PLACE4000230/ /DI HYDROFOLATE REDUCTASE (EC 1.5.1. 
3) / THYMIDYLATE SYNTHASE (EC 2.1.1.45) (DHFR-TS) . 
Ill . 0: 96: 28//TRYPAN0SOMA BRUCEI BRUCEI . //Q27783 
F-PLACE4000233 

F- PLACE4000247//METALL0THI ONEI N (MT) . Ill . Oe-05: 34: 
41//PLEUR0NECTES PLATESSA (PLAICE) . //P07216 
F-PLACE4000250//VPU PROTEIN (ORF-X PROTEIN) (UPX P 
R0TEIN).//0.99:33:42//CAPRINE ARTHRITIS ENCEPHAUT 
IS VIRUS (CAEV).//P31834 

F-PLACE4000252//MALE SPECIFIC SPERM PROTEIN MST84D 50 
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B. //O. 42: 24: 45//DR0S0PHI LA MELANOGASTER (FRUIT FL 
Y).//Q01643 

F-PLACE4000259//PRE-MRNA SPUCING HEUCASE BRR2 (E 

C 3.6.1.-).//3.5e-09:189:32//SACCHAR0MYCES CEREVIS 

IAE (BAKER'S YEAST) . //P32639 

F- PLACE400026 1 //PEREGRI N (BR140 PROTEIN). //5.0e-l 

1: 103: 37//H0M0 SAPI ENS (HUMAN) . //P55201 

F- PLACE4000269//I NTRACELLULAR PROTEIN TRANSPORT PR 

OTEIN DS01. //0. 037: 181: 25//SACCHAR0MYCES CEREVISIA 

E (BAKER'S YEAST). //P25386 

F- PLACE4000270/ /COAGULATI ON FACTOR VII PRECURSOR 

(EC 3.4.21.21).//1.0:46:39//MUS MUSCULUS (MOUSE)./ 

/P70375 

F-PLACE4000300//50S RIBOSOMAL PROTEIN L32.//0.81:2 
8:46//THERMUS AQUATICUS (SUBSP. THERM0PHILUS).//P8 
0339 

F- PUCE4000320//FKBP- RAPAMYCI N ASSOCIATED PROTEIN 
(FRAP) (RAPAMYCIN TARGET PROTEIN). //1.6e-29: 44: 93/ 
/HOMO SAPIENS (HUMAN) . //P42345 
F-PLACE4000323 

F-PLACE4000326//PARATHYM0SIN. //0. 0018: 54: 48//H0M0 
SAPIENS (HUMAN). //P20962 

F-PLACE4000344//EPI DERMAL GROWTH FACTOR (EGF) (FRA 
GMENT).//0.97:28:42//SUS SCROFA (PIG).//Q00968 
F-PLACE4000367//NEUR0T0XIN 1 (TOXIN SHP-I) (SHNA) 
(NEUROTOXIN SHI).//1.0:33:36//ST0ICHACTIS HEUANTH 
US (CARRIBEAN SEA ANEMONE) (STICHODACTYU HEUANTH 
US).//P19651 

F- PLACE4000369//EXTENSI N PRECURSOR (PROUNE-RICH G 
LYC0PR0TEIN).//0.071:42:42//S0RGHUM VULGARE (SORGH 
UM).//P24152 

F-PIACE4000379//I i ! ! ALU SUBFAMILY. SP WARNING ENTR 

Y ! ! 1 1//1. 4e-16: 54: 77//H0M0 SAPIENS (HUMAN) . //P391 
93 

F- PLACE4000387//PH0T0SYSTEM II 4 KD REACTION CENTR 
E PROTEIN PRECURSOR. //0. 25: 21 :52//H0RDEUM VULGARE 
(BARLEY), AND SECALE CEREALE (RYE) . //P25877 
F-PLACE4000392//FERR0CHELATASE (EC 4.99.1.1) (PROT 
OHEME FERRO-LYASE) (HEME SYNTHETASE) (FRAGMENT).// 
0. 91: 36: 50//YERSINIA PSEUDOTUBERCULOSIS. //Q05338 
F-PLACE4000401//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//4.4e-29:96:67//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-PLACE4000411//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.3e-18:41:73//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F- PLACE400043 1 //PRE- MRNA SPUCING HEUCASE BRR2 (E 
C 3. 6. 1 . -) . 115. 4e-21 : 237: 33//SACCHAR0MYCES CEREVIS 
IAE (BAKER' S YEAST) . //P32639 
F- PLACE4000445//HYP0THETI CAL 99.7 KD PROTEIN IN SD 
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LI 5' REGI ON PRECURSOR. //0. 00081 : 210: 26//SACCHAR0MY 
CES CEREVISIAE (BAKER' S YEAST) . //P40442 
F- PLACE4000450/ /TRANSCRI PTI ON FACTOR HBP-1A (HISTO 
NE-SPECIFIC TRANSCRIPTION FACTOR HBP1) . //0. 020: 87: 
33//TRITICUH AESTIVUM (WHEAT) . //P23922 
F- PLACE4000465//HETALL0THI ONEI N- I L (MT-1L) (MT1X). 
//0.20:18:38//H0M0 SAPIENS (HUHAN) . //P80297 
F-PLACE4000487//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! 5e-19: 73: 52//B0H0 SAPIENS (HUMAN) . //P3918 
8 10 
F-PLACE4000489 

F-PLACE4000494//NPC DERIVED PROUNE RICH PROTEIN 1 
(NDPP-1) . //0. 17: 130: 30//MUS MUSCULUS (MOUSE) . //QO 
3173 

F-PLACE4000521//RETR0VI RUS-RELATED POL POLYPROTEIN 
[CONTAINS: REVERSE TRANSCRIPTASE (EC 2.7.7.49): E 
NDONUCLEASE] (FRAGMENT) . //3. Oe-05: 50: 36//MUSMUSCUL 
US (MOUSE). //P10400 

F- PLACE4OOO522//NEUR0GENI C LOCUS NOTCH HOMOLOG PRO 
TEIN 1 PRECURSOR. //1.8e-45: 231: 47//RATTUS NORVEGIC 20 
US (RAT).//Q07008 

F- PLACE4000548//CYT0CHR0ME C-551 (C551).//0.96:50: 
34//ECT0THI ORHODOSPI RAHALOPHI LA. //P00122 
F-PLACE4000558//PR0BABLE UBIQUITIN CARBOXYL-TERMIN 
AL HYDROLASE FAF (EC 3.1.2.15) (UBIQUITIN THIOLEST 
ERASE FAF) (UBIQUITIN- SPECIFIC PROCESSING PROTEASE 
FAF) (DEUBI QUI TI NATI NG ENZYME FAF) (FAT FACETS PR 
OTEIN) . //1. 6e-28: 223: 36//DR0S0PHILA MELANOGASTER 
(FRUIT FLY).//P55824 

F- PLACE400058 1 / /P- SELECTI N PRECURSOR (GRANULE MEMB 30 
RANE PROTEIN 140) (GMP-140) (PADGEM) (CD62P) (LEUK 
OCYTE- ENDOTHELIAL CELL ADHESION MOLECULE 3)(LECAM 
3).//9.7e-ll:166:28//H0M0 SAPIENS (HUMAN) . //P16109 
F-PLACE4000590//P0L POLYPROTEIN [CONTAINS: PROTEAS 
E (EC 3.4.23.-): REVERSE TRANSCRIPTASE (EC 2.7.7.4 
9); END0PCLEASE].//1.6e-17:134:35//GIBB0N APE LEU 
KEMIA VIRUS. //P21414 

F- PLACE4000593//G0NAD0TR0PI N- RELEASI NG HORMONE REC 
EPTOR (GNRH-R).//1.0:54:29//RATTUS NORVEGICUS (RA 
T) . //P30969 40 
F-PLACE4000612//GAG POLYPROTEIN [CONTAINS: CORE PR 
OTEIN P15; INNER COATPROTEIN P12; CORE SHELL PROTE 
IN P30].//2.6e-14:221:32//M0L0NEY MURINE SARCOMA V 
IRUS (STRAIN TS1 10). //P32594 
F-PLACE4000638//HYP0THETI CAL 9.3 KD PROTEIN IN NRD 
B-INAA INTERGENIC REGION. //0. 65: 37: 40//ESCHERI CHI A 
C0LI.//P37910 

F-PLACE4000650//ZINC FINGER PROTEIN 16 (ZINC FINGE 
R PROTEI N K0X9) (FRAGMENT) . //1 . 0: 33: 33//H0M0 SAPI E 
NS (HUMAN). //PI 7020 50 
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F-PLACE4000654 

F-PLACE4000670//HYP0THETICAL 44.1 KD PROTEIN IN RP 
B5-CDC28 INTERGENIC REGION. //1. 6e-07: 161: 25//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P333 13 
F-SKNMC1000011//PUTATIVE IMPORTIN BETA- 4 SUBUNIT 
(KARYOPHERIN BETA- 4 SUBUNIT).//7.4e-15:223:31//SCH 
IZOSACCHAROMYCES POMBE (FISSION YEAST) . //060100 
F- SKNMC 1 0000 1 3//TRANSCRI PTI ON FACTOR BF-2 (BRAIN F 
ACTOR 2) (BF2) (CBF-2) (T-14-6) . //0. 0013: 128: 35//GA 
LLUS CALLUS (CHICKEN).//Q98937 
F-SKNMC1000046//CUTI CLE COLLAGEN 1.//0. 0010: 154:33 
//CAENORHABDITIS ELEGANS.//P08124 
F-SKNMC1000050//CALPAIN 2, LARGE [CATALYTIC] SUBUN 
IT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTE 
INASE) (CANP) (M-TYPE).//3.2e-41:87:98//H0M0SAPIEN 
S (HUMAN). //P17655 

F-SKNMC1000091//NTAK PROTEIN (NEURAL- AND THYMUS- 
DERIVED ACTIVATOR FORERBB KINASES) . //O. 0032: 154: 35 
//HOMO SAPIENS (HUMAN). //O 145 11 
F-THYR01000017//PUTATIVE PYRIDOXAMINE 5' -PHOSPHATE 
OXIDASE (EC 1.4.3.5)(PNP/PMP 0XIDASE).//1.6e-23: 1 
24:37//CAEN0RHABDITIS ELEGANS. //Q20939 
F-THYR01000026//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y !!! I//3. Oe-13: 54: 66//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-THYR01000034//HYP0THETI CAL 10.4 KD PROTEIN. //O. 1 
6:44:34//HEPATITIS B VIRUS (SUBTYPE AYW).//P03163 
F-THYR01000035//CAMPATH-1 ANTIGEN PRECURSOR (CD52 
ANTIGEN) (CDW52) (CAMBRIDGE PATHOLOGY 1 ANTIGEN)./ 
/0.83:59:37//MACACA FASCICULARIS (CRAB EATING MACA 
QUE) (CYNOMOLGUS MONKEY). //P32763 
F-THYR01000040//60S RIBOSOMAL PROTEIN L37 (FRAGMEN 
T).//0.25:23:39//B0S TAURUS (BOVINE). //P79244 
F-THYR01000070//HYPOTHETI CAL 29.3 KD PROTEIN (0RF9 
2).//2.3e-ll:133:36//0RGYIA PSEUDOTSUGATA MULTICAP 
SID POLYHEDROSIS VIRUS (OPMNPV).//0 10341 
F-THYR01000072//C-PR0TEIN, SKELETAL MUSCLE SLOW-IS 
0F0RM.//1.5e-14:2O5:29//H0MO SAPIENS (HUMAN) . //QOO 
872 

F-THYR01000085 

F-THYR010Q0092//SPERM MITOCHONDRIAL CAPSULE SELENO 
PROTEIN (MCS). //0. 063: 59: 33//H0M0 SAPIENS (HUMAN). 
//P49901 
F-THYR01000107 

F-THYR01000111//LINE-1 REVERSE TRANSCRIPTASE HOMOL 
OG.//5.0e-58:110:67//NYCTICEBUS COUCANG (SLOW LORI 
S).//P08548 

F-THYR01000121//SPUCE0S0ME ASSOCIATED PROTEIN 62 
(SAP 62) (SF3A66).//2.6e-06:134:35//MUS MUSCULUS 
(MOUSE). //Q62203 
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F-THYR01000124//TENECIN 3 PRECURSOR. //O. 047: 76: 35/ 
/TENEBRIO MOLITOR (YELLOW MEALWORM) , //Q27270 
F-THYR01000129//FIBR0SI N (FRAGMENT) . //O. 35: 43: 34// 
MUS MUSCULUS (MOUSE) . //Q60791 
F-THYR01000132//IM! ALU SUBFAMILY J WARNING ENTRY 
! I ! ! //8. 7e- 14: 104: 42//H0M0 SAPI ENS (HUMAN) . //P391 
88 

F-THYR01000156 

F-THYR01000163//!!!! ALU SUBFAMILY SB WARNING ENTR 

Y !!! !//3. 7e-20: 71: 71//H0M0 SAPIENS (HUMAN) . //P391 10 
89 

F-THYR01000173//CLATHRIN COAT ASSEMBLY PROTEIN AP4 
7 (CLATHRIN COAT ASSOCIATED PROTEIN AP47) (GOLGI A 
DAPTOR AP-1 47 KD PROTEIN) (HA1 47 KD SUBUNIT) (CL 
ATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 
MEDIUM CHAIN). //6.7e-88: 216: 76//MUS MUSCULUS (MOU 
SE).//P35585 

F-THYR01000186//I ! ! ! ALU SUBFAMILY SC WARNING ENTR 

Y !!!!//2.9e-24:72:77//H0M0 SAPIENS (HUMAN) . //P391 

92 20 
F-THYR01000187 

F-THYR01000190//PR0TEIN TRANSPORT PROTEIN SEC61 BE 
TA 2 SUBUNIT. //O. 060: 50: 42//SACCHAR0MYCES CEREVISI 
AE (BAKER'S YEAST) . //P52871 
F-THYR01000197 

F-THYR01000199//HYP0THETI CAL 49.8 KD PROTEIN D200 
7.5 IN CHROMOSOME 1 1 1 . //2. Oe-06: 88: 35//CAEN0RHABDI 
TIS ELEGANS.//P34379 
F-THYR01000206 

F-THYR01000221 30 
F-THYR01000241//HYP0THETICAL 11.8 KD PROTEIN IN HE 
65-PR2 INTERGENIC REGION. //1. 0: 51: 35//AUT0GRAPHA C 
ALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P 
41661 

F-THYR01000242//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//7.4e-37:137:36//H0M0 SAPIENS (P 
MAN).//P51523 

F-THYR01000253//DNA-BINDING P52/P100 COMPLEX, 100 
KD SUBUNIT (FRAGMENTS).//0.11:21:52//H0M0 SAPIENS 
(HUMAN). //P30808 40 
F-THYR01000270//WDNM1 PROTEIN PRECURSOR. //0. 40: 52: 
32//MUS MUSCULUS (MOUSE) . //Q62477 
F-THYR01000279//BETA CRYSTALLIN A4. //0. 97:64: 26//B 
OS TAURUS (BOVINE). //PI 1842 
F-THYR01000288//P0TENTIAL CAAX PRENYL PROTEASE 1 
(EC 3.4.24.-) (PRENYL PROTEIN- SPECIFIC ENDOPROTEA 
SE 1) (PPSEP l).//3.4e-48:142:42//SCHIZ0SACCHAR0MY 
CES POMBE (FISSION YEAST) . //Q 10071 
F-THYR01000320//ZINC FINGER PROTEIN 14 (ZFP-14) (K 
ROX-9 PROTEI N) (FRAGMENT) . //0. 87: 35: 45//MUS MUSCUL 50 
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US (MOUSE). //P10755 

F-THYR01000327//HYP0THETICAL 64.7 KD PROTEIN F26E 
4.11 IN CHROMOSOME I. //0. 00010: 75: 26//CAEN0RHABDIT 
IS ELEGANS.//P90859 

F-THYR01000343//CHR0M0GRANIN A PRECURSOR (CGA) [CO 
NTAINS: PANCREASTATIN; BETA-GRANIN; WE-14].//0.88: 1 
07:26//MUS MUSCULUS (MOUSE) . //P26339 
F-THYR01000358//SELENI UM-BI NDI NG LIVER PROTEIN.// 
4.6e-25:49:81//MUS MUSCULUS (MOUSE). //PI 7563 
F-THYR01000368//L0C0M0TI0N-REUTED PROTEIN EKARU 
GENKI PRECURSOR. //1. 0: 136: 26//DR0S0PHILA MELANOGAS 
TER (FRUIT FLY) . //Q09101 

F-THYR01000381//GAG POLYPROTEIN [CONTAINS: CORE PR 
OTEIN P15; INNER COATPROTEIN P12; CORE SHELL PROTE 
IN P30; NUCLEOPROTEIN P10] . //0. 032: 99: 35//SIMI AN S 
ARCOMA VIRUS. //P03330 

F-THYR01000387//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L).//0.90:46:30//HALICH0ERUS GRYPUS (GRAY SE 
AL).//P38592 

F-THYR01000394//SMALL PROUNE RICH PROTEIN II (SPR 
-II) (CLONE 930). //0. 00019: 48: 37//H0M0 SAPIENS (HU 
MAN).//P22531 

F-THYR01000395//RING CANAL PROTEIN (KELCH PROTEI 
N) . Ill . 2e-33: 186: 38//DR0S0PHI IA MELANOGASTER (FRUI 
T FLY).//Q04652 

F-THYR01000401//50S RIBOSOMAL PROTEIN L7/L12 (FRAG 
MENT) . //0. 57: 67: 31 //STAPHYLOCOCCUS AUREUS. //P48860 
F-THYR01000438//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.3 
4) (A6L) . Il\ . 0: 42: 38//STR0NGYL0CENTR0TUS PURPURATU 
S (PURPLE SEA URCHIN). //P15997 
F-THYR01000452//BACTERI0CIN CARNOBACTERIOCIN A PRE 
CURSOR (PISCI COLIN 61) . //0. 31: 34: 44//CARN0BACTERIU 
M PISCI COLA. //P38578 

F-THYR01000471//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//2.1e-31: 94: 72//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01000484//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! !!!//5.9e-08: 30: 86//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-THYR01000488//EARLY NODULIN 55-2 PRECURSOR (N-55 
-2) (NODULIN-315) . //0. 93: 98: 27//GLYCINE MAX (SOYBE 
AN).//Q02917 

F-THYR01000501//D0WN REGULATORY PROTEIN OF INTERLE 
UKIN 2 RECEPTOR. //2.4e-51: 198: 50//MUS MUSCULUS (MO 
USE).//P15533 

F-THYR01000502//HUNCHBACK PROTEIN (FRAGMENT) . //0. 8 
4:41:43//APIS MELUFERA (HONEYBEE). //P31504 
F-THYR01000505//HYP0THETI CAL BHLF1 PROTEIN. //O. 99: 
231:33//EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN H 
ERPESVIRUS 4).//P03181 
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F-THYR01000558//ANTI THROMBI N-I I I PRECURSOR (ATIII) 
(FRAGMENT).//0.47:58:37//GAiJLUS CALLUS (CHICKEN). 
//Q03352 

F-THYR01000569//COLLAGEN ALPHA 1(1) CHAIN (FRAGMEN 
TS).//0. 00048: 64: 42//RATTUS NORVEGICUS (RAT).//P02 
454 

F-THYR01OO057O//HYP0THETI CAL 11.6 KD PROTEIN IN AC 
S1-GCV3 INTERGENIC REGION. //0. 94: 61: 32//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P39725 
F-THYR01000585//SPUCING FACTOR, ARGININE/SERINE-R 10 
ICH 6 (PRE-MRNA SPLICING FACTOR SRP55) . //0. 050: 10 
4:36//H0M0 SAPIENS (HUMAN) . //Ql 3247 
F-THYR01000596//INFECTED CELL PROTEIN ICP34.5 (NEU 
ROVIRULENCE FACTOR ICP34. 5) . //O. 99: 37: 40//HERPES S 
IMPLEX VIRUS (TYPE 1 / STRAIN MGH-10). //P37319 
F-THYR01000602//EAMZP30-47 PROTEIN (FRAGMENT) . //O. 
88:61:34//EIMERIA ACERVUUNA. //P21959 
F- THYRO 1 000605//SUPPRESSOR PROTEIN SRP40. //0. 0016: 
116:26//SACCHAR0MYCESCEREVISIAE (BAKER'S YEAST).// 
P32583 20 
F-THYR01000625//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//3.4e- 33: 88: 78//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01 000637//METALL0THI ONEI N A (MT A). //I. 0:23: 
43//SPARUS AURATA (GILTHEAD SEA BREAM) . //P52727 
F-THYR01000641//PH0T0SYSTEM II 10 KD PHOSPHOPROTEI 
N.//0.99:26:46//CYANIDIUM CALDARIUM (GALDIERIA SUL 
PHURARIA) . //019925 

F-THYR01000658//I ! ! ! ALU SUBFAMILY SB WARNING ENTR 

Y ! !!!//1.5e-49: 116: 69//H0MO SAPIENS (HUMAN) . //P39 30 
189 

F-THYR01000662//DNA-DAMAGE-INDUCIBLE PROTEIN P.// 
3. 7e-15: 119: 43//ESCHERICHIA COLI . //Q47155 
F-THYR01000666//KINESIN-LIKE PROTEIN KLP1. //1.0e-4 
4: 232: 41//CHLAMYD0M0NAS REINHARDTII . //P46870 
F-THYR01000676//! ! ! ! ALU SUBFAMILY SP WARNING ENTR 

Y ! I ! !//2. le-15: 144: 39//H0M0 SAPIENS (HUMAN) . //P39 
193 

F-THYR01000684//HYP0THETI CAL 73.5 KD PROTEIN IN SC 
S3-RPS2 I NTERGENI C REGI ON. //0. 00033: 84: 30//SACCHAR 40 
OMYCES CEREVISIAE (BAKER'S YEAST). //P531 29 . 
F-THYR01000699//! ! ! ! ALU SUBFAMILY SC WARNING ENTR 

Y !!!! //0. 97: 20: 85//H0M0 SAPI ENS (HUMAN) . //P39192 
F-THYR01000712//! ! ! I ALU SUBFAMILY J WARNING ENTRY 

! ! ! ! //4. 2e- 10: 69: 59//H0M0 SAPI ENS (HUMAN) . //P3918 

8 

F-THYR01000715//SALIVARY PROUNE-RICH PROTEIN PREC 
URSOR (CLONES CP3, CP4AND CPS) [CONTAINS: BASIC PE 
PTIDE IB-6; PEPTIDE P-H].//4.6e-10:204:32//H0M0 SA 
PI ENS (HUMAN). //P04280 50 
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F-THYR01000734 

F-THYR01000748//HYP0THETI CAL PROTEIN KIAA0411 (FRA 
GMENT) . //I. 8e-46: 130: 70//H0M0 SAPIENS (HUMAN) . //04 
3295 

F-THYR01000756//ALPHA-N- ACETYLGALACTOSAMI NI DE ALPH 
A-2, 6-SI ALYLTRANSFERASE (EC 2.4.99.-) (ST6GALNACII 
I) (STY) . Ill . le-06: 95: 31//RATTUS NORVEGICUS (RAT) . / 
/Q64686 

F-THYR01000777//CUTICLE COLLAGEN 2C (FRAGMENT).// 
0. 0031: 119: 34//HAEM0NCHUS CONTORTUS. //P16252 
F-THYR01000783//MY0SIN IC HEAVY CHAIN. //O. 0014: 12 
1:37//ACANTHAM0EBA CASTELLANII (AMOEBA) . //P10569 
F- THYRO 1 000787//HUNCHBACK PROTEIN (FRAGMENT) . //0. 5 
4: 25: 52//PH0LCUS PHALANGI0IDES.//Q02031 
F-THYR01000793//PRE-MRNA SPUCING FACTOR PRP9.//0. 
91:30:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P19736 
F-THYR01000796 

F-THYR01000805//HYP0THETI CAL 7.3 KD PROTEIN IN 100 
KD PROTEIN REGION. //0. 081: 31: 38//HUMAN ADENOVIRUS 
TYPE 41.//P23691 

F-THYR01000815//I ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! !!!//6.0e- 30: 81: 70//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-THYR01000829//NEUR0T0XIN III (BOM I II). //O. 022: 3 
2:34//BUTHUS OCCITANUSMARDOCHEI (MOROCCAN SCORPIO 
N).//P13488 

F-THYR01000843//HYP0THETI CAL 7.7 KD PROTEIN IN GEN 
ES 5-4 INTERGENIC REGION (ORF 109).//0.98:25:44//B 
ACTERIOPHAGE P22.//P26750 

F-mR01000852//SULFATED SURFACE GLYCOPROTEIN 185 
(SSG 185).//7.3e-O9:83:42//V0LV0X CARTERI.//P21997 
F-THYR01000855//ANTI FREEZE PEPTIDE 4 PRECURSOR.// 
1.0:54:35//PSEUD0PLEUR0NECTA AMERICANUS (WINTER FL 
0UNDER).//PO2734 

F-THYR01000865//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//5.2e-17:66:57//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-THYR01000895//!!!! ALU SUBFAMILY SB WARNING ENTR 

Y !!!!//1.0e-12:58:62//H0M0 SAPIENS (HUMAN) . //P391 
89 

F-THYR01000916//!!!! ALU SUBFAMILY SB WARNING ENTR 

Y !!!!//2.0e-32:10i:69//HOMO SAPIENS (HUMAN) . //P39 
189 

F-THYR01000926//NITR0GEN FIXATION REGULATORY PROTE 
IN. //5. 5e-05: 108: 27//KLEBSIELLA OXYTOCA. //P56267 
F-THYR01000934//PYRR0LINE-5-CARB0XYLATE REDUCTASE 
(EC 1.5.1.2) (P5CR) (P5C REDUCTASE). //3.9e-50: 147: 
40//H0M0 SAPIENS (HUMAN) . //P32322 
F-THYR01000951//DIHYDR0XYACET0NE KINASE (EC 2.7.1. 
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29) (GLYCERONE KINASE) . III. 8e-31: 136: 56//CITR0BACT 
ER FREUNDII.//P45510 

F-THYR01000952//HYP0THETI CAL 182.0 KD PROTEIN IN N 
MD5-H0M6 INTERGENI C REGI ON. III. 4e-05: 91 : 34//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P4 71 70 
F-THYR01000974//MITOCHONDRIAL ATP- DEPENDENT RNA HE 
LI CASE SUV3 PRECURSOR. Ill . 0: 35: 40//SACCHAR0MYCES C 
EREVISIAE (BAKER' S YEAST) . //P32580 
F-THYR01000975 

F-THYR01000983//HYP0THETI CAL 48. 1 KD PROTEIN B040 10 
3.2 IN CHROMOSOME X.//1. 3e- 20:96: 51//CAEN0RHABDITI 
S ELEGANS.//Q11076 

F-THYR01000984//GTP- BINDING ADP-RIBOSYLATION FACTO 
R HOMOLOG 1 PR0TEIN.//0.011:76:34//DR0S0PHILA MELA 
NOGASTER (FRUIT FLY). //P25160 
F-THYR01000988 

F-THYR01001003//HYP0THETICAL 8. 1 KD PROTEIN IN MSC 
L-RPLQ INTERGENIC REGION. 110. 97: 60: 31 //ESCHERICHIA 
C0U.//P36675 

F-THYR01001031//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 20 

Y ! !!!//9.5e-18: 56: 66//H0M0 SAPIENS (HUMAN) . //P391 
95 

F-THYR01001033//TRANSF0RMATI0N-SENSinVE PROTEIN I 
EF SSP 3521. //5.0e-13: 126: 35//H0M0 SAPIENS (HUMA 
N) . //P31948 

F-THYR01001062//! ! I ! ALU SUBFAMILY SQ WARNING ENTR 

Y !! !!//l.le-35: 97: 79//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001093//M!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! ! ! I//6. 4e-13: 70: 57//H0M0 SAPIENS (HUMAN) . //P391 30 
94 

F-THYR01001100//ZINC FINGER X- LINKED PROTEIN ZXDA 
(FRAGMENT). //4.2e-63: 219: 63//H0M0 SAPIENS (HUMAN). 
//P98168 

F-THYR01001120//SPUCEOSOME ASSOCIATED PROTEIN 49 
(SAP 49) (SF3B53). //O. 00068: 160: 31//H0M0 SAPIENS 
(HUMAN). //Q15427 

F-THYR01001121//VERY HYPOTHETICAL 20.6 KD PROTEIN 
C56F8.15 IN CHR0M0S0MEI.//0.37:158:28//SCHIZ0SACCH 
AROMYCES POMBE (FISSION YEAST) . //Q 10263 40 
F-THYR01001133//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//7.3e-15:59:66//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-THYR01001 134//SALI VARY PROLINE-RICH PROTEIN PO 
(ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . I/O. 
00088: 159: 29//H0M0 SAPIENS (HUMAN). //P101 61 
F-THYR01001142//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y i !!!//3.0e-29: 81: 71//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001173//CYT0CHR0ME C OXIDASE POLYPEPTIDE V 50 
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IIS (EC 1. 9.3.1). //0.88:51:35//DICTY0STELIUM DISCO 

IDEUM (SLIME MOLD) . //P20610 

F-THYR01001177//!!!! ALU SUBFAMILY SC WARNING ENTR 

Y ! !!!//3.0e-24: 91: 68//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-THYR01001189//MKR2 PROTEIN (ZINC FINGER PROTEIN 
2).//7.3e-27:165:39//MUS MUSCULUS (MOUSE) . //P08043 
F-THYR01001204//BASIC PROLINE-RICH PEPTIDE P-E (IB 
-9) . 110. 67: 42: 42//H0M0SAPIENS (HUMAN) . //P02811 
F-THYR01001213//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//2.9e-16:61:68//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001262//! ! ! ! ALU SUBFAMILY SP WARNING ENTR 

Y !!! MIX. 4e-36: 50: 84//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-THYR01001271//HYPOTHETICAL 35.5 KD PROTEIN IN TR 
ANSPOSON TN4556. 110. 62: 126: 30//STREPT0MYCES FRADIA 
E.//P20186 

F-THYR01001287//HYP0THETI CAL 91.2 KD PROTEIN IN RP 
S4B-SCH9 INTERGENIC REGION. III. 9e- 26: 208: 37//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P38888 
F-THYR01001290//GIANT HEMOGLOBIN AIV CHAIN (FRAGME 
NT).//1.0:31:38//LAMELLIBRACHIA SP. (DEEP- SEA GI AN 
T TUBE WORM). //P20413 

F-THYR01001313//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS5.//0. 00042: 105: 31//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) . //Q92331 
F-THYR01001320//C0I1AGEN ALPHA l(III) CHAIN. 110. 2 
7:57:38//B0S TAURUS (BOVINE). //P04258 
F-THYR01001321//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//5. 5e-20: 74: 64//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-THYR01001322//HYP0THETI CAL 7.2 KD PROTEIN. 110. 6 
6:49:30//VACCINIA VIRUS(STRAIN COPENHAGEN). //P21 12 
3 

F-mR01001347//T0XIN F-VIII PRECURSOR (TOXIN TA2) 
(TOXIN DAF8).//0.94:61:36//DENDR0ASPIS ANGUSTICEP 
S (EASTERN GREEN MAMBA).//P01404 
F-THYR01001363//! ! ! ! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//0. 0025: 23: 73//H0M0 SAPIENS (HUMAN) . //P39188 
F-THYR01001365//MERSACIDIN PRECURSOR. 110. 35: 38: 42/ 
/BACILLUS SP. (STRAINHIL-Y85/54728) . //P43683 
F-THYR01001374//PR0TEIN VDLD. Ill . 6e- 13: 140: 31//HEL 
I COBACTER PYLORI (CAMPYLOBACTER PYLORI ).//005729 
F-THYR01001401//!!!! ALU SUBFAMILY SC WARNING ENTR 

Y !!M//0.047:43:48//H0M0 SAPIENS (HUMAN) . //P39 192 
F-THYR01001403 

F-THYR01001405//SMALL PROLINE RICH PROTEIN II (SPR 
-II) (CLONE 930). I/O. 0068: 26: 42//H0M0 SAPIENS (HUM 
AN) . //P22531 
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F-THYR01001406//PUTATIVE STEROID DEHYDROGENASE KIK 
-I (EC 1.1.1.-). //3. le-81: 97: 83//HUS MUSCULUS (HOU 
SE) . //070503 

F-THYR01001411//!!!! ALU SUBFAMILY SP WARNING ENTR 

Y ! ! ! I//1. 9e-26: 89: 74//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-THYR01001426//! ! ! ! ALU SUBFAMILY SP WARNING ENTR 

Y ! I ! 4e-09: 55: 61//H0M0 SAPIENS (HUMAN) . //P391 
93 

F- THYRO 1 00 1 434//BETA- DEFENSI N 4 PRECURSOR (BNDB- 10 
4).//0.68:44:34//B0S TAURUS (BOVINE). //P46162 
F-THYR01001458//MY0SIN HEAVY CHAIN, NONMUSCLE TYPE 
B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 
B).//3.8e-64:216:62//H0M0 SAPIENS (HUMAN) . //P35580 
F-THYR01001480//I ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y ! ! ! !//9. 3e-29: 88: 75//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001487//H0ME0B0X PROTEIN H0X-B4 (HOX-2.6). 
//0.99:59: 37//HUS MUSCULUS (MOUSE) . //P10284 
F-THYR01001534//! ! 1 1 ALU SUBFAMILY SQ WARNING ENTR 20 

Y !!!!//l, 4e-14: 40: 82//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001537//HYP0THETICAL 33.8 KD PROTEIN IN TW 
T1-FL05 INTERGENIC REGION. //2.4e- 07: 142: 32//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P38892 
F-THYR01001541//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! ! ! ! //O. 98: 26: 61//H0M0 SAPI ENS (HUMAN) . //P39195 
F-THYR01001559//PR0TEIN Q300. III. 6e-05: 20: 75//MUS 
MUSCULUS (MOUSE). //Q02722 

F-THYR01001570 30 
F-THYR01001573//SPERM MITOCHONDRIAL CAPSULE SELENO 
PROTEIN (MCS) . //0. 033: 71 : 36//MUS MUSCULUS (MOUSE). 
//P15265 

F- THYRO 1 00 1 584//SUPPRESS0R PROTEIN SRP40.//2. le-0 
5:188:27//SACCHAR0MYCESCEREVISIAE (BAKER'S YEAST). 
//P32583 

F-THYR01001595//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-l).//6. le-21:35:91//H0M0 SAPI 
ENS (HUMAN). //Q15404 

F-THYR01001602//TRK SYSTEM POTASSIUM UPTAKE PROTEI 40 
N TRKH.//1.0:57:42//HAEM0PHILUS INFLUENZAE. //P4484 
3 

F-THYR01001605//VEN0M BASIC PROTEASE INHIBITORS IX 
AND VI I I B. //I . 0: 34: 38//BUNCARUS FASCIATUS (BANDED 
KRAIT).//P25660 

F-THYR01001617//I ! ! ! ALU SUBFAMILY SQ WARNING ENTR 

Y !!!!//7.0e- 18:55: 81//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001637//I ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y !!!! 110. 00020: 25: 80//H0M0 SAPI ENS (HUMAN) . //P391 50 
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F-THYR01001656//PR0LINE-RICH PROTEIN MP-2 PRECURSO 
R. //0. 0091 : 54: 42//MUSMUSCULUS (MOUSE) . //P05142 
F-THYR01001661//HYP0THETICAL 21.1 KD PROTEIN IN SS 
R-SERA INTERGENIC REGION (0182) . //0. 033: 77: 35//ESC 
HERICHIA C0LI.//P09160 

F-THYR01001671//(2 , -5')0UCOADENYLATE SYNTHETASE 1 
(EC 2.7.7.-) ((2-5')0LIG0(A) SYNTHETASE 1) (2-5A 
SYNTHETASE 1) (P46/P41) (E18/E16).//4.3e-34:207:34 
//HOMO SAPIENS (HUMAN) . //P00973 
F-THYR01001673//! ! ! ! ALU SUBFAMILY SQ WARNING ENTR 
Y !!!!//3.9e-08:49:65//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-THYR01001703//HYP0THETICAL 69.8 KD PROTEIN IN BD 
F1-SFP1 INTERGENIC REGION. //6.4e- 16: 134: 35//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST). //Q06053F- THYRO 
1001706 

F-THYR01001721//RING CANAL PROTEIN (KELCH PROTEI 
N) . 112. 7e-27: 191 : 36//DR0S0PHILA MELANOGASTER (FRUI 
T FLY) . //Q04652 

F-THYR01001738//MATING PROCESS PROTEIN MID2 (SERIN 
E-RICH PROTEIN SMS1) (PROTEIN KINASE A INTERFERENC 
E PROTEIN). //0. 0032: 105: 32//SACCHAR0MYCES CEREVISI 
AE (BAKER'S YEAST) . //P36027 
F-THYR01001745 

F-THYR01001746//GENE 10 PROTEIN. // 1.0: 55: 30//SPIR0 
PLASMA VIRUS SPV1-R8A2B.//P15901 
F-THYR01001772//!!!! ALU SUBFAMILY J WARNING ENTRY 
! ! ! !//l. 2e-05: 41: 63//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-THYR01001793//HYP0THETICAL 21.6 KD PROTEIN F37A 
4.2 IN CHROMOSOME 1 1 1 . //1 . 5e- 26: 161 : 42//CAEN0RHABD 
ITIS ELEGANS.//P41880 

F-THYR01001809//LATENCY-RELATED PROTEIN 2,//0.49:7 
4:27//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN F).//P 
17589 

F-THYR01001828//PR0TEINASE INHIBITOR. 110. 11: 34: 50/ 
/SOLANUM MELONGENA (EGGPLANT) (AUBERGINE).//P01078 
F-THYR01001854//ACYL-C0A-BINDING PROTEIN HOMOLOG 
(ACBP) (DIAZEPAM BINDING INHIBITOR HOMOLOG) (DBI). 
//0.63:50:38//RANA RIDIBUNDA (LAUGHING FROG) (MARSH 
FR0G).//P45883 

F-THYR01001895//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!l!//6.1e-09:72:47//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F- THYRO 1 00 1 907//TRYP0MASTI GOTE DECAY- ACCELERATING 
FACTOR (T-DAF) (FRAGMENT). I/O. 79: 36 : 44//TRYPAN0S0M 
A CRUZI.//Q26327 

F-VESEN1OO0122//H0ME0BOX PROTEIN HB9.//0.57:64: 32/ 
/HOMO SAPIENS (HUMAN) . //P502 19 
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F- Y79AA1 0000 1 3//METALL0THI ONEI N B (MT-B).//0.034:3 
5:48//SALM0 SALAR (ATLANTIC SALMON) . //P52720 
F-Y79M1000033//CH0LECYST0KININ. //0. 97: 49: 30//PSEU 
DEMYS SCRIPTA (SLI DERTURTLE) . //P80345 
F-Y79AA1000037//DNA-BINDING PROTEIN BMI-l.//1.4e-2 
3:80:60//H0M0 SAPIENS(BUMAN).//P35226 
F-Y79AA1000059//HYP0THETICAL 35.5 KD PROTEIN IN TR 
ANSPOSON TN4556.//0. 0075: 127: 36//STREPT0MYCES FRAD 
IAE.//P20186 

F-Y79AA1000065//SALIVARY PROUNE-RICH PROTEIN PO 10 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 
022: 135: 29//H0M0 SAPIENS (HUMAN) . //P10162 
F-Y79M1000131//REGULATORY PROTEIN E2. //l. le-05: 17 
5:26//HUMAN PAPILLOMAVIRUS TYPE 24.//P50770 
F-Y79AA1000181//PROUNE-RICH PROTEIN MP-3 (FRAGMEN 
T).//1.4e-06:187:29//MUS MUSCULUS (MOUSE) . //P05143 
F-Y79AA1000202//HYPOTHETICAL PROUNE-RICH PROTEIN 
(FRAGMENT) . 110. 2e-09: 47: 53//0WENIA FUSI FORKS. //P2 
1260 

F-Y79AA1000214//HIST0NE H2A VARIANT. 111. 7e-50: 107: 20 
100//GALLUS CALLUS (CHICKEN). //P02272 
F-Y79AA1000230//G0NAD0UBERIN I PRECURSOR (LHRH I) 
(LUTEINIZING HORMONERELEASING HORMONE I) (GONADOT 
ROPIN RELEASING HORMONE I) (GNRH I) (LUUBERIN I). 
//0.27:64:34//HOMO SAPIENS (HUMAN). //PO 11 48 
F-Y79AA1000231//BYP0THETICAL 47.9 KD PROTEIN M021B 
04. 12. 111. 5e-72: 277: 53//ARABI DOPSI S THALIANA (MOUS 
E-EAR CRESS). //004658 

F-Y79AA1000258//PROLINE-RICH PROTEIN MP-2 PRECURSO 
R. 111. 8e-08: 174: 35//MUS MUSCULUS (MOUSE) . //P05142 30 
F-Y79AA1000268//C0LLAGEN ALPHA l(III) CHAIN (FRAGM 
ENT). //O. 00020: 176: 33//RATTUS NORVEGICUS (RAT).//P 
13941 

F-Y79AA1000313//HYP0THETICAL 54.0 KD PROTEIN C32A 
3.1 IN CHROMOSOME I II. //O. 092: 127: 21//CAEN0RHABDIT 
IS ELEGANS.//Q09260 

F-Y79AA1000328//SEL-10 PROTEIN. 115. 3e-05: 129: 28//C 
AENORHABDITIS ELEGANS. //Q93794 
F-Y79AA1000342//KERATIN, ULTRA HIGH-SULFUR MATRIX 
PROTEIN (UHS KERATIN). //l.0: 73: 30//0VIS ARIES (SHE 40 
EP).//P26372 

F-Y79AA1000346//COATOMER GAMMA SUBUNIT (GAMMA-COAT 
PROTEIN) (GAMMA-COP). III. 8e- 95: 205: 83//B0S TAURUS 
(BOVINE). //P53620 

F-Y79AA1000349//ANTI FREEZE PEPTIDE 4 PRECURSOR.// 

0. 036: 37: 54//PSEUD0PLEUR0NECTA AMERI CANUS (WI NTER 

FLOUNDER). //P02734 

F-Y79AA1000355//HYP0THETICAL 18.2 KD PROTEIN ZK63 
2.13 IN CHROMOSOME III. //O. 0031: 106: 28//CAEN0RHABD 
ITIS ELEGANS. //Q10120 50 
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F-Y79AA1000368//REDUCED VIABILITY UPON STARVATION 
PROTEIN 161 . Ill . 4e- 16: 208: 28//SACCHAR0MYCES CEREVI 
SIAE (BAKER'S YEAST) . //P25343 
F- Y79AA1000405/ IU GHT-HARVESTI NG PROTEIN B-800-85 
0, ALPHA CHAIN C (ANTENNA PIGMENT PROTEIN, ALPHA C 
HAIN C) (LH 1 1 -C ALPHA) . 110. 98: 50: 30//RHODOPSEUDOM 
ONAS PALUSTRIS.//P35103 

F-Y79AA1000410//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! ! ! !//7, 9e-20: 62: 79//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-Y79AA1000420//HYP0THETICAL 27.7 KD PROTEIN IN UM 
E3-HDA1 INTERGENIC REGION. 111. 4e- 06: 86: 38//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //P53970 
F-Y79AA1000469//HYP0THETICAL 48.4 KD PROTEIN F44B 
9. 5 IN CHROMOSOME III. 111. 8e-34: 21 1 : 40//CAEN0RHABD 
ITIS ELEGANS. //P34426 

F-Y79AA1000480//HYP0THETICAL 63.2 KD PROTEIN C1F3. 
09 IN CHROMOSOME I.//3.9e-15:90:32//SCHIZOSACCHARO 
MYCES POMBE (FISSION YEAST). //Q 104 14 
F-Y79AA1000538//!!!! ALU SUBFAMILY SX WARNING ENTR 

Y !!!!//0.37:41:48//H0M0 SAPIENS (HUMAN) . //P39 195 
F-Y79AA1000539//SPLICING FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//1.8e-21: 1 
90:37//H0M0 SAPIENS (HUMAN) . //Q08 170 
F-Y79AA1000540//SPERM PROTAMINE PI. 110. 00045: 66: 45 
//DASYURUS VI VERRI NUS (SOUTHEASTERN QUOLL), AND DAS 
YURUS HALLUCATUS. //P42135 

F-Y79AA1000560//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 KD CO 
ATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTIN ALPHA C SUBUNIT). //1.6e- 79: 186:87// 
MUS MUSCULUS (MOUSE). //P17427 
F-Y79AA1000574//AKLAVIN0NE C-ll HYDROXYLASE (EC 1. 
-.-.-) (FRAGMENT). 110. 010: 35: 60//STREPT0MYCES PEUC 
ETIUS.//P32009 

F-Y79AA1000589//32. 3 KD PROTEIN IN CWP1-MBR1 INTER 
GENIC REGION. //4. 5e-27: 197: 36//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) . //P28320 
F-Y79AA1000627//ZINC FINGER PROTEIN 134.//1.6e-34: 
191: 35//H0M0 SAPIENS (HUMAN). //P52741 
F-Y79AA1000705//HYP0THETICAL 128.5 KD HELICASE IN 
ATS1-TPD3 INTERGENIC REGION. //8. 7e- 36: 250: 40//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST). //P3 1380 
F-Y79AA1000734//PER0XIS0MAL MEMBRANE PROTEIN PMP30 
A (PMP31) (PER0XIN-11A).//0.00037:108:27//CANDIDA 
BOIDINII (YEAST). //Q00316 

F-Y79AA1000748//HYP0THEnCAL 61.3 KD PROTEIN F25B 
5.5 IN CHROMOSOME 1 1 1 . //1 . 0e-23: 210: 34//CAEN0RHABD 
ITIS ELEGANS. //Q09316 

F-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR RIB 
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ONUCLEOPROTEIN X (HNRNP X) (CBP). //1.4e-53: 156:68/ 
/MUS MUSCULUS (MOUSE) . //Q61990 
F-Y79M1000774//HYP0THETICAL 77.9 KD PROTEIN IN RR 
N1Q-MCM2 INTERGENIC REGI ON. //1.2e-l 1:231: 26//SACCH 
AROMYCES CEREVISIAE (BAKER' S YEAST) . //P38205 
F- Y79AA 1 000782//CUTI CLE COLLAGEN 2. //0. 012: 56: 35// 
CAENORHABDITIS ELEGANS. //P17656 
F-Y79AA1000784//HISTIDINE-RICH GLYCOPROTEIN PRECUR 
SOR. //1 . 3e-08: 82: 39//PUSM0DI UM LOPHURAE. //P04929 
F-Y79AA1000794//DNA-BINDING P52/P100 COMPLEX, 100 10 
KD SUBUNIT (FRAGMENTS). //0. 043: 13: 53//H0M0 SAPIENS 

(HUMAN). //P30808 
F-Y79AA1000800//PRIA PROTEIN PRECURSOR. //0. 031: 94: 
34//LENTINULA EDODES (SHIITAKE MUSHROOM) (LENTINUS 

ED0DES).//Q01200 

F-Y79AA1000802//HYP0THETICAL 67.4 KD PROTEIN IN RP 
S3-PSD1 INTERGENIC REGION. //O. 26: 186: 23//SACCHAR0M 
YCES CEREVISIAE (BAKER' S YEAST) . //P53882 
F-Y79AA1000805//AMP DEAMINASE (EC 3.5.4.6) (MYOADE 
NYLATE DEAMINASE) . //0. 99: 78: 35//SCHI ZOSACCHAROMYCE 20 
S POMBE (FISSION YEAST) . //P50998 
F-Y79AA1000824//HYP0THETICAL 81.7 KD PROTEIN IN MO 
L1-NAT2 INTERGENIC REGION. //3. 4e- 44: 111: 49//SACCHA 
ROMYCES CEREVISIAE (BAKERS S YEAST) . //P48234 
F-Y79AA1000827//HYP0THETICAL BHLF1 PROTEIN. //0. 004 
6:187:33//EPSTEIN-BARRVIRUS (STRAIN B95- 8) (HUMAN 
HERPESVIRUS 4). //P03181 

F-Y79AA1000833//TUBUUN ALPHA- 1 CHAIN.//1.0e-75:23 
9:66//CRICETULUS GRISEUS (CHINESE HAMSTER) . //P0520 
9 30 
F-Y79AA1000850//SMALL PROLINE-RICH PROTEIN II (SPR 
-II) (CLONE 174N). //0. 0078: 57: 31//H0M0 SAPIENS (HU 
MAN).//P22532 

F-Y79AA1000962//MY0SIN HEAVY CHAIN, GIZZARD SMOOTH 
MUSCLE. //8. 5e- 1 1 : 241 : 26//GALLUS GALLUS (CHI CKEN) . 
//P10587 

F-Y79AA1000966//ATP SYNTHASE A CHAIN (EC 3.6.1.34) 
(PROTEIN 6).//0.69:122:31//TRYPAN0S0MA BRUCEI BRU 
CEI.//P24499 

F-Y79AA1000968//TRANSIATION INITIATION FACTOR EIF- 40 
2B GAMMA SUBUNIT (EIF-2B GDP-GTP EXCHANGE FACTOR) . 
//3. 3e- 102: 21 1 : 93//RATTUS NORVEGI CUS (RAT) . //P7054 
1 

F-Y79AA1000969//PR0C0LLAGEN ALPHA 1(1) CHAIN PRECU 
RSOR. Il\ . 0: 67: 38//GALLUS GALLUS (CHI CKEN) . //P02457 
F-Y79AA1000976//INV0LUCRIN. 110. 99: 66: 31//CEBUS ALB 
IFRONS (WHITE-FR0NTEDCAPUCHIN).//P24709 
F-Y79AA1000985//PERICENTRIN. //I. le-24: 116: 59//MUS 
MUSCULUS (MOUSE). //P48725 

F-Y79AA1001023//HYP0THETICAL 105.9 KD PROTEIN IN A 50 
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AC3-RFC5 INTERGENIC REGION. //0. 37: 79: 27//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //P38250 
F- Y79AA 1 00 1 04 1 //SPERHATI D- SPECI FI C PROTEIN Tl [CON 
TAINS: SPERM PR0TAMINESP1] . //0. 93: 43: 39//SEPIA OFF 
ICINAUS (COMMON CUTTLEFISH). //P80001 
F-Y79AA1001048//ACYL-C0A DEHYDROGENASE, VERY-LONG- 
CHAIN SPECIFIC PRECURSOR (EC 1.3.99.-) (VLCAD) . // 
1.5e-51:211:52//B0S TAURUS (BOVINE). //P48818 
F-Y79AA1001061//!!!! ALU SUBFAMILY SQ WARNING ENTR 

Y ! !!!//3.8e-25: 85: 69//H0M0 SAPIENS (HUMAN) . //P391 
94 

F-Y79AA1001068//PR0C0LUGEN ALPHA 1(11) CHAIN PREC 
URSOR [CONTAINS: CHONDROCALCIN].//0.0015:207:33//M 
US MUSCULUS (MOUSE). //P28481 
F-Y79M1001077//ADULT-SPECIFIC RIGID CUTICULAR PRO 
TEIN 11.9 (ACP 11.9).//0.99:36:41//ARANEUS DIADEMA 
TUS (SPIDER). //P80515 

F-Y79AA1001078//HYP0THETICAL 88.1 KD PROTEIN K02D1 
0.1 IN CHROMOSOME III. //1.0e-06: 197: 23//CAEN0RHABD 
ITIS ELEGANS. //P34492 

F-Y79AA1001105//H0ME0B0X PROTEIN 0TX2.//2.9e-62: 16 
3:79//MUS MUSCULUS (MOUSE) . //P80206 
F-Y79AA1001145//! ! ! ! ALU SUBFAMILY SX WARNING ENTR 

Y ! ! ! !//0. 024: 42: 59//H0M0 SAPIENS (HUMAN) . //P39195 
F-Y79AA1001167//HYP0THEnCAL 7.1 KD PROTEIN IN IAP 
2-VLF1 INTERGENIC REGION. //0. 96: 20: 50//AUT0GRAPHA 
CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).// 
P41471 

F-Y79AA1001177//HYP0THETICAL BHLF1 PROTEIN. //3.9e- 
05: 135: 34//EPSTEIN-BARR VIRUS (STRAIN B95- 8) (HUMA 
N HERPESVIRUS 4) . //P03181 

F-Y79AA1001185//PUTATIVE CUTICLE COLLAGEN C09G5.5. 
110. 00017: 93: 38//CAEN0RHABDITIS ELEGANS. //Q09456 
F-Y79AA1001211 

F-Y79AA1001216//TENSIN. 110. 012: 134: 32//GALLUS GALL 
US (CHI CKEN). //Q04205 

F- Y79AA100 1 228//MUCI N 2 PRECURSOR (INTESTINAL MUCI 
N 2) . //0. 088: 75: 34//H0M0 SAPIENS (HUMAN) . //Q02817 
F-Y79AA1001233//ESTRADI0L 17 BETA- DEHYDROGENASE 1 
(EC 1.1.1.62) (17-BETA-HSD 1) (17-BETA-HYDROXYSTER 
01 D DEHYDROGENASE 1) . III. le-40: 139: 51//RATTUS NORV 
EGICUS (RAT).//P51657 

F-Y79AA1001236//HYP0THETICAL 34.7 KD PROTEIN IN OR 
C2-TIP1 INTERGENIC REGION. //2.0e- 22: 108: 53//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P38238 
F-Y79AA1001281 

F-Y79AA1001299//PR0LINE-RICH PROTEIN MP-3 (FRAGMEN 
T) . I/O. 0022: 49: 44//MUSMUSCULUS (MOUSE) . //P05143 
F-Y79AA1001312//50S RIBOSOMAL PROTEIN L24, CHLOROP 
LAST PRECURSOR. I/O. 98: 117: 25//ARABID0PSIS THALIANA 



(1577) 

3151 

(MOUSE-EAR CRESS) . //P92959 
F-Y79AA1001323//C0RNIFIN (SMALL PROUNE-RICH PROTE 
IN I) (SPR-I) (SMALL PROUNE-RICH SQUAMOUS CELL MA 
RKER) (SPRP).//0.082:44:40//SUS SCROFA (PIG).//P35 
323 

F-Y79AA1001384//AP0UP0PR0TEIN C-III PRECURSOR (AP 
O-CIII) . //0. 99: 47: 40//MDS MUSCULUS (MOUSE) . //P3362 
2 

F-Y79AA1001391//H0ME0B0X PROTEIN H0X-A13 (HOX-1J). 
//9. 8e-58: 157: 62//H0M0SAPIENS (HUMAN) . //P31271 10 
F-Y79AA1001394//TRICH0HYAUN. //4. 7e-08: 121: 36//H0M 
0 SAPIENS (HUMAN). //Q07283 

F-Y79AA1001402//ETS-D0MAIN TRANSCRIPTION FACTOR ER 
F. //O. 0087: 81 : 33//MUSMUSCULUS (MOUSE) . //P70459 
F-Y79AA1001493//HYP0THETICAL 48.1 KD PROTEIN B040 
3.2 IN CHROMOSOME X. //4. 5e-21: 125:44//CAEN0RHABDIT 
IS ELEGANS.//Q11076 

F-Y79AA1001511//HYP0THETICAL 86.6 KD PROTEIN IN PF 
K1-TDS4 INTERGENIC REGION. III. 3e-l 7:249 :31//SACCHA 
ROMYCES CEREVISIAE (BAKER' S YEAST) . //P53313 20 
F-Y79AA1001533//DNA-DIRECTED RNA POLYMERASE I 49 K 
D POLYPEPTIDE (EC 2.7.7.6) (A49) . //0. 0099: 155: 23// 
SACCHAROMYCES CEREVISIAE (BAKER S YEAST) . //Q01 080 
F-Y79AA1001541 

F-Y79AA1001548//!!!! ALU SUBFAMILY SC WARNING ENTR 
Y ! !!!//l.le-17: 53: 83//H0M0 SAPIENS (HUMAN) . //P391 
92 

F-Y79AA1001555//MAJ0R SURFACE ANTIGEN. //0. 046: 62: 2 
9//HEPATITIS B VIRUS. //P31873 

F-Y79AA1001581//ACETYL-C0ENZYME A SYNTHETASE (EC 30 
6.2.1.1) (ACETATE- - COALI CASE) (ACYL- ACTIVATING EN 
ZYME) . //8. 6e-ll: 144: 31 //ESCHERICHIA COLI . //P27550 
F-Y79AA1001585//SPERM MITOCHONDRIAL CAPSULE SELENO 
PROTEIN (MCS) . 110. 012: 64: 40//MUS MUSCULUS (MOUSE) . 
//P15265 

F-Y79AA1001594//C0RNIFIN BETA. //0. 61: 88: 31//MUS MU 
SCULUS (MOUSE). //0091 16 

F-Y79AA1001603//TRANSCRIPTI0N INITIATION FACTOR TF 
IID 135 KD SUBUNIT (TAFII-135) (TAFII135) (TAFII-1 
30) (TAFII 130) . 110. 024: 170: 30//H0M0 SAPIENS(HUMA 40 
N).//000268 

F-Y79AA1001613//ZINC FINGER PROTEIN 42 (MYELOID ZI 
NC FINGER 1) (MZF-l).//4.5e-09:136:27//H0M0 SAPIEN 
S (HUMAN). //P28698 

F-Y79AA1001647//HYPOTHETICAL 23.1 KD PROTEIN CY27 
7. 20C. 110. 093: 94: 26//MYC0BACTERIUM TUBERCULOSIS. // 
P71779 

F-Y79AA1001665//H0ME0B0X PROTEIN DLX-2 (HOMEOBOX P 
ROTEIN TES- 1) . 110. 79: 90: 26//MUS MUSCULUS (MOUSE) . / 
/P40764 50 
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F-Y79AA1001679//LAMBDA-CRYSTALLIN. III. 6e-95: 224: 81 
//ORYCTOLAGUS CUNICULUS (RABBIT). //P14755 
F-Y79AA1001692//GERM CELL-LESS PROTEIN. //3. 5e- 08: 7 
8:38//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //Q01820 
F-Y79AA1001696//INSUUN. III. 0: 33: 27//ANGUILLA ROST 
RATA (AMERI CAN EEL) . //P42633 
F-Y79M1001705//HYP0THETICAL BHLF1 PROTEIN. 110. 001 
3:192:33//EPSTEIN-BARRVIRUS (STRAIN B95-8) (HUMAN 
HERPESVIRUS 4).//P03181 

F- Y79AA1 001 71 1 //PARATHYMOSI N (ZINC-BINDING 11.5 KD 
PROTEIN). I/O. 032: 38: 34//RATTUS NORVEGICUS (RAT)./ 
/P04550 
F-Y79AA1001781 

F-Y79AA1001805//VAS0DILAT0R- STIMULATED PHOSPHOPROT 
EIN (VASP). 110. 0063: 128: 30//H0M0 SAPIENS (HUMAN)./ 
/P50552 

F-Y79AA1001827//SPERM PROTAMINE PI. 110. 015: 45: 40// 
DI DELPHI S MARSUPIAUSVIRGINIANA (NORTH AMERICAN OP 
OSSUM), AND MONODELPHIS DOMESTICA (SHORT-TAILED GR 
EY OPOSSUM). //P35305 

F-Y79AA1001846//!!!! ALU SUBFAMILY J WARNING ENTRY 
!!!!//2.4e-09:42:73//H0M0 SAPIENS (HUMAN) . //P3918 

8 

F-Y79AA1001848//KRUEPPEL PROTEIN (FRAGMENT) . Ill . 8e 
- 10: 63: 44//PSYCH0DA CINEREA. //Q02035 
F-Y79AA1001866//ZINC FINGER PROTEIN 90 (ZFP-90) (Z 
INC FINGER PROTEIN NK10) . I/O. 00036: 108: 37//MUS MUS 
CULUS (MOUSE). //Q61967 

F-Y79AA1001874//0X40L RECEPTOR PRECURSOR (ACT35 AN 
TIGEN) (TAX-TRANSCRI PTI ONALLY ACTIVATED GLYCOPROTE 
IN 1 RECEPTOR) (CD134 ANTIGEN).//3.2e-07: 100: 35//H 
OMO SAPIENS (HUMAN). //P43489 
F-Y79AA1001875//B-CELL GROWTH FACTOR PRECURSOR (BC 
GF-12 KD).//0.020:25:64//HOMO SAPIENS (HUMAN). //P2 
0931 

F-Y79AA1001923//SAUVARY PROUNE-RICH PROTEIN PO 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . 110. 
016: 83: 36//H0H0 SAPIENS (HUMAN) . //P10162 
F-Y79AA1001963//PUTATIVE PRE-MRNA SPUCING FACTOR 
ATP-DEPENDENT RNA HEUCASE SPAC10F6. 02C. //8. le-13: 
94:47//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST)./ 
/042643 

F- Y79AA1002027//UBI QUI TI N-CONJUGATI NG ENZYME E2-18 
KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN UGASE) (UBI 
QUITIN CARRIER PROTEIN) (PM42).//9.8e-39: 143:52//A 
RABIDOPSIS THAUANA (MOUSE-EAR CRESS) . //P42743 
F-Y79AA1002083//DNA-BINDING P52/P100 COMPLEX, 100 
KD SUBUNIT (FRAOIENTS).//0.036:53:45//H0M0 SAPIENS 

(HUMAN). //P30808 
F-Y79AA1002089//HYP0THETICAL 49.1 KD PROTEIN F02A 
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9.4 IN CHROMOSOME III. //0. 12: 171: 22//CAEN0RHABDITI 
S ELEGANS.//P34384 

F-Y79AA1002093//MAX PROTEIN. //3. le-07: 111: 29//BRAC 
HYDANIO RERIO (ZEBRAFISH) (ZEBRA DANIO) . //P52161 
F-Y79AA1002103//SHORT NEUROTOXIN C. //0. 040: 21: 47// 
AIPYSURUS LAEVIS (OLIVE SEA SNAKE) . //PI 9958 
F- Y79AA 1 002 1 1 5//HYP0THETI CAL PROTEIN MJ0827.//0.8 
4: 68: 30//METHAN0C0CCUSJANNASCHII . //Q58237 
F-Y79AA1002125//HYP0THETICAL 24.7 KD PROTEIN IN PO 
M152-REC114 INTERGENICREGION. //3. 4e-29: 197: 39//SAC 10 
CHAROMYCES CEREVISIAE (BAKER' S YEAST) . //P40206 
F- Y79AA1 002 1 39//DNAJ PROTEIN HOMOLOG 1 (DR0J1).// 
1.9e-19:120:45//DR0S0PHILA MELANOGASTER (FRUIT FL 
Y).//Q24133 

F-Y79AA1002204//TBX6 PROTEIN (T-BOX PROTEIN 6).// 
0. 0011: 162: 32//MUS MUSCULUS (MOUSE) . //P70327 
F-Y79AA1002208//ANKYRIN. 111. 9e-08: 231: 29//MUS PSC 
ULUS (MOUSE). //Q02357 

F-Y79AA1002209//TYROSYL-TRNA SYNTHETASE, MITOCHOND 
RIAL PRECURSOR (EC 6.1.1.1) (TYROSI NE-TRNA LI GAS 20 
E) (TYRRS) . 112. 7e-23: 170: 32//SACCHAR0MYCES CEREVIS 
IAE (BAKER'S YEAST) . //P48527 
F- Y79AA1 0022 1 0//CORNI FI N A (SMALL PROLINE-RICH PRO 
TEINIA) (SPR-IA) (SPRK).//0.0061:69:31//H0M0 SAPI 
ENS (HUMAN). //P35321 

F-Y79AA1002211//! ! ! ! ALU SUBFAMILY SP WARNING ENTR 
Y !!!!//9.2e-10:43:62//H0M0 SAPIENS (HUMAN) . //P391 
93 

F-Y79AA1002220 

F-Y79AA1002229//HYP0THETICAL 60.7 KD PROTEIN C56F 30 
8.17C IN CHROMOSOME I.//1.9e-21: 147: 40//SCHIZ0SACC 
HAROMYCES POMBE (FISSION YEAST). //Q 10264 
F-Y79AA1002234 

F-Y79AA1002246//MY0SIN IC HEAVY CHAIN. //0. 00066: 13 
1 : 34//ACANTHAM0EBA CASTELLANII (AMOEBA) . //PI 0569 
F-Y79AA1002258//HYP0THETICAL 103.9 KD PROTEIN ZK37 
0.3 IN CHROMOSOME III.//4. 3e-45: 164:48//CAEN0RHABD 
ITIS ELEGANS.//Q02328 

F-Y79AA1002298//SAUVARY PROLINE-RICH PROTEIN PO 
(ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 40 
0063:99:31//H0M0 SAPIENS (HUMAN). //PI 01 61 
F-Y79AA1002307 

F-Y79AA1002311//HYPOTHETICAL 105.3 KD PROTEIN C01G 

6.5 IN CHROMOSOME III . HQ. 75: 198: 24//CAEN0RHABDITI 
S ELEGANS.//P46012 

F-Y79AA1002351//CUTICLE COLLAGEN 34. //0. 74: 128: 35/ 
/CAENORHABDITIS ELEGANS. //P34687 
F- Y79AA1002361//GLC7-I NTERACTI NG PROTEIN 2.//0.05 
O:71:29//SACCHAR0MYCESCEREVISIAE (BAKER'S YEAST)./ 
/P40036 50 



^2 0 0 2- 1 9 1 3 6 3 
3154 

F-Y79AA1002399//NEUR0M0DULIN (AXONAL MEMBRANE PROT 
EIN GAP-43) (PP46) (B-50) (PROTEIN Fl) (CAUODULIN 
-BINDING PROTEIN P-57) . //1 . 0: 89: 30//CARASSI US AURA 
TUS (GOLDFISH). //P17691 

F-Y79AA1002407//HYP0THETICAL 31.5 KD PROTEIN IN YG 
P1-YCK2 INTERGENIC REGION. //3. 7e- 16: 232: 28//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) . //P53899 
F-Y79AA1002416//CTP SYNTHASE (EC 6.3.4.2) (UTP--AM 
MONIA UGASE) (CTP SYNTHETASE) . //6. 7e-72: 162: 84//H 
OMO SAPIENS (HUMAN). //P17812 
F-Y79AA1002431//SMALL PROUNE RICH PROTEIN II (SPR 
-II) (CLONE 930) . //0. 81 : 34: 41//H0M0 SAPIENS (HUMA 
N).//P22531 

F-Y79AA1002433//CELL DIVISION CONTROL PROTEIN 68./ 
/O. 00024: 85: 27//SACCHAR0MYCES CEREVISIAE (BAKER'S 
YEAST) . //P32558 

F-Y79AA1002472//ZINC FINGER PROTEIN 35 (ZFP-35).// 
2.3e-60:217:44//MUS MUSCULUS (MOUSE). //PI 5620 
F-Y79AA1002482//ZINC FINGER PROTEIN 141. //2. Oe-31: 
90:55//H0M0 SAPIENS (HUMAN) . //Q 15928 
F-Y79AA1002487//HYP0THETICAL 67.1 KD TRP-ASP REPEA 
TS CONTAINING PR0TEINC57A10.05C IN CHROMOSOME I. II 
0.18:41:36//SCHIZOSACCHAROMYCES POMBE (FISSION YEA 
ST).//P87053 

[1123] m&m®%T-?2. 

5' *iffi^ n - 5EST <t STS £ Bfct, ^fcGenBank 

#T-^fl? n->gd?ij^ N h yft y hr-^Defi 
nition, m.mm¥\(D^ (base):ffl(*H±(%), by 
■ft y hr-*tf)Accesion No. <ftIi^//^E^oTf2*c 
Uc 0 ftfc, tBIPlttco^37<7)Pfit^i m-kX'hitz 

F-HEMBA1000005//Mouse tumor cell dnaj-like protein 
1 mRNA, compl ete cds. //3. 4e-106: 695: 86//L16953 
F-HEMBA1000012//Caenorhabditis elegans cosmid C16C 
10, complete sequence. Ill . 5e-24: 374: 66//Z46787 
F-HEMBA1000020//Homo sapiens beta 2 gene.//3.5e-ll 
2: 529: 90//X02344 

F-HEHBA1000030//Rattus norvegicus G protein- couple 
d receptor kinase- associated ADP ribosylation fact 
or GTPase-activating protein (GIT1) mRNA, complete 

cds. 115. 6e-124: 743: 88//AF085693 
F-HEMBA1000042//Human Chromosome 15q26. 1 PAC clone 

pDJ460gl6, WORKING DRAFT SEQUENCE, 3 unordered pi 
eces. III. le-25: 529: 65//AC004581 
F-HEMBA1000046//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 12513, WORKING DRAFT SE 
QUENCE. 113. 2e-ll: 330: 63//AL033528 
F-HEHBA1000050//Homo sapiens DNA sequence from PAC 

172K10 on chromosame6q24. Contains STS, GSS and c 
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hromosome 6 fragment, complete sequence. 110. 32: 40 
7: 59//AL022477 

F-HEMBA1000076//Homo sapiens full length insert cD 
NA clone ZB97G06. //6. 2e-135: 594: 98//AF086182 
F-HEMBA1000111//CIT-HSP-2291M18.TF CIT-HSP Homo sa 
piens genomic clone 2291M18, genomic survey sequen 
ce. 111. 8e- 16: 132: 79//AQ004134 
F-HEMBA1000129//Homo sapiens chromosome 17, clone 
HCIT48C15, complete sequence. IIS. 6e-98: 230: 93//AC0 
03104 10 
F-HEMBA1000141//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds.//2.1e-167:791:98//AB018340 
F-HEMBA1000150//Homo sapiens mRNA for KIAA0788 pro 
tein, partial cds.//2.2e-44:242:96//AB018331 
F-HEMBA1000156//Rattus norvegicus scaffold attachm 
ent factor B mRNA, complete cds.//l. le- 10: 409: 60// 
AF056324 

F-HEMBA1000158//Homo sapiens CAGH44 mRNA, partial 
cds.//1.6e-35:365:73//U80741 

F-HEMBA1000168//Human DNA sequence *** SEQUENCING 20 
IN PROGRESS *** from clone 321D2, WORKING DRAFT SE 
QUENCE. 110. 99: 290: 61//AL031033 
F-HEMBA1000180//rat u2 small nuclear rna gene and 
flanks. 113. 7e-18: 112: 98//K00034 
F-BEMBA1000185 

F-HEMBA1000193//Human FHR1 gene, 5' end. //0. 0012: 1 
91:67//L19476 

F-HEMBA1000201//Human Inil mRNA, complete cds.//2. 
0e-73:440:92//U04847 

F-HEMBA1000213//Plasmodium falciparum HAL3P7, comp 30 
lete sequence. 110. 90: 332: 59//AL034559 
F-HEMBA1000216//Hus musculus hypoxia inducible fac 
tor three alpha mRNA, complete cds.//4.8e-117:585:8 
3//AF060194 

F-HEMBA1000227//H. sapiens CpG island DNA genomic H 
sel fragment, clone 179h6, reverse read cpgl79h6.r 
tla.//1.9e-14:95:98//Z64921 
F-HEMBA1000231//H. sapiens CpG island DNA genomic M 
sel fragment, clone 90a5, reverse read cpg90a5.rtl 
a. //5. le-34: 186: 97//Z56144 40 
F-HEMBA1000243//Human DNA sequence from PAC 440021 
on chromosome X contains ESTs and STS. //4. le-67: 2 
91:82//Z84481 

F-HEMBA1000244//M. musculus Ank-1 mRNA for erythroi 
d ankyrin.//0.029:316:59//X69065 
F-HEMBA1000251//Homo sapiens PAC clone DJ0988L12 f 
rom 7ql 1 . 23-q21 . 1 , compl ete sequence. 110. 35: 467: 60 
//AC004454 
F-HEMBA1000264 

F-HEMBA1000280//Homo sapiens clone DJ0292L20, WORK 50 
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ING DRAFT SEQUENCE, 2unordered pieces. //8.9e-20: 21 
8: 78//AC004825 

F-HEHBA1000282//Homo sapiens chromosome Y, clone 2 
64, H, 20, compl ete sequence. 1 1 A. 2e-08: 134: 77//AC004 
617 

F-HEMBA1000288//345L5.TPB CIT978SKA1 Homo sapiens 
genomic clone A-345L05, genomic survey sequence.// 
1. le-06: 152: 73//B17459 

F-HEMBA1000290//Human ornithine decarboxylase gen 
e, compl ete cds. //3. 2e- 1 1 : 507: 62//M33764 
F-HEMBA1000302//CIT-HSP-2169N13.TF CIT-HSP Homo sa 
piens genomic clone 2169N13, genomic survey sequen 
ce.//5.4e-06:86:88//B90730 

F-HEHBA1000303//Mus musculus Plenty of SH3s (POSH) 
mRNA, complete cds. //7. 9e- 1 1 1 : 701 : 86//AF030 131 
F-HEHBA1000304//HS_3006_A1_A09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3006 Col=17 Row=A, genomic surveysequenc 
e.//5.2e-40: 240: 92//AQ1 18226 
F-HEHBA1000307//Mus musculus mRNA for CDV-1R prote 
in.//7.9e-127:815:84//Y10495 
F-HEHBA1000327//HS_3124J2_H08JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3124 Col=16 Row=P, genomic surveysequenc 
e. //1. 4e-ll: 87: 96//AQ187492 
F-HEHBA1000333 

F-HEHBA1000338//Homo sapiens chromosome X, PAC 671 
D9, complete sequence. //4. Oe-66: 271: 84//AF031078 
F-HEMBA1000351//Homo sapiens PAC clone DJ0649P17 f 
rom 7qll.23-q21, complete sequence. 110. 64: 334: 60// 
AC004848 

F-HEMBA1000355//Pseudorabies virus serine/threonin 
e kinase (ULPK) gene, partial cds and alkaline nucl 
ease (AN) gene, complete cds.//0.017:313:63//U2505 
6 

F-HEMBA1000356//0ryctolagus cuni cuius troponin T c 
ardiac isofonn mRNA, 3' end of cds. 110. 87: 198:61// 
L40178 

F-HEMBA1000357//HS_3194JU_D05JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3194 Col =9 Row=G, genomic survey sequenc 
e. //6. 5e-90: 436: 98//AQ173748 
F-HEMBA1000366//HS_3027J2_G06_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3027 Col=12 Row=N, genomic surveysequenc 
e.//0. 0074: 192: 64//AQ128843 
F-HEHBA1000369//Human DNA sequence from clone 1039 
K5 on chromosome 22ql2. 3-13. 2 Contains gene simila 
r to PICK1 perinuclear binding protein, genesimila 
r to monocarboxylate transporter (HCT3), ESTs, ST 
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S, GSS and a CpGisland, complete sequence. //4.2e-l 
06: 133:99//AL031587 

F-HEMBA1000376//Homo sapiens chromosome 19, BAC CI 
T-B-3931 15 (BC301323) , compl ete sequence. //1 . 6e-22: 
659:63//AC006116 

F-HEMBA1000387//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-264F23, WORKING DRAFT SEQUENCE, 90 unor 
dered pieces. //3. 2e-06: 136: 75//AC006122 
F-HEHBA1000390//Homo sapiens BAC clone RG119C02 fr 
om 7pl5, compl ete sequence. 11%. 5e- 1 1 1 : 284: 95//AC00 10 
4520 

F-HEMBA1000392//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 173D1, WORKING DRAFT SE 
QUENCE. //I. 8e-39: 332: 80//AL031984 
F-HEMBA1000396//Human Xql3 3' end of PAC 92E23 con 
taining the X inactivation transcipt (XIST) gene, 
complete sequence. //9. 5e-35: 364: 73//U80460 
F-HEMBA1000411//Human Xp22 contig of 3 PACS (R7-39 
D12, R7-134G1, R7-185L21) from the Roswell Park Ca 
ncer I nsti tute, compl ete sequence. //8. le- 18: 424: 64 20 
//U96409 

F-HEMBA1000418//Drosophila melanogaster Oregon-R m 
i tochondri al A+T regi on. //0. 0026: 564: 59//U1 1584 
F-HEMBA1000422//Human DNA from chromosome 19 speci 
fic cosmid R30292, genomic sequence, complete sequ 
ence. //9. 2e-14: 232: 70//AC003112 
F-HEMBA1000428//Homo sapiens Xp22 BAC GSHB-590J6 
(Genome Systems Human BAC library) complete sequen 
ce. //3. 8e-37: 408: 69//AC004554 

F-HEHBA1000434//Caenorhabditis elegans cosmid Y48E 30 
IB, complete sequence. //0. 73: 454: 57//Z93393 
F-BEMBA1000442 

F-HEMBA1000456//RPCI11-30J5.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-30J5, genomic survey seque 
nee. //6. 3e-06: 62: 96//B85188 
F-HEMBA1000459//Mus musculus hemin- sensitive initi 
ation factor 2 alpha kinase mRNA, complete cds.// 
6.8e-70:580:79//AF028808 

F-HEMBA1000460//Homo sapiens PAC clone DJ0593H12 f 
rom 7p31 , compl ete sequence. //2. 8e- 154; 746: 98//AC0 40 
04839 

F-HEMBA1000464//Homo sapiens, clone hRPK. 15 JLL c 
omplete sequence. //4. 8e-25: 397: 72//AC006213 
F-HEMBA1000469//CIT-HSP-2167P21.TF CIT-HSP Homo sa 
piens genomic clone 2167P21, genomic survey sequen 
ce. //4. Oe-83: 406: 99//B94160 
F-HEMBA1000488//Homo sapiens Chromosome 22qll.2 PA 
C Clone pjoll In BCRL2-GGT Region, complete sequen 
ce. //4. 2e-53: 312: 93//AC004033 

F-HEMBA1000490//Campylobacter jejuni groES, groEL 50 
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genes. //0. 59: 451: 62//Y13334 
F-HEMBA1000491//Murine sarcoma virus (Harvey- strai 
n) H-ras transformingp21 gene. //8.6e-06: 338: 58//X0 
0740 

F-HEHBA1000501//H(hbo sapiens chromosome 17, clone 
hRPK. 264JBJ4, compl ete sequence. 119. 4e-41 : 591 : 69 
//AC005884 

F-HEMBA1000504//Homo sapiens mRNA for osteoblast s 
pecific factor 2 (0SF-2os).//4.0e-07:57: 100//D1366 
6 

F-HEMBA1000505 

F-HEMBA1000508//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0135005; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 23 unorderedpiece 
s. //0. 035: 329: 61//AC004661 

F-HEMBA1000518//Caenorhabditis elegans cosmid C17H 
12. //0. 96: 425: 58//AF045642 
F-HEMBA1000519//Homo sapiens Xp22 BAC GSHB-536K7 
(Genome Systems Human BAC library) complete sequen 
ce. //1. 6e-53: 300: 89//AC004616 
F-HEMBA1000520//Homo sapiens clone DJ0813F11, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //1. 7e-10: 11 
7: 86//AC006006 
F-HEHBA1000523 

F-HEHBA1000531//Mus musculus Hsp70- related NST-1 
(hsr.l) mRNA, compl etecds.//3.9e- 35: 290: 80//U08215 
F-HEHBA1000534//Homo sapiens chromosome 17, clone 
hRPK. 177JJ, WORKINGDRAFT SEQUENCE, 2 ordered pie 
ces. //1. 7e-36: 328: 77//AC005973 
F-HEHBA1000540//Arabidopsis thai i ana DNA chromosom 
e 4, BAC clone F7K2 (ESSAII project).//0.057:265:6 
3//AL033545 

F-HEHBA1000542//Rattus norvegicus mRNA for dipepti 
dyl peptidase III, complete cds.//1.2e-110:572:88/ 
/D89340 

F-HEMBA1000545//Human DNA from cosmid L27h9, Hunt! 
ngton's Disease Region, chromosome 4pl6.3 contains 
CpG island.//7. 5e-130: 780: 89//Z49237 
F-HEMBA1000555//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 134019, WORKING DRAFT S 
EQUENCE. 11%. 2e-175: 838: 98//AL034555 
F-HEMBA1000557//CIT-HSP-2369F15.TF CIT-HSP Homo sa 
piens genomic clone 2369F15, genomic survey sequen 
ce. 111. 8e-32: 315: 78//AQ074611 
F-HEHBA1000561//Rattus norvegicus Olf-l/EBF associ 
ated Zn finger proteinRoaz mRNA, alternatively spl 
iced form, complete cds. //3. 4e-69: 665: 72//U92564 
F-HEHBA1000563//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 59: 261: 61//AC005504 
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F-HEMBA1000568//HS_3243_B2 JU2JK CIT Approved Hub 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3243 Col =24 Row=B, genomic surveysequenc 
e. //3. le-54: 323: 91//AQ219628 
F-HEMBA1000569//M. musculus mRNA for GPI -anchored p 
rotein. //I. 4e-19: 440: 61//X89571 
F-HEMBA1000575//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //0. 0016: 557: 57//AC005506 
F-HEMBA1000588//Mus musculus FLI-LRR associated pr 10 
otein-1 mRNA, completecds.//1.7e-ll:132:79//AF0455 
73 

F-HEMBA1000591//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. 111. 3e-43: 228: 97//AJ007509 
F-HEMBA1000592//Mus musculus clone 0ST7314, genomi 
c survey sequence. //7. 3e- 07: 68: 94//AF046733 
F-HEMBA1000594//Human DNA sequence from PAC 306D1 
on chromosome X contains ESTs.//8.7e-71:553:79//Z8 
3822 

F-HEMBA1000604//Buman DNA sequence *** SEQUENCING 20 
IN PROGRESS *** from clone 237J2, WORKING DRAFT SE 
QUENCE. III. 9e-21: 158: 75//AL021394 
F-HEMBA1000608//Homo sapiens mRNA for KIAA0456 pro 
tein, partial cds.//l.le-118:561:99//AB007925 
F-HEMBA1000622//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-152E5, complete sequence. //2.2e-28: 4 
26:70//AC004382 

F-HEMBA1000636//Human CpG island sequence, clone Q 
28B8. Il\. Oe-15: 274: 68//D85773 

F-HEMBA1000637//Homo sapiens mRNA for KIAA0690 pro 30 
tein, partial cds.//6.7e-137:639:99//AB014590 
F-HEMBA1000655//, complete sequence. //5. le-83: 685: 
80//AC005815 

F-HEMBA1000657//Rattus norvegicus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 
omplete cds. III. le-91: 597: 84//U35776 
F-HEMBA1000662//Homo sapiens clone DJ0853H20, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //0. 019: 695: 
57//AC004907 

F-HEMBA1000673//Human DNA sequence *** SEQUENCING 40 
IN PROGRESS *** from clone 229A8, WORKING DRAFT SE 
QUENCE. III. 5e-48: 325: 85//Z86090 
F-HEHBA1000682//Bomo sapiens (subclone 5„g5 from P 
1 H25) DNA sequence. //7.7e-61: 615: 74//L43411 
F-HEMBA1000686 
F-HEMBA1000702 

F-HEMBA1000705//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. 110. 0037: 569: 57//AC00 
5507 50 
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F-HEMBA1000719//Streptomyces coelicolor cosmid 1C 
2. 112. Oe-09: 483: 62//AL031 124 
F-HEMBA1000722//Toxoplasma gondii chloroplast, com 
plete genome. 110. 00058: 762: 57//U87145 
F-HEHBA1000726//H. sapiens HLA-DRB1*15 gene.//9.8e- 
49: 189: 89//X88791 

F-HEBBA1000727//CIT-HSP-387P22.TRB CIT-HSP Homo sa 
pi ens genomic clone 387P22, genomic survey sequenc 
e.//0. 0054: 206: 67//B60158 
F-HEMBA1000747 

F-HEMBA1000749//Human DNA sequence from clone 522P 
13 on chromosome 6p21. 31-22.3. Contains a 60S Ribo 
somal Protein L21 pseudogene and an HNRNP A3(Heter 
ogenous Nuclear Riboprotein A3, FBRNP) pseudogene. 
Contains ESTs.STSs and GSSs, complete sequence.// 
3. 3e-05: 124: 75//AL024509 

F-HEMBA1000752//Human Chromosome X, complete seque 
nee. 115. 9e-48: 502: 75//AC004073 
F-HEMBA1000769//Homo sapiens clone NH0576N21, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. 110. 011: 179: 
67//AC005043 

F-HEMBA1000773//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y59A8, WORKING 
DRAFT SEQUENCE. 110. 070: 231 : 63//Z98870 
F-HEMBA1000774//Homo sapiens PAC clone DJ1059M17 f 
rom 7q21-q31.1, complete sequence. IIS. 2e-40: 385: 75 
//AC004953 
F-HEKBA1000791 

F- HEHBA1 0008 1 7//Hynneci a pilosula E87-135 mitocho 
ndrion cytochrome b gene, partial cds. 110. 99: 244: 5 
8//U15678 

F-HEHBA1000822//Human DNA sequence from PAC 179D3, 
between markers DXS6791 and DXS8038 on chromosome 
X contains S10 GTP-binding protein, ESTs and CpG 

island. 110. 033: 294: 62//Z81370 

F-HEMBA1000827//Borrelia burgdorferi (section 50 o 

f 70) of the completegenome.//9.7e-05:463:58//AE00 

1164 

F-HEMBA1000843//Homo sapiens DNA sequence from clo 
ne 511B24 on chromosome 20qll.2-12. Contains the T 
0P1 gene for Topoisomerase I, the PLCG1 genefor 1- 
Phosphatidyl inositol -4, 5-Bisphosphate Phosphodiest 
erase Gamma 1 (EC 3. 1.4.11, PLC-Gamma-1, Phospholi 
pase C-Gamma-1 PLC-II, PLC-148), theKIAA0395 gene 
for a probable Zinc Finger Homeobox protein and a 
60S Ribosomal Protein L23 LIKE pseudogene. Contain 
s a predicted CpG island, ESTs, STSs and GSSs, com 
pi ete sequence. //3. Oe- 153: 732: 98//AL022394 
F-HEMBA1000851//Rattus norvegicus glucocorticoid m 
odulatory element binding protein 2 mRNA, complete 
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cds. //I. 6e-31: 386: 72//AF059273 
F-HEMBA1000852//Homo sapiens Xp22 bins 3-5 PAC RPC 
I4-617A9 (Roswell ParkCancer Institute Human PAC L 
ibrary) containing Arylsulfatase D and E genes, co 
mpi ete sequence. //8. 5e- 1 15: 455: 98//AC005295 
F-HEMBA1000867 

F-HEMBA1000869//Human DNA sequence from cosmid J13 
8017, between markersDXS6791 and DXS8038 on chrorao 
some X contains EST CA repeat and an endogenous re 
troviral like element. //6.6e-41: 424: 75//Z72519 10 
F-HEMBA1000870//Gnamptodon pumilio cytochrome oxid 
ase II gene, partial cds; and tRNA-Asp, tRNA-His t 
and tRNA-Lys genes, complete sequence, mitochondri 
al genes for mitochondrial products. //0. 0049: 211: 6 
6//AF034598 

F-HEMBA1000872//CIT-HSP-2355D20.TF CIT-HSP Homo sa 
pi ens genomic clone 2355D20, genomic survey sequen 
ce. //3. 7e-33: 180: 98//AQ059583 
F-HEMBA1000876//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 473B4, WORKING DRAFT SE 20 
QUENCE. //5. 6e-37: 262: 72//Z83826 
F-HEMBA1000908//Triticum aestivum low-affinity cat 
ion transporter (LCTl)mRNA, complete cds. //1. 0:30 
4: 59//AF015523 

F-HEMBA1000910//M.musculus necdin mRNA, complete c 
ds.//6.1e-08:256:61//M80840 
F-HEMBA1000918//Tetrahymena thermophila micronucle 
ar developmental ly eliminated sequence region. //0. 
13:232:63//U88158 

F-HEHBA1000919//Gallus domesticus filamin mRNA, co 30 
mplete cds. //1 . 0: 213: 65//U00147 
F-HEMBA1000934//CIT-HSP-2053H24.TR CIT-HSP Homo sa 
pi ens genomic clone 2053H24, genomic survey sequen 
ce. //5. 5e- 1 1 : 275: 64//B69224 
F-HEMBA1000942//Homo sapiens clone DJ0754G14, WORK 
ING DRAFT SEQUENCE, 15unordered pieces. //9.7e-05: 7 
8:83//AC004878 

F-HEMBA1000943//Homo sapiens chromosome 17, clone 
hRPK.640_IJ5, complete sequence. //5.8e-140: 661: 99 
//AC005324 40 
F-HEMBA1000946 

F-HEMBA1000960//Homo sapiens clone DJ1111F22, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //8.3e- 16: 1 
81:75//AC004967 

F-HEMBA1000968//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 69M21, WORKING DRAFT SE 
QUENCE. //A. 4e-117: 398: 86//AL031735 
F-HEMBA1000971//H. sapiens CpG island DNA genomic H 
sel fragment, clone 182f4, forward read cpgl82f4.f 
tla. //1. 5e-20: 126: 96//Z57528 50 
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F-HEMBA1000972//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 1/11. //0. 34: 
642: 59//AB020858 

F-HEMBA1000974//Homo sapiens clone DA0091H08, comp 
lete sequence. //5. le-183: 865: 98//AC004817 
F-HEMBA1000975//0rf virus homologue of retroviral 
pseudoprotease gene, complete cds. //0. 00065: 391: 62 
//H30023 

F-HEMBA1000985//Human DNA sequence from clone 272E 
8 on chromosome Xp22. 13-22.31. Contains a pseudoge 
ne similar to MDM2-Like P53-binding proteingene. C 
ontains STSs, GSSs and a CA repeat polymorphism, c 
ompl ete sequence. //3. 4e-05: 243: 65//Z93929 
F-HEHBA1000986//Homo sapiens DNA from chromosome 1 
9-cosmid R31491, genomic sequence. //6.6e-06: 508: 61 
//AD000813 

F-HEHBA1000991//Homo sapiens mRNA for Hrs, complet 

e cds.//1.2e-22:193:84//D84064 

F-HEMBA1001007 

F-HEHBA1001008//Human DNA sequence from clone 3910 
22 on chromosome 6p21.2-21.31 Contains pseudogenes 
similar to ribosomal protein, ESTs, GSSs, complet 
e sequence. //7. 8e-46: 532: 73//AL031577 
F-HEHBA1001009//Human mRNA for IgH heavy chain com 
pi ete sequence. //0. 97: 369: 59//X17115 
F-HEHBA1001017//Homo sapiens mRNA for KIAA0468 pro 
tein, complete cds.//4.4e-139:661:98//AB007937 
F-HEMBA1001019//Homo sapiens, clone hRPK. 15 Ji_l, c 
ompl ete sequence. //1. 6e- 16: 521: 64//AC006213 
F-HEMBA1001020//Homo sapiens chromosome 17, clone 
hRPK. 178JL3, completesequence. III. 8e-50: 367: 72//A 
C005702 

F-HEMBA1001022 

F-HEHBA1001024//Homo sapiens T-cell receptor alpha 
delta locus from bases 1 to 250529 (section 1 of 
5) of the Complete Nucleotide Sequence. //5.0e-23: 3 
78:69//AE000658 

F-HEHBA1001026//Homo sapiens DNA sequence from PAC 
435D1 on chromosome Xq25. Contains ESTs and SIS, I 
/7.6e-19: 867: 60//Z86064 

F-HEHBA1001043//HS_2219_B1 JU0_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2219 Col=19 Row=B, genomic surveysequenc 
e.//3.0e-15:124:88//AQ301521 
F-HEHBA1001051//Human Chromosome X clone bWXD342, 
complete sequence. 114. 8e-79: 308: 84//AC004072 
F-HEHBA1001052//Homo sapiens chromosome 17, clone 
hRPK. 146J>_2, W0RKINGDRAFT SEQUENCE, 4 unordered p 
ieces. //0. 53: 384: 61//AC005341 
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F-HEMBA1001059//Human N- acetylgalactosamine 6-sulp 
hatase (GALNS) gene, exon 10.//2.8e-26:397:71//U06 
084 

F-HEMBA1001060//Homo sapiens chromosome 17, clone 
hRPK.855_D_21, complete sequence. //0. 98: 280: 62//AC 
006079 

F-HEMBA1001071//Human mRNA for pro alpha 1 (III) c 
ollagen C-terminal propeptide. III. le-31: 181: 96//X0 
1742 

F-HEMBA1001077//nuciear protein TIF1 [mice, mRNA, 10 
3951 nt] . 113. 6e-13: 338: 65//S78219 
F-HEMBA1001080//Streptomyces coelicolor cosmid 1A 
9. 110. 00012: 364: 63//AL034446 
F-HEHBA1001085//Human Chromosome 15q26. 1 PAC clone 
pDJ290i21 contain! ngfur, fes, and alpha mannosida 
se IIx genes, WORKING DRAFT SEQUENCE, 9 unordered 
pieces. 11%. 5e-134: 476: 96//AC004586 
F-HEMBA1001088//Sequence 1 from patent US 5552529. 
//2.2e-71: 303: 78//I 25863 

F-HEKBA1001094//Homo sapiens clone RG491N20, compl 20 
ete sequence. //8.9e- 11 9:6 0 9:9 6 //AC O O 

5 10 5 

F-HEMBA 10 0 10 9 9 

F - H EM B A 1 0 0 1 1 0 9 //H o m o s a p i 
ens BAG clone RG318M05 fr 
om 7q 22-q 3 1. 1, complete s 
e q u e n c e . //2. 4e~5 8 : 3 4 7 : 8 7/ 
/AC O O 5 2 5 0 

F-HEMBA100112 1//Huma n DNA 

sequence *** SEQUENCING 30 
IN PROGRESS *** from clon 
e 90G24, WORKING DRAFT SE 
QUENCE. //3. 4e-21:226:6 5// 
AL008723 

F-HEMBA1001 122// P 1 a smod i u 
m falciparum chromosome 
2, section 20 of 73 ofthe 
complete sequence. // 9 . 2e 
-07:732:57 //A E 0 0 1 3 8 3 
F-HEMBA 1 O 0 1 1 2 3//Homo sapi 40 
ens full length insert cD 
N A clone ZD38E12. //I. le-1 
1:2 3 1:6 8//AF 0 8 6 2 4 7 
F - H EM B A 1 O 0 1 1 3 3 //H o m o sapi 
ens clone DJ0856O24, WORK 
I NG DRAFT SEQUENCE, 4unor 
dered pieces. //O. 0 11:16 3: 

6 9//AC0 0 4 9 0 9 

F-HEMBA1001 1 3 7//Homo sapi 
ens mRNA for KIAA0798 pro 50 
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tein, complete cds. // 6 . 9 e 

- 7 2:5 2 7:7 7//AB0 1 8 3 4 1 
F-HEMBA 1 0 0 1 1 4 0//Homo sapi 
ens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unor 
dered pieces. // 2. 3e-l 20 : 5 

7 8:9 8//AC0 0 5 0 7 7 

F-HEMBA 1 001172 //Plasmodiu 
m falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic 

sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pie 
ces.//0. 010:520:5 9//AC0 0 5 

5 0 7 

F-HEMBA 1 0 0 1 1 7 4//R. norvegi 
cus (Sprague Dawley) ARL5 
mRNA for ARF-like protei 
n 5. //I. Oe-5 9 : 56 5:7 3//X 7 8 

6 0 4 

F-HEMBA 1 0 0 1 1 9 7 //Homo sapi 
ens clone 82F9, WORKING D 
RAFT SEQUENCE, 4 unordere 
d pieces. //0. 0037:151:70/ 
/AC004 8 1 5 

F-HEMBA 1 0 0 1 2 0 8//Huma n BAC 
clone RG264L19 from 7pl5 

— p 2 1 , complete sequence./ 
/I. 4 e -3 5 : 1 9 5 : 8 1//AC0 0 2 4 1 0 
F-HEMBA100121 3//Homo sapi 
ens clone DJ 0 8 9 2G19, comp 
lete sequence, //l. 9 e — 17 1: 

8 2 6:9 8//AC0 0 4 9 1 7 
F-HEMBA 1 0 0 1 2 2 6//Homo sapi 
ens clone DJ 0 8 5 0 I 0 1, WORK 
ING DRAFT SEQUENCE, lunor 
dered pieces. // 0 . 0 0 0 1 0:5 5 

7 : 5 7//AC 0 0 6 0 0 9 
F-HEMBA1001235//Homo sapiens chromosome 17, clone 
hRPK.601JL13. complete sequence. //0. 0086: 372: 58// 
AC005389 

F-HEMBA1001247//H. sapi ens CpG island DNA genomic M 
sel fragment, clone llbll, reverse read cpgllbll.r 
tla. //2. Oe-24: 154: 93//Z64441 
F-HEHBA1001257//Homo sapiens alpha-methyl acyl-CoA 
racemase mRNA, complete cds.//1.9e-88:659:81//AF04 
7020 

F-HEMBA1001265//fluman 18S ribosomal RNA. //1.0e-32: 

180: 97//X03205 

F-HEHBA1001281 

F-HEHBA1001286//B.taurus mRNA for RF-36-DNA-bindin 
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g protein. 111. 7e-26: 236: 81//X15543 
F-HEMBA1001289//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-69G12, complete sequence. //5. 5e- 28: 5 
30:64//AC004131 

F-HEMBA1001294//Yeast mitochondrial aapl gene for 
ATPase subuni t 8. 111. 8e- 15: 722: 60/7X00960 
F-HEMBA1001299//Human DNA sequence from clone 422G 
23 on chromosome 6q24Contains EST, STS, GSS, CpG i 
sland, complete sequence. //4.2e-24: 288: 76//AL03100 
3 10 
F-HEMBA1001302//cDNA encoding a human homologue of 
a mouse novel polypeptide derived from stromal ce 
ll.//7.2e-121:439:96//E12260 
F-HEMBA1001303//Plasmodium falciparum 3D7 chromaso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 110. 011: 637: 56//AC005505 
F-HEMBA1001310//HS_3252J2_B12J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3252 Col =24 Row=D, genomic surveysequenc 
e. //1. 2e-16: 166: 82//AQ217054 20 
F-HEMBA1001319//CIT-HSP-2034J6.TF CIT-HSP Homo sap 
iens genomic clone 2034 J6, genomic survey sequenc 
e.//0.33:256:59//B79408 

F-HEMBA1001323//Homo sapiens proto- oncogene (Wnt-5 
a) mRNA, complete cds.//7.8e-30: 165: 99//L20861 
F-HEMBA1001326//Homo sapiens DNA sequence from BAC 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 
lucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosph 30 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. //5. 4e-19: 347: 68//AL021368 
F-HEKBA1001327//CIT-HSP-2354E10.TR CIT-HSP Homo sa 
pi ens genomic clone 2354E10, genomic survey sequen 
ce. //0. 012: 152: 65//AQ075713 
F-HEMBA1001330//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***from contig 3-103, complete 
sequence. //0. 0037: 254: 62//AL010208 40 
F-HEMBA1001351//Homo sapiens VAMP- associated prote 
in of 33 kDa (VAP-33)mRNA, complete cds.//l. le-10 
3:516:97//AF057358 

F-HEMBA1001361//Homo sapiens chromosome 9, clone h 
RPK. 202_H_3, compl etesequence. Ill . 7e- 150: 706: 99//A 
C006241 

F-HEMBA1001375//Streptomyces coelicolor cosmid IE 
6.//1.0:375:59//AL033505 

F-HEMBA1001377//HS_3020_B1J12,MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 50 
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one Plate=3020 Col =23 Row=H, genomic surveysequenc 
e. 110. 00022: 63: 77//AQ105297 
F-HEHBA1001383//Plasmodium falciparum chromosome 
2, section 68 of 73 ofthe complete sequence. 110. 00 
035:317:60//AE001431 

F-HEHBA1001387//HS_3039_B1_D0LMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3039 Col=l Row=H t genomic survey sequenc 
e. 115. Oe-90: 437: 98//AQ155035 
F-HEMBA1001388//Homo sapiens clone RG189J21, W0RKI 
NG DRAFT SEQUENCE, 15unordered pieces. //4.2e-47: 15 
9:89//AC005073 

F-HEMBA1001391//Human DNA sequence from clone 4090 
10 on chromosome 20ql2Contains CA repeat, GSS, ST 
S, compl ete sequence. 112. Oe-06: 495: 60//AL031256 
F-HEHBA1001398//H. sapiens CpG island DNA genomic H 
sel fragment, clone 70dll, forward read cpg70dll.f 
tlb. //0. 018: 46: 97//Z62591 

F-HEMBA1001405//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 50024, WORKING DRAFT SE 
QUENCE. 111. 3e-74: 623: 71//AL034380 
F-HEMBA1001407//Mus musculus domesticus Torino (Sr 
y) gene, complete cds.//0. 36: 363: 57//U03645 
F-HEMBA1001411//Homo sapiens genomic DNA, 21q regi 
on, clone: S39BG29, genomic survey sequence. //8.4e 
-12:516:60//AG001050 
F-HEMBA1001413 

F-HEMBA1001415//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 41018, WORKING DRAFT SE 
QUENCE. 110. 98: 177: 64//AL031732 
F-HEHBA1001432//Homo sapiens clone DJ0693M11, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //8.0e- 177: 8 
59:97//AC006146 

F-HEMBA1001433//Homo sapiens clone DJ0892G19, camp 
lete sequence. III. Oe-35: 376: 64//AC004917 
F-HEMBA1001435//Homo sapiens chromosome 17, clone 
hRPK. 63^A_l f compl etesequence. III. 2e-74: 284: 84//AC 
005670 

F-HEHBA1001442//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***fnm contig 3-66, complete s 
equence. 110. 056: 194: 63//AL010138 
F-HEMRA1001446//Hamo sapiens chromosome 4 clone Bl 
50J4 map 4q25, complete sequence. 110. 96: 328:6 1//AC 
004047 

F-HEHBA1001450 

F-HEHBA1001454//Human DNA sequence from clone 598A 
24 on chromosome Xpil.1-11.23 Contains zinc finger 
X-linked proteins ZXDA, ZXDB. ESTs and STS.comple 
te sequence. 1/2. 0e-47: 468: 73//AL031115 
F-HEMBA1001455//CIT978SK-32J2.TV CIT978SK Homo sap 
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iens genomic clone 32J2, genomic survey sequence./ 
/I . 5e-05: 223: 65//B78859 

F-HEMBA1001463//cSRL-69dl-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-69dl, genomic survey sequence. //5. le-66: 56 
4:77//B05652 

F-HEMBA1001476//Homo sapiens mRNA for KIAA0572 pro 
tein, partial cds.//1.9e-102:489:99//AB011144 
F-HEMBA1001478//HSJ228JV2J03JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 10 
one Plate=2228 Col =6 Row=C t genomic survey sequenc 
e.//4.5e-40:275:88//AQ032041 
F-HEMBA1001497//Human DNA sequence from clone 281H 
8 on chromosome 6q25. 1-25.3. Contains up to four n 
ovel genes, one with similarity to KIAA0323and wor 
m C30F12.1 and another with Ubiqui tin-Like protein 
gene SMT3 (thelatter in an intron of a novel gen 
e). Contains ESTs, STSs. GSSs, a putative CpG isla 
nd and genomic marker D6S1553, complete sequence./ 
/7.7e-47:311:85//AL031133 20 
F-HEMBA1001510//Human HLA class III region contain 
ing cAMP response element binding protein- related 
protein (CREB-RP) and tenascin X (tenascin-X) gene 
s, complete cds, complete sequence. //2.0e- 130: 699: 
93//U89337 

F-HEMBA1001515//Homo sapiens chromosome 19, cosmid 
F24866, complete sequence, //4. le-114: 711:85//AC00 
5794 

F-HEMBA1001517//Homo sapiens BAC clone RG459N13 fr 
om 7pl5, compl ete sequence. //5. 7e- 162: 769: 98//AC00 30 
4549 

F-HEMBA1001522//Caenorhabditis elegans cosmid ZK32 
8. //8. 6e- 17: 498: 61//U50193 

F-HEMBA1001526//Human DNA sequence from cosmid 444 
G9 from a contig fromthe tip of the short arm of c 
hromosome 16, spanning 2Mb of 16pl3.3 Contains EST 
s and CpG islands,. //0. 31: 120: 69//Z98258 
F-HEMBA1001533 

F-HEMBA1001557//Chlonoecetes opilio (clone C0P41) 
DNA mi crosatel 1 i te repeat regi ons. 111. Oe-25: 303: 72 40 
//L49136 

F-HEMBA1001566//Homo sapiens DNA sequence from PAC 
127D3 on chromosome lq23-25. Contains FM02 and FM 
03 genes for Flavin-containing Honooxygenase2 and 
Flavin- containing Honooxygenase 3 (Dimethyl aniline 
Monooxygenase(N-0xide 3, EC1. 14. 13. 8, Dimethylani 
line Oxidase 3, FM0 II, FM0 3), anda gene for anot 
her, unknown, Flavin- containing Honooxygenase fami 
ly protein. Contains ESTs and GSSs, complete seque 
nee. //7. 2e- 18: 805: 60//AL021026 50 
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F-HEHBA1001569//Homo sapiens mRNA for vesicle asso 
ciated membrane protein 2 (VAMP2). //I. le-64: 338:95 
//AJ225044 

F-HEMBA1001570//Homo sapiens PAC clone DJ0844F09 f 
rom 7pl2-pl3, compl etesequence.//2. le-148:698:99// 
AC004453 

F-HEMBA1001579//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . III. 2e-173: 678: 99//AJ012449 
F-HEMBA1001581//Homo sapiens clone DJ1158B01, WORK 
ING DRAFT SEQUENCE, 23unordered pieces. //0. 30: 484: 
59//AC004980 
F-HEMBA1001585 

F-HEMBA1001589//Human BAC clone RG317G18 from 7q3 
1 , compl ete sequence. //0. 98: 197: 63//AC002432 
F-HEHBA1001595//Human mRNA for KIAA0128 gene, part 
i al cds. //8. 2e- 109: 855: 78//D50918 
F-HEMBA1001608//RPCI11-72E2.TJ RPCI11 Homo sapiens 
genomic clone R-72E2,genomic survey sequence. //3. 
8e-05: 235: 64//AQ267131 

F-HEMBA1001620//0ryza sativa RIN01 mRNA for myo-in 
ositol phosphate synthase, complete cds.//3.8e-40: 
719: 64//AB012107 

F-HEMBA1Q01635//HSJ208 JU_D07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3208 Col =13 Row=G, genomic surveysequenc 
e. //I. 4e- 15: 120: 90//AQ176944 
F-HEMBA1001636//Homo sapiens 12q24 PAC RPCI1-66E7 
(Roswell Park Cancer Institute Human PAC library) 
complete sequence. //0. 15: 221: 64//AC004216 
F-HEMBA1001640//HS_3253J2_D03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3253 Col =6 Row=H, genomic survey sequenc 
e. //9. le-52: 278: 95//AQ216058 
F-HEMBA1001647//H. sapiens gene for plectin.//0.000 
52:629:61//Z54367 

F-HEMBA1001651//Salmo salar DNA for a cryptic repe 
at. 111. 9e-08: 270: 64//AJ012206 
F-HEHBA1001655//Homo sapiens chromosome 5, BAC clo 
ne 194J18 (LBNL H158), complete sequence. //5.9e- 16 
4:802:97//AC005368 

F-HEHBA1001658//M.musculus C0L3A1 gene for collage 
n al pha-I . 111. 4e-30: 742: 62//X52046 
F-HEMBA1001661//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL HI 54), complete sequence. //2.2e- 14 
4:682:99//AC005740 

F-HEMBA1001672//Homo sapiens methyl-CpG binding pr 
otein HBD3 (HBD3) mRNA, complete cds.//6. le-152: 72 
5: 98//AF072247 

F-HEHBA1001675//RPCI11-54F8.TV RPCI11 Homo sapiens 
genomic clone R-54F8, genomic survey sequence. lib. 
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3e-75: 341: 85//AQ082126 

F-HEMBA1001678//Homo sapiens Xp22 PAC RPCI1-167A22 
(from Roswell Park Cancer Center) complete sequen 
ce. //8. 4e-54: 551 : 74//AC002349 
F-HEMBA1001681 

F-HEMBA1001702//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. 110. 9 
4:676:54//AE001398 

F-HEMBA1001709//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 702J19, WORKING DRAFT S 10 
EQUENCE. //0. 74: 659: 58//AL033531 
F-HEMBA1001711//Lysiphlebus melandriicola NADH deh 
ydrogenase 1 gene, mitochondrial gene encoding mit 
ochondrial protein, partial cds.//3.0e-07:413:60// 
AF069178 

F-HEMBA1001712//Homo sapiens BAC clone RG041H04 fr 
om 7q21-q22, completesequence.//0.091:315:61//AC00 
4519 

F-HEMBA1001714//Rattus norvegicus mitochondrial AT 
Pase inhibitor gene, complete cds.//1.6e-28:218:75 20 
//U12250 

F-HEMBA1001718//HS_3056_A2_H08JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3056 Col=16 Row=0, genomic surveysequenc 
e. 111. Oe-79: 383: 99//AQ106367 
F-HEMBA1001723//HS_2188_A2_D02_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2188 Col =4 Row=G, genomic survey sequenc 
e. //3. 8e-28: 174: 94//AQ1 16793 

F-HEMBA1001731//HS_3021_A1 JU1J7 CIT Approved Hum 30 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3021 Col =21 Row=A, genomic surveysequenc 
e. //2. 5e- 1 1 : 420: 62//AQ154658 
F-HEMBA1001734//Homo sapiens chromosome Y, clone 2 
64, M, 20, compl ete sequence. //0. 00060: 392: 60//AC004 
617 

F-HEMBA1001744//HS_3194JUJ)05_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3194 Col=9 Row=G, genomic survey sequenc 
e. 115. 8e-29: 163: 97//AQ252295 40 
F-HEMBA1001745//Homo sapiens chromosome 9q34, clon 
e 280C11, complete sequence. //0. 66: 627: 59//AC00210 
2 

F-HEMBA1001746//HS_2163_BLF04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2163 Col=7 Row=L, genomic survey sequenc 
e.//1.4e-16:238:70//AQ085995 
F-HEIBA1001761//Genomic sequence from Mouse 9, com 
pi ete sequence. 112. 5e-52: 198: 86//AC002109 
F-HEMBA1001781 50 
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F-HEHBA1001784//Genomic sequence from Human 9q34, 
WORKING DRAFT SEQUENCE, 2 unordered pieces. //5.5e- 
13: 296: 65//AC002099 

F-HEMBA1001791//Homo sapiens DNA from chromosome 1 
9-cosmids R31158, R31874, and R28125, genomic sequ 
ence, complete sequence. //0. 18: 534: 59//AF038458 
F-HEMBA1001800//CIT-HFP-2049N5.TF CIT-HSP Homo sap 
iens genomic clone 2049N5, genomic survey sequenc 
e. 111. 2e-40: 335: 80//AQ009222 
F-HEMBA1001803//M.musculus (Balb/C) P/L01 mRNA. // 
1.7e-25:286:74//Z31360 

F-HEMBA1001804//Mouse interleukin 2 receptor (p55 
IL-2R) mRNA, 5' end.//1.9e-58:358:89//M21977 
F-HEHBA1001808//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0500.//7.8e-174:809:98//AB00 
7969 

F-HEHBA1001809//Bovine herpesvirus 1 complete geno 

me. 119. 0e-09: 639: 57//AJ004801 

F-HEMBA1001815 

F-HEMBA1001819//HSJ079_B1_E04_T7 CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3079 Col =7 Row=J, genomic survey sequenc 
e. III. 4e-79: 396: 97//AQ186616 
F-HEHBA1001820//Homo sapiens BAC clone GS165L15 fr 
om 7pl5, complete sequence. 110. 00026: 436: 60//AC005 
013 

F-HEMBA1001822//Homo sapiens intersectin short for 
m mRNA, complete cds.//1.2e-40:510:65//AF064243 
F-HEMBA1001824//Homo sapiens expanded SCA7 CAG rep 
eat. 11%. le-20: 344: 68//AF020275 
F-HEMBA1001835//Homo sapiens BAC clone RG017K18 fr 
om 7q31, complete sequence. 110. 0094: 553: 58//AC0051 
61 

F-HEMBA1001844//Homo sapiens chromosome Xp22- 135-1 
36 clone GSHB- 56711, WORKING DRAFT SEQUENCE, 35 un 
ordered pieces. III. 2e-22: 316: 70//AC005867 
F-HEHBA1001847//M.musculus Zfp-29 gene for zinc fi 
nger protein. 115. 3e-27: 397: 69/7X55126 
F-HEHBA1001861//Homo sapiens mRNA for KIAA0617 pro 
tein, complete cds.//8.8e-184:865:98//AB014517 
F-HEMBA1001864//Arabidopsis thai i ana chromosome II 
BAC F17H15 genomic sequence, complete sequence.// 
0.38: 337: 62//AC005395 

F-HEHBA1001866//Caenorhabditis elegans cosmid F48E 

3.//1.4e-10:224:63//U28735 

F-HEMBA1001869//Homo sapiens BAC clone RG114B19 fr 

om 7q31.1, complete sequence. //6.7e-98: 288: 91//AC0 

05065 

F-HEHBA1001888//Human Chromosome llpl5.5 PAC clone 
pDJ915fl containing KvLQTl gene, complete sequenc 
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e. //4. 9e-114: 476: 84//AC003693 
F-HEMBA1001896//Bos taurus pyruvate dehydrogenase 
phosphatase regulatorysubunit precursor, mRNA, com 
plete cds. III. 2e-137: 839: 86//AF026954 
F-HEMBA1001910//flomo sapiens Chromosome 2pl3 BAC C 
lone hl73, complete sequence. I/O. 90: 221: 63//AC0030 
65 

F-HEMBA1001912//HSJ237_A1_C10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2237 Col =19 Row=E, genomic surveysequenc 10 
e. //9. 7e-76: 364: 100//AQ033732 
F-HEMBA1001913//Leishmania major chromosome 3 clon 
e L4625 strain Friedlin, WORKING DRAFT SEQUENCE, 6 
unordered pieces. //0. 00063: 219: 65//AC005766 
F-HEMBA1001915//Homo sapiens genomic DNA of 9q32 a 
nti -oncogene of flat epitherium cancer , segment 5 
/10. //0. 0001 1 : 366: 63//AB020873 
F-HEMBA1001918//Pneumocystis carl nil gene for majo 
r surface glycoproteinMSGlOS, exonl-2, complete cd 
s. //0. 00024: 562: 58//D82031 20 
F-HEMBA1001921//Homo sapiens germinal center kinas 
e related protein kinase mRNA, complete cds. //2.1e 
- 184: 855: 99//AF000145 

F-HEMBA1001939//Human DNA sequence from clone 395P 
12 on chromosome lq24-25. Contains the TXGP1 gene 
for tax-transcriptionally activated glycoprotein 1 
(34kD) (0X40 ligand, 0X40L) and a C0T2 (Aspartate 
Aminotransferase, mitochondrial precursor, EC 2. 
6.1.1, Transaminase A, Glutamate Oxaloacetate Tran 
saminase-2) pseudogene. Contains ESTs, STSs and GS 30 
Ss, compl ete sequence. //I . le-42: 380: 80//AL022310 
F-HEMBA1001940//Homo sapiens clone DJ1093I16, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //7.5e- 175: 8 
61:97//AC005629 

F-HEMBA1001942//Homo sapiens chromosome 12pl3.3 cl 
one RPCI1-96H9, WORKING DRAFT SEQUENCE, 66 unorder 
ed pieces. //0. 097: 107: 71//AC006057 
F-HEMBA1001945//Drosophila F family transposable e 
lement F12 3' region. //0. 94: 140: 65//X01934 
F-HEMBA1001950//H. sapiens CpG island DNA genomic M 40 
sel fragment, clone 15b5, forward read cpgl5b5.ftl 
q.//1.4e-27: 168: 95//Z54728 
F-HEMBA1001960//Locusta migratoria mRNA for nAChR 
alphal subunit. //0. 010: 108: 71//AJ000390 
F-HEMBA1001962//Plasmodium falciparum 3D7 chramoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pi eces. //9. 7e-05: 494: 60//AC0 
05507 

F-HEHBA1001964 

F-HEMBA1001967//Human DNA sequence from clone 341E 50 
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18 on chromosome 6pll.2-12.3. Contains a Serine/Th 
reonine Protein Kinase gene (presumptive isolog of 
a Rat gene) and a novel alternatively spliced gen 
e. Contains a putative CpG island, ESTs and GSSs, 
compl ete sequence. //9. 6e- 122: 373: 99//AL031 178 
F-HEMBA1001979//HS_3067_B1_A06_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3067 Col =11 Row=B, genomic surveysequenc 
e.//0.43: 193: 64//AQ143506 

F-HEHBA1001987//Plasmodium falciparum MAL3P6, comp 
lete sequence. //1. 0: 428: 56//Z98551 
F-HEHBA1001991//HS_2237 J^2_G09_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2237 Col =18 Row=M, genomic surveysequenc 
e. //4. 3e-05: 240: 64//AQ067283 
F-HEMBA1002003//protein phosphatase 2C isoform [ra 
ts, liver, mRNA, 1950nt].//2. 7e-33: 364: 74//S90449 
F-HEMBA1002008//WORKING DRAFT SEQUENCE, 3 unordere 
d pieces. //0. 00032: 214: 68//AC005948 
F-HEHBA1002018 

F-HEMBA1002022//Human p37NB mRNA, complete cds.// 
0.014: 58: 96//U32907 

F-HEMBA1002035//Mouse transcriptional control el em 
ent. 111. 8e-07: 200: 69//M17284 
F-HEMBA1002039//Human DNA sequence from clone 267M 
20 on chromosome Xq22.2-22.3. Contains part of the 
DIAPH2 gene and a pseudogene, ESTs, STSs and GSS 
s, complete sequence. //0. 31: 497: 58//AL031053 
F-HEMBA1002049//Homo sapiens chromosome 5, BAC clo 
ne 282B7 (LBNL HI 92), compl ete sequence. //4.5e- 42: 5 
32:63//AC005216 

F-HEMBA1002084//Homo sapiens chromosome 19 cosmid 
F15386, genomic sequence, complete sequence. //0. 8 
1:435: 59//AF025422 

F-HEHBA1002092//Mus musculus 01f-l/EBF-like-3 tran 
scription factor (O/E-3) mRNA, complete cds.//7.2e 
-130:769:87//U92703 

F-HEHBA1002100//Homo sapiens PAC clone DJ0991G20, 
complete sequence. III. 3e-47: 124: 96//AC004943 
F-HEMBA1002102//Xenopus laevis mRNA for xSox7 prot 
ein, complete cds. III. 7e-13: 132: 71//D83649 
F-HEMBA1002113//F.rubripes GSS sequence, clone 063 
K10bB4, genomi c surveysequence. 110. 029: 142: 66//Z88 
840 

F-HEMBA1002119//Human Chromosome 11 pac pDJ1173a5, 
compl ete sequence. Ill . 3e- 14: 515: 62//AC000378 
F-HEMBA1002125//Homo sapiens calcium- activated pot 
assium channel (KCNN3)mRNA, complete cds. 110. 98: 22 
2:61//AF031815 

F-HEHBA1002139//Caenorhabditis elegans cosmid F55C 
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9, compl ete sequence. 110. 0081 : 371 : 60//Z81549 
F-HEMBA1002144//Saccharomyces cerevisiae mitochond 
rion transfer RNA-Met(tRNA-Het) gene, oxil gene, a 
nd 0RFl.//4.9e-06:341:61//L36888 
F-HEMBA1002150//Homo sapiens mRNA for KIAA0720 pro 
tein, partial cds.//0. 00017: 353: 62//AB01 8263 
F-HEMBA1002151 

F- HEMBA 1 002 1 53//CI TBI -E1-2519I20.TR CITBI-E1 Homo 
sapiens genomic clone2519I20, genomic survey seque 
nce.//8.5e-61:334:94//AQ277613 10 
F-HEMBA1002160//Homo sapiens clone DJ1189D06, comp 
lete sequence. //8. 5e-44: 385: 77//AC005232 
F-HEMBA1002161//Coturnix coturnix slow myosin heav 
y chain 2 (qmyhc2) mRNA, partial cds. //2. le-59: 57 
1:74//AF006829 

F-HEMBA1002162//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
quence. //5. 3e-53: 698: 67//AC006210 
F-HEMBA1002166//Human DNA sequence from PAC 84F12 
on chromosome Xq25-Xq26.3. Contains glypican-3 pre 20 
cursor (intestinal protein OCI-5) (GTR2-2),ESTs an 
d CA repeat. //1. 2e-50: 319: 78//AL008712 
F-HEMBA1002177//Homo sapiens BAC clone RG293F11 fr 
om 7q21-7q22, compl etesequence. //2. 5e- 18: 150: 88//A 
C000066 

F-HEMBA1002185//Homo sapiens clone DJ0292L20, WORK 
ING DRAFT SEQUENCE, 2unordered pieces.//0.00066:46 
6: 59//AC004825 

F-HEMBA1002189//Homo sapiens clone GS166C05, W0RKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //3. 3e- 23: 17 30 
6: 77//AC005015 

F-HEMBA1002191//Homo sapiens mRNA for KIAA0689 pro 
tein, partial cds.//1.0:382:59//AB014589 
F-HEMBA1002199//Homo sapiens chromosome 4 clone B5 
5B24 map 4q25, complete sequence. //1. 8e-20: 368: 66/ 
/AC005150 

F-HEMBA1002204//HS_2055JU_H09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2055 Col=17 Row=0, genomic surveysequenc 
e. //1. 2e-06: 178: 65//AQ235350 40 
F-HEMBA1002212//S. cerevisiae chromosome IV reading 
frame 0RF YDL101c.//0.035: 345: 60//Z74149 
F-HEMBA1002215//M.musculus mRNA for testin. //4.6e- 
80:504:87//X78989 

F-HEMBA1002226//Homo sapiens Xp22 bins 87-93 PAC R 
PCI 1-122K4 (Roswell Park Cancer Institute Human PA 
C Library) complete sequence. //5. 7e-63: 336: 74//AC0 
03035 

F-HEMBA1002229//Homo sapiens BAC clone NH0539B24 f 
rom 7pl5. l-pl4, complete sequence. 111. 6e-39: 311: 81 50 
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//AC006044 

F-HEMBA1002237//Homo sapiens PAC clone DJ0696N01 f 
rom 7p21-p22, completesequence.//1.6e-12:397:64//A 
C004861 

F-HEMBA1002241 
F-HEHBA1002253 

F-HEMBA1002257//Homo sapiens diacyl glycerol kinase 
iota (DGRi) mRNA, complete cds. //3. 5e-151: 731: 97/ 
/AF061936 

F-HEMBA1002265//Human DNA sequence from cosmid N28 
H9 on chromosome 22qll.2-qter contains ESTs, STS a 
nd endogenous retrovi rus. Ill . 3e-09: 313: 62//Z71 183 
F-HEMBA1002267 

F-HEMBA1002270//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
quence. 110. 069: 495: 58//AC006210 
F-HEHBA1002321//Homo sapiens PAC clone DJ0991023, 
complete sequence. //0. 019: 564: 58//AC004944 
F-HEHBA1002328//CIT-HSP-2387N15.IT.1 CIT-HSP Homo 
sapiens genomic clone2387N15, genomic survey seque 
nee. III. 8e-71: 346: 99//AQ240836 
F-HEHBA1002337//Arabidopsis thai i ana genomic DNA, 
chromosome 5, Pi clone: MYN8, complete sequence.// 
0.84: 547: 57//AB020754 

F-HEMBA1002341//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds.//2.4e-185:872:98//AB018314 
F-HEMBA1002348//CIT-HSP-2372K24.TR CIT-HSP Homo sa 
pi ens genomic clone 2372K24, genomic survey sequen 
ce. //9. le-33: 230: 75//AQ1 10676 
F-HEMBA1002349//Plasmodium falciparum histidine-ri 
ch protein II (HRP II)gene, complete cds. //9.4e-0 
6:504:57//U69551 

F-HEMBA1002363//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds.//7.3e-188: 
872:99//AF092563 

F-HEMBA1002381//Homo sapiens genomic DNA of 8p21.3 
-p22 anti-oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 11/11. //2. le 
-20: 262: 72//AB020868 

F-HEHBA1002389//D.discoideum spore coat 60 (sp60) 
gene, 5' flank. //0. 010: 95: 73//M34546 
F-HEHBA1002417//Canls familiaris ZO-3 (zo-3) mRNA, 
complete cds. //6. 2e-120: 767: 85//AF023617 
F-HEMBA1002419//HS-1047-Al-F01-HF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 830 Col=l Row=K, genomic survey sequence.// 
7. 6e-06: 111: 76//B38165 

F-HEHBA1002430//HS_3137J2_F10_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3137 Col =20 Row=L, genomic surveysequenc 
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e. //1. 6e-56: 367: 88//AQ148697 
F-HEKBA1002439//Dictyostelium discoideum actln 8 g 
ene, 3' UTR. //0. 67: 129: 64//M25216 
F-HEMBA1002458//Mus musculus REX- 3 mRNA, complete 
cds. //I. le-30: 274: 72//AF051347 
F-HEMBA1002460//Homo sapiens clone DJ1137M13, comp 
lete sequence. HA. Oe- 173: 822: 98//AC005378 
F-HEMBA1002462//Sequence 41 from patent US 570815 
7.//9.8e-51:519:73//I80067 

F-HEMBA1002469//Human mRNA for KIAA0122 gene, part 10 
ial cds.//4.0e-108:603:92//D50912 
F-HEHBA1002475//Streptomyces coelicolor cosmid 2H 
4. //0. 0068: 626: 57//AL031514 

F-HEMBA1002477//Homo sapiens BAC clone NH0342R06 f . 
rom 2 ( complete sequence. //1.5e-40: 349: 78//AC00503 
4 

F-HEMBA1002486 

F-HEHBA1002495//HS_3218_B1 JU2J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3218 Col=23 Row=B, genomic surveysequenc 20 
e. //1. 0: 179: 67//AQ181410 

F-HEMBA1002498//Homo sapiens full length insert cD 
NA clone ZD76B01.//1.4e-129:619:98//AF086404 
F-HEHBA1002503//Homo sapiens clone DJ0742P04, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //L9e- 24: 30 
6: 68//AC004873 

F-HEHBA1002508//Homo sapiens chromosome 19, cosmid 
R33516, complete sequence. //2. 9e- 76: 464: 83//AC004 
799 

F-HEMBA1002513//Homo sapiens mRNA for histone deac 30 
etylase-like protein (JH21) . //2. 8e- 157: 738: 98//AJ0 
11972 

F-HEMBA1002515//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 407F11, WORKING DRAFT S 
EQUENCE. //2. 6e-07: 307: 64//AL022329 
F-HEMBA1002538//HS_2185_B2_B04JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2185 Col =8 Row=D, genomic survey sequenc 
e. //4. 7e-37: 339: 78//AQ298315 

F-HEMBA1002542//HSJ197J2J10J7 CIT Approved Hum 40 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3197 Col =20 Row=D, genomic surveysequenc 
e.//3.2e-70:372:95//AQ188792 
F-HEMBA1002547//Homo sapiens agrin precursor mRNA, 

partial cds. //3. 5e-137: 655: 98//AF016903 
F-HEMBA1002552//Human Hep27 protein mRNA, complete 

cds.//8.8e-07:173:68//U31875 
F-HEMBA1002555//*** SEQUENCING IN PROGRESS *♦* Horn 
o sapiens chromosome 4, BAC clone C0190L06; HTGS p 
base 1, WORKING DRAFT SEQUENCE, 21 unorderedpiece 50 
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s. III. 2e- 15: 628: 60//AC004670 
F-HEMBA1002558//Human Xp22 BAC CT 285I15 (from Cal 
Tech/Research Genetics) , PAC RPCI1-27C22 (from Ro 
swell Park Cancer Center), and Cosmid U35B5(from L 
awrence Uvermore), complete sequence. //2.3e-41: 35 
3: 76//AC002366 

F-HEMBA1002561//Homo sapiens chromosome 17, clone 
HRPC29G21 . compl ete sequence. Ill . le-39: 538: 66//AC0 
03687 

F-HEHBA1002569//Homo sapiens protein associated wi 
th Myc mRNA, completecds.//1.3e-140:457:99//AF0755 
87 

F-HEHBA1002583//CIT-HSP- 2321D3.TR CIT-HSP Homo sap 
iens genomic clone 2321D3, genomic survey sequenc 
e. //5. le-79: 385: 99//AQ038102 
F-HEHBA1002590//Homo sapiens chromosome 17. clone 
hRPK. 167JL20, complete sequence. III. 9e-35: 430: 70/ 
/AC005940 

F-HEMBA1002592//Human genomic DNA sequence from cl 
one 30801 on chromosome Xpll.3-11.4. Contains EST, 
CA repeat, STS, GSS, CpG island. //4.4e- 19: 303: 71/ 
/Z93403 

F-HEMBA1002609//Homo sapiens mRNA for KIAA0597 pro 
tein, partial cds. //4.4e- 175: 820: 99//AB01 1169 
F-HEHBA1002621//Homo sapiens PAC clone DJ0650P09 f 
rom 7q21, complete sequence. HQ. 14: 353: 58//AC00441 
3 

F-HEMBA1002624//Homo sapiens mRNA for KIAA0808.pro 
tein, complete cds.//2.9e-187:632:97//AB018351 
F-HEMBA1002628//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genami csequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //1.5e-05: 792: 58//AC00415 
3 

F-HEMBA1002629//Streptomyces coelicolor cosmid 1A 
9. IIS. 4e-08: 576: 58//AL034446 
F-HEHBA1002645//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 153G14. WORKING DRAFT S 
EQUENCE. 115. 6e-47: 222: 86//AL031118 
F-HEHBAl002651//Homo sapiens PAC clone DJ0593H12 f 
rom 7p31, complete sequence. //3.8e- 182: 859: 99//AC0 
04839 

F-HEHBA1002659//Z.mobilis alcohol dehydrogenase I 
(adhA) gene, completecds.//0.97: 144: 66//H32100 
F-HEMBA1002661//Homo sapiens PAC clone DJ0698G21 f 
rom 7p21-p22, compl etesequence. III. 3e- 11 6: 774:84// 
AC004535 
F-HEHBA1002666 

F-HEMBA1002678//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1137F22, WORKING DRAFT 
SEQUENCE. 115. 7e- 156: 750: 98//AL034421 
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F-HEMBA1002679//nbxb0002cC12r CUGI Rice BAC Librar 
y Oryza sativa genomicclone nbxb0002F23r, genomic 
survey sequence. //4. 3e-09: 517: 58//AQ051621 
F-HEMBA1002688//Herpes simplex vims type 2 (strai 
n HG52), complete genome. //8. 3e- 20: 651: 61//Z86099 
F-HEMBA1002696//Mus musculus proteasome regulator 
PA28 beta subunlt gene, complete cds. 111. 6e-62: 30 
6:81//AF060195 

F-HEMBA1002703//Homo sapiens mRNA for RIAA0455 pro 
tein, complete cds. //I . 9e- 10: 327: 62//AB007924 10 
F-HEMBA1002712 

F-HEOA1002716//HS_.3064JU_C10JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col =19 Row=E, genomic surveysequenc 
e.//8.4e-97:491:96//AQ142980 
F-HEMBA1002728//Homo sapiens chromosome 5, BAC clo 
ne 205e20 (LBNL HI 70), complete sequence. //6. le- 21: 
217: 77//AC004782 

F-HEHBA1002730//Human platelet glycoprotein Ilia 
(GPIIIa) gene, exon 1.//0.57: 125: 67//M57481 20 
F-HEHBA1002742//RPCI 1 1-39J10. TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-39J10, genomic survey seq 
uence. III. le-86: 414: 99//AQ029102 
F-HEMBA1002746//Mus musculus chromosome 19, clone 
CIT282B21, complete sequence. 111. le- 70: 303: 82//AC0 
03694 

F-HEMBA1002748//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 41018, WORKING DRAFT SE 
QUENCE. 110. 096: 212: 62//AL031732 
F-HEMBA1002750//Homo sapiens chromosome 5, PAC clo 30 
ne 170ml0 (LBNL H89), complete sequence. 116. le- 40: 2 
32: 70//AC004622 

F-HEMBA1002768//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds.//9.0e-177:834:98//AB011126 
F-HEMBA1002770//cDNA encoding novel rat protein TI 
P120 which is formed of complex with TBP (TATA bin 
ding protein) . III. 3e-140: 840: 88//E12829 
F-HEMBA1002777//F.rubripes GSS sequence, clone 189 
C06dB12, genomic survey sequence. III. le-28: 263: 77/ 
/AL007965 40 
F-HEMBA1002779//CIT-HSP-2333I1.TF CIT-HSP Homo sap 
iens genomic clone 233311, genomic survey sequenc 
e.//1.8e-32:180:98//AQ036891 
F-HEMBA1002780//Homo sapiens PAC clone DJ0244J05 f 
rom 5q31, complete sequence. 111. Oe- 06: 199: 67//AC00 
4592 

F-HEMBA1002794//H. sapiens mRNA for protein kinase 
C mu.//0. 00015: 244: 67//X75756 
F-HEMBA1002801//Plasmodium falciparum HAL3P2, coop 
1 ete sequence. 110. 0010: 534: 57//AL034558 50 
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F-HEMBA1002810//Hamo sapiens formin binding protei 
n 21 mRNA, complete cds. //I. le-167: 820: 97//AF07118 
5 

F-HEMBA1002816//Homo sapiens clone NH0576N21, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //3. le- 11 3: 2 
54: 90//AC005043 

F-HEHBA1002818//Crlcetulus griseus H411 precursor 
(H411) mRNA, completecds.//l. 2e-122: 760: 86//AF0468 
70 

F-HEHBA1002826//Human DNA sequence from clone 23R2 
0 on chromosome Xq25-26.2 Contains EST, STS, GSS, 
complete sequence. 110. 0055: 235: 65//AL022153 
F-HEMBA1002833//Homo sapiens chromosome 17, clone 
hRPC. 1 17_B_12, compl ete sequence. Ill . 4e- 170: 744: 99 
//AC004707 

F-HEMBA1002850//Ephedrus persicae NADH dehydrogena 
se 1 gene, mitochondrial gene encoding mitochondri 
al protein, partial cds.//1.3e-05: 334: 59//AF069186 
F-HEMBA1002863//CIT-HSP-2323A16.TF CIT-HSP Homo sa 
pi ens genomic clone 2323A16, genomic survey sequen 
ce. III. 9e-140: 750: 93//AQ028419 
F-HEMBA1002876//HS_2270_B1_H03JCT CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2270 Col =5 Row=P, genomic survey sequenc 
e.//0.44: 163: 64//AQ164031 
F-HEMBA1002886 

F-HEHBA1002896//Homo sapiens chromosome 5, PI clon 
e 793C5 (LBNL H58), complete sequence. 110. 00015: 27 
7: 61//AC005195 
F-HEHBA1002921 

F-HEHBA1002924//CIT-HSP-2171H4.TR CIT-HSP Homo sap 
iens genomic clone 2171H4, genomic survey sequenc 
e.//0. 0016: 175: 66//B89715 

F-HEMBA1002934//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 862K6, WORKING DRAFT SE 
QUENCE. III. 2e-169: 797: 98//AL031681 
F-HEMBA1002935//Homo sapiens mRNA for KIAA0576 pro 
tein, partial cds. IIA. 9e- 173: 803: 99//AB01 1148 
F-HEMBA1002937//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 702J19, WORKING DRAFT S 
EQUENCE. III. 2e-163: 411: 99//AL033531 
F-HEHBA1002939//RPCI11-74014.TJ RPCI11 Homo sapien 
s genomic clone R- 74014, genomic survey sequence./ 
/1. 7e-41: 215: 99//AQ266676 

F-HEHBA1002944//RPCI11-55C2.TV RPCI11 Homo sapiens 
genomic clone R-55C2, genomic survey sequence. III. 
7e-37: 375: 74//AQ082240 

F-HEMRA1002951//Homo sapiens chromosome 19, cosmid 
F20887, compl ete sequence. 1/0. 00074: 683: 58//AC005 
578 
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F-HEMBA1002954//RPCI11-79F7.TV RPCI11 Homo sapiens 
genomic clone R-79F7, genomic survey sequence. //6. 
le-24: 250: 78//AQ284146 

F-HEJBA1002968//HSJ262_B2_C04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2262 Col =8 Row=N, genomic survey sequenc 
e.//0.99:270:60//AQ217059 

F-HEMBA1002970//RPCI11-5L24.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-5L24, genomic survey seque 
nee. //1 . 4e- 10: 189: 71//B49289 10 
F-HEMBA1 002971 //CI T- ESP- 2363L1 6 . TF CIT-HSP Homo sa 
pi ens genomic clone 2363L16, genomic survey sequen 
ce. //4. 3e-21: 181: 80//AQ080538 
F-HEMBA1002973//Rattus norvegicus Wistar 3' ,5' -eye 
lie AMP phosphodiesterase (PDE4-10) gene, exon 10. 
//2.5e-40:257:89//U01290 

F-HEMBA1002997//CIT-HSP-2387H15.TF.1 CIT-HSP Homo 
sapiens genomic clone2387H15, genomic survey seque 
nee. //9. 5e-17: 128: 92//AQ240797 
F-HEMBA1002999//Rattus norvegicus lamina associate 20 
d polypeptide 1C (LAP1C) mRNA, complete cds.//3.1e 
-62: 713: 73//U20286 

F-HEMBA1003021//Homo sapiens clone DJ0847008, WORK 
ING DRAFT SEQUENCE, 3unordered pieces.//7.5e-50:33 
1:85//AC005484 

F-HEMBA1003033//Drosophila mel anogaster, chromosom 
e 3L, region 62A10-62B5, PI clones DS02777, DS0322 
2, DS02345, and DS04808, complete sequence. //2.6e- 
20: 357: 66//AC005557 

F-HEHBA1003034//Human DNA sequence from 4PTEL, Hun 30 
tington s Disease Region, chromosome 4pl6.3.//4. 5e 
-60:415:73//Z95704 

F-HEMBA1003035//Homo sapiens chromosome Y, clone 2 
64J.20, complete sequence. //2.3e-05: 591: 57//AC004 
617 

F-HEMBA1003037//RPCI11-88F2.TJ RPCI11 Homo sapiens 
genomic clone R-88F2, genomic survey sequence. //0. 
68: 230: 60//AQ286677 

F-HEMBA1003041//Homo sapiens PAC clone DJ1163J12 f 
rom 7q21 . 2-q31 . 1 , compl ete sequence. //8. le- 128: 55 40 
0:94//AC004983 

F-HEMBA1003046//Homo sapiens mitochondrial process 
ing peptidase beta-subunit mRNA, complete cds.//l. 
0e-164: 777: 98//AF054182 

F-HEHBA1003064//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //1. 5e- 07: 744: 59//AC00550 
5 

F-HEMBA1003067//Rat dynorphin gene, exon 3.//L0:l 
40: 63//M32783 50 
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F-HEMBA1003071//Homo sapiens alpha2-C4-adrenergic 
receptor gene, complete cds.//1.5e-20:595:65//D726 
48 

F-HEMBA1003077//CIT-HSP-2366J21.TF CIT-HSP Homo sa 
pi ens genomic clone 2366J21, genomic survey sequen 
ce. //4. 4e-33: 176: 99//AQ080257 
F-HEHRA1003078//Hamo sapiens DNA sequence from PAC 
262D12 on chromosome lq23. 3-24. 3. Contains a Tenas 
cin (Hexabrachion, Cytotactin, Neuronectinjyotend 
inous antigen) -LIKE gene and a mitochondrial/chlor 
oplast 30S ribosomal protein S14-UKE gene preceed 
ed by a CpG island. Contains ESTs, genomic marker 
D1S2691 and STSs. //9. 4e-43: 478: 70//Z99297 
F-HEMBA1003079//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) compl et 
e sequence. //0. 96: 57: 85//AC004673 
F-HEHBA1003083//Homo sapiens PAC clone DJU82N03 f 
rom 7qll.23-q21.1, complete sequence. //8.0e- 74: 35 
9:81//AC004548 

F-HEHBA1003086//Homo sapiens chromosome 16 BAC clo 
ne CIT987SK-334D11 complete sequence. //3.6e- 11: 73 
4: 58//AF001550 

F-HEHBA1003096//Sequence 4 from patent US 5440017. 
//5.7e-56: 594: 71//1 13750 

F-HEHBA1003098//Human DNA sequence from cosmid SRL 
11M20, chromosome region llpl3. Contains EST and S 
TS.//1.9e-09:230:69//Z83308 
F-HEMBA1003117//Mouse TIS11 primary response gene, 
complete cds. //0. 00054: 480: 60//M58564 
F-HEMBA1003129//HSJ139J2_F05_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3139 Col =10 Row=L, genomic surveysequenc 
e. //2. 3e-100: 510: 97//AQ187635 
F-HEMBA1003133//Mouse BAC CitbCJ7 219m7, genomic s 
equence, compl ete sequence. //1 . 3e-78: 370: 90//AC005 
259 

F-HEMBA1003136 

F-HEMBA1003142//Homo sapiens full length insert cD 
NA clone ZC39B06.//6.9e-121:563:100//AF086197 
F-HEMBA1003148//Homo sapiens mRNA for dachshund pr 
otei n. //6. 7e- 183: 850: 99//AJ005670 
F-HEMBA1003166//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-345G4 -complete genomic sequence, c 
ompl ete sequence. //3. 8e-27: 229: 76//AC002302 
F-HEMBA1003175//Homo sapiens genomic DNA for centr 
omeric end of HHC class I region on chromosome 6, 
WORKING DRAFT SEQUENCE. //9.4e-09: 837: 58//AB000882 
F-HEMBA1003179//Homo sapiens DNA sequence from Fos 
mid 27C3 on chromosome22qll. 2-qter. Contains two p 
ossibly alternatively spliced unknown genes, one w 
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ith homology to a worn protein. Contains ESTs, com 
plete sequence. lib. 4e-115: 174: 98//AL022325 
F-HEMBA1003197//Arabidopsis thaliana chromosome II 
BAC F15K20 genomic sequence, complete sequence.// 
1. le-05: 473: 59//AC005824 

F-HEMBA1003199//Rattus norvegicus Sprague-Dawley t 
hyroid hormone receptor alpha gene, exon 1. //I. Be- 
OS: 367: 61//U09302 

F-HEMBA1003202//Homo sapiens BAC clone RG437L15 fr 
om 8q21, complete sequence. //9.0e- 23: 247: 73//AC004 10 
003 

F-HEMBA1003204//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 409J21, WORKING DRAFT S 
EQUENCE. //4. 7e-26: 141: 83//Z83824 
F-HEMBA1003212//Human Chromosome 11 Overlapping Co 
smids cSRL72g7 and cSRL140b8, complete sequence.// 
1. 9e-31: 158: 86//AC002037 

F-HEMBA1003220//Homo sapiens chromosome 17, clone 
hRPC.97LF_3, WORKINGDRAFT SEQUENCE, 1 ordered pie 
ces. //3. 4e-24: 284: 75//AC004150 20 
F-HEMBA1003222//RPCI 1 1-47P17. TJ RPCI11 Homo sapien 
s genomic clone R-47P17, genomic survey sequence./ 
/8. 7e-39: 202: 99//AQ202885 

F-HEMBA1003229//Arabidopsis thaliana genomic DNA, 
chromosome 3, PI clone: MEB5, complete sequence.// 
0.86: 227: 62//AB019230 

F-HEMBA1003235//Plasmodium falciparum chromosome 
2, section 10 of 73 ofthe complete sequence. //8. 6e 
-05:372:61//AE001373 

F-HEMBA1003250//HS-1063-Al-H02-MR.abi CIT Human Ge 30 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 796 Col =3 RoiM), genomic survey sequence.// 
0.00032: 57: 96//B46142 

F-HEMBA1003257//H. sapiens mRNA for RDC-1 P0U domai 
n contai ni ng protei n. //2. 2e-08: 531 : 59//X64624 
F-HEMBA1003273//H. sapiens flow-sorted chromosome 6 
Hindi I I fragment, SC6pA19H4. //0. 070: 267: 64//Z7894 

9 

F-HEMBA1003276//CIT-HSP-2301B4.TF CIT-HSP Homo sap 
iens genomic clone 2301B4, genomic survey sequenc 40 
e. //5. 2e-08: 295: 63//AQ015073 
F-HEMBA1003278//HS_3075_A1_G09_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3075 Col =17 Row=M, genomic surveysequenc 
e.//0. 98: 399: 58//AQ1 20599 

F-HEMBA1003281//High throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pieces. //4. 8e- 101 : 277: 97//AC005840 
F-HEMBA1003286//Homo sapiens chromosome 3ql3 beta- 
1,4-galactosyl transferase mRNA, complete cds.//9.0 50 
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e-145: 539: 97//AF038662 

F-HEHBA1003291//Homo sapiens mRNA for KIAA0537 pro 
tei n, compl ete cds. //5. Oe- 166: 799: 98//AB01 1 109 
F- HEMBA1 003296//CI TBI - El - 2507H8 . TR CITBI-E1 Homo s 
apiens genomic clone 2507M8, genomic survey sequen 
ce. //I . 9e-05: 388: 63//AQ262551 
F-HEMM1003304//Budworm mitochondrial partial tran 
sfer RNA-Met (tRNA-Met) gene, and partial 12S ribo 
somal RNA (12S rRNA) gene. //8.0e-05: 388: 62//L1 7343 
F-HEMBA1003309//Crassostrea gigas clone CN20 micro 
satellite sequence. //0. 0017: 210: 64//AF051177 
F-HEMBA1003314//Homo sapiens mRNA for leucine zipp 
er bearing kinase, complete cds.//4.6e-188:865:99/ 
/AB001872 

F-HEMBA1003322//Human DNA sequence *** SEQUENCING 
IN PROGRESS **+ from clone 16915, WORKING DRAFT SE 
QUENCE. III. 4e-54: 316: 87//Z93015 
F-HEHBA1003327//CIT-HSP-2024C24.TRB CIT-HSP Homo s 
apiens genomic clone 2024C24, genomic survey seque 
nee. //8. 4e- 12: 166: 76//B67147 
F-HEMBA1003328//HSJ230_B2_H08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2230 Col=16 Row=P, genomic surveysequenc 
e.//0.026:128:71//AQ153313 

F-HEMBA1003330//Homo sapiens wbscrl (WBSCR1) and r 
epli cation factor C subunit 2 (RFC2) genes, compl e 
te cds.//4.0e-160:745:99//AF045555 
F-HEMBA1003348//HS_3194JU_G05_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3194 Col=9 Row=M, genomic survey sequenc 
e. //5. Oe-79: 381: 99//AQ173779 
F-HEHBA1003369//H.vulgare GAA-satellite DNA.//0.1 
2: 89: 71//Z50100 

F-HEMBA1003370//Homo sapiens cosmid 123E15, comple 
te sequence. III. 5e-32: 199: 80//AF024533 
F-HEMBA1003373//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 537K23, WORKING DRAFT S 
EQUENCE. 110. 019: 117: 71//AL034405 
F-HEMBA1003376//Human clone HS4.66 Alu-Ya5 sequenc 
e.//4.2e-30:196:85//U67229 

F-HEHBA1003380//Homo sapiens DNA sequence from clo 
ne 394P21 on chromosome lp36. 12-36. 13. Contains th 
e PAX7 gene, locus D1S2644, ESTs and STSs. complet 
e sequence. //4. 6e-22: 206: 81//AL021528 
F-HEHBA1003384//Homo sapiens clone GS096J14, W0RKI 
NG DRAFT SEQUENCE, 3 unordered pieces. 110. 00094: 7 
2: 90//AC006026 

F-HEHBA1003395//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from HAL1P1, WORKING DRAFT S 
EQUENCE. 110. 00041: 826: 57//AL031744 



(1593) 

3183 

F-HEMBA1003402//CIT-HSP-2339K16.TR CIT-HSP Homo sa 
piens genomic clone 2339K16, genomic survey sequen 
ce. //2. 4e-05: 265: 64//AQ056234 
F-EEMBA1003403//Homo sapiens chromosome 4 clone B3 
53C18 map 4q25, complete sequence. //4.3e-135: 780: 9 
0//AC004066 
F-HEMBA1003408 

F-HEMBA1003417//Human DNA sequence from clone 496N 
17 on chromosome 6pll.2-12.3 Contains EST, GSS, co 
mplete sequence. //1. 9e-41: 239: 95//AL031321 10 
F-HEMBA1003418//Rattus norvegicus Wistar polymeric 
immunoglobulin receptor (PIGR) gene, 3'UTR and tr 
i nucleotide repeat microsatellites.//2.2e-06:247:6 
4//U08273 

F-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, co 
mpl ete cds. //1 . 4e- 149: 697: 99//AF051334 
F-HEMBA1003447//Homo sapiens chromosome 4 clone B3 
53C18 map 4q25, complete sequence. //1.7e-77: 461: 90 
//AC004066 

F-HEMBA1003461//Rhodobacter sphaeroides FliH (fli 20 
H) gene, partial cds, Flil (fill) and FliJ (flij) 
genes, complete cds.//8.6e-08:752:58//U31090 
F-HEMBA1003463//Homo sapiens chromosome 17, clone 
HCIT305D20, complete sequence. //0. 089: 172: 68//AC00 
4098 

F-HEMBA1003480//Homo sapiens clone NH0523H20, comp 
1 ete sequence. //4. 5e- 150: 562: 97//AC005041 
F-HEMBA1003528//Streptomyces fradiae gene for tryp 
si nogen precursor, compl ete cds. //4. 7e-09: 433: 60// 
D16687 30 
F-HEMBA1003531//Bomo sapiens PAC clone DJ1185I07 f 
rom 7ql 1 . 23-q21 , compl ete sequence. III. 3e-48: 297: 9 
0//AC004990 

F-HEMBA1003538//Human complement Clr mRNA, complet 
e cds.//4.3e-22:474:63//M14058 
F-HEMBA1003545//Rattus norvegicus (clone 1.6kB) is 
let-2 mRNA, complete cds.//3. 5e- 143: 805: 91//L35571 
F-HEMBA1003548 

F-HEMBA1003555//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 447E6, WORKING DRAFT SE 40 
QUENCE. //3. 4e-58: 331: 83//AL031724 
F-HEMBA1003556//Homo sapiens Xp22-175-176 BAC GSBB 
-484017 (Genome Systems Human BAC Library) complet 
e sequence. //6. Oe-99: 703: 84//AC005913 
F-HEMBA1003560//Bovine GTP-binding regulatory prot 
ein gamma-6 subunit mRNA, complete cds.//1.3e-99:5 
87: 89//J05071 

F-HEMBA1003568//HS_3149_A1_C04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3149 Col =7 Row=E. genomic survey sequenc 50 
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e.//4.1e-05:389: 57//AQ166810 
F-HEMBA1003569//Homo sapiens BAC clone NH0335J18 f 
rom 2, complete sequence. III. 6e- 102: 669: 85//AC0055 
39 

F-HEMBA1003571//Dictyostelium discoideum RegA (reg 
A) gene, complete cds. //0. 00033: 649: 58//U60170 
F-HEMM1003579//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from HAL1P1, WORKING DRAFT S 
EQUENCE. //0. 00034: 623: 56//AL031744 
F-HEMBA1003581//Mouse mRNA for talin.//3.3e-41: 18 
1:86//X56123 

F-HEHBA1003591//Homo sapiens chromosome 16, BAC cl 
one RPCI-11J92K18 , complete sequence. //4.4e-70: 2 
73: 94//AC006075 

F-HEMBA1003595//Plasmodium falciparum chromosome 
2, section 32 of 73 ofthe complete sequence. //6. Oe 
-17:768:58//AE001395 

F-HEMBA1003597//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //4.0e 
-09:777:56//AE001398 

F-HEMM1003598//Homo sapiens PAC clone DJ0537P09 f 
rom 7pll.2-pl2, complete sequence. //1. 3e-146: 692: 9 
8//AC005153 

F-HEMM1003615//HS_2010_A2_A07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2010 Col =14 Row=A, genomic surveysequenc 
e.//l.le-22:137:97//AQ226592 
F-HEHBA1003617//Homo sapiens HRIHFB2157 mRNA, part 
ial cds. 111. 4e-169: 501: 97//AB015344 
F-HEHBA1003621//Mus musculus PIAS3 mRNA, complete 
cds. Ilk. 7e-37: 165: 92//AF034080 
F-HEMBA1003622//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomlcsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 0024: 514: 58//AC005139 
F-HEMBA1003630//CIT-HSP-2168N15.TR CIT-HSP Homo sa 
piens genomic clone 2168N15, genomic survey sequen 
ce. //6.5e-15:358:63//B92984 
F-HEMBA1003637//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //5.0e- 21: 23 
8: 76//AC005077 

F-HEHBA1003640//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 112K5, WORKING DRAFT SE 

QUENCE. III. 3e- 15: 371 : 63//Z85987 

F-HEMBA1003645//A. thai i ana 81kb genomic sequence./ 

/1.0:529:57//X98130 

F-HEMBA1003646 

F-BEMBA 1003656 

F-HEHBA1003662//Homo sapiens chromosome 17, clone 
hRPK. 332X18, compl ete sequence. //1 . 6e- 175: 824: 98 
//AC005746 
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F- HEMBA1 003667//Homo sapiens chromosome 12pl3.3, W 
ORKING DRAFT SEQUENCE, 21 unordered pieces. //I. le-2 
4:190:87//AC004765 

F-HEMBA1003679//Homo sapiens BAC clone RG114B19 fr 
om 7q31 . 1 , campl ete sequence. //I . 7e- 162: 579: 99//AC 
005065 

F-HEMBA1003680//H. sapiens DNA sequence. 111. 3e- 22: 1 
72: 87//Z22322 

F-HEMBA1003684//H. sapiens mRNA for Miz-1 protein./ 
/0. 0054: 146: 70//Y09723 10 
F-HEMBA1003690//Homo sapiens antigen NY-CO-9 (NY-C 
0-9) mRNA, partial cds. //2.9e-72:606: 77//AF039691 
F-HEMBA1003692 

F-HEMBA1003711//Homo sapiens chromosome 17, clone 
HRPC41C23, compl ete sequence. //0. 55: 450: 60//AC0031 
01 

F-HEMBA1003714 

F-HEMBA1003715//Human DNA sequence from clone 931E 
15 on chromosome Xq25. Contains STSs, GSSs and geno 
mic marker DXS8098, complete sequence. //3.0e- 16: 31 20 
6:68//AL023575 

F-HEMBA1003720//Homo sapiens chromosome 4 clone B2 
27H22 map 4q25, complete sequence. //1.3e-41: 483: 73 
//AC004056 

F-HEMBA1003725//CIT-HSP-2351H9.TF CIT-HSP Homo sap 
iens genomic clone 2351H9, genomic survey sequenc 
e. Ill . le- 1 12: 532: 99//AQ079348 
F-HEMBA1003729//HS_3043_A1_E07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3043 Col =13 Row=I, genomic surveysequenc 30 
e. //I. 6e-12: 87: 98//AQ129345 
F-HEMBA1003733//Homo sapiens, clone hRPK.lSJU, c 
ompl ete sequence. I I A. 7e- 104: 761 : 82//AC006213 
F-HEMBA1003742//HS_3027Jtf_B02_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3027 Col =4 Row=C, genomic survey sequenc 
e.//3.4e-08:67:97//AQ154731 
F-HEMBA1003758//CI T-HSP-2379D18.TR CIT-HSP Homo sa 
pi ens genomic clone 2379D18, genomic survey sequen 
ce. 112. 9e-10: 310: 63//AQ1 13513 40 
F-HEMBA1003760//Mus musculus hypoxia inducible fac 
tor three alpha mRNA, compl ete cds.//6.4e-114:714:8 
6//AF060194 

F-HEMBA1003773//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence. WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 078: 378: 58//AC005139 
F-HEMBA1003783//Human DNA sequence from PAC 509L4 
on chromosome 6q22. l-6q22.33. Contains SSX3 like p 
seudogene, EST, STS.//9.0e-135:804:89//Z99496 
F-HEHBA1003784//Caenorhabditis elegans cosmid C55B 50 
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6. //0. 054: 463: 58//U88181 

F-HEHBA1003799//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 105a In DCCR Region, complete sequence. 
//I . 9e-44: 425: 76//AC000070 

F-HEMBA1003803//0ryctolagus cuni cuius troponin T c 
ardiac isoform mRNA, 3' end of cds. 110. 95: 198: 62// 
L40178 

F-HEMBA10038Q4//Homo sapiens chromosome 17, clone 
hCIT. 175_E_5, compl etesequence. III. 2e-138: 275: 99// 
AC004596 

F-HEMBA1003805//Mus musculus quaking type I (QKI) 
mRNA, complete cds.//6.6e-148:753:95//U44940 
F-HEMBA1003807//HS-1068-Bl-G06-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 278 Col =11 Row=N, genomic survey sequence./ 
/6. 7e-07: 241: 67//B47212 

F-HEMBA1003827//Homo sapiens mRNA for KIAA0616 pro 
tein, partial cds.//1.0e-83:586:87//AB014516 
F-HEMBA1003836//S.cerevisiae chromosome IX cosmid 
9150. 115. le-16: 368: 63//Z38125 
F-HEMBA1003838//CIT-HSP-384J15.TR CIT-HSP Homo sap 
iens genomic clone 384J15, genomic survey sequenc 
e.//1.4e-45:180:90//B54810 

F-HEHBA1003856//Homo sapiens chromosome 10 clone C 
IT987SK-1188B12 map 10pl2.1, complete sequence.// 
0.0014: 574: 58//AC005875 

F-HEHBA1003864//, complete sequence. //2.1e-91: 234: 
95//AC005300 

F-HEMBA1003866//Mus musculus semaphorin Via mRNA, 
compl ete cds. IIS. 9e-81 : 853: 71//AF030430 
F-HEHBA1003879//H. sapiens CBP80 mRNA.//2.0e-08:87: 
95//X80030 

F-HEMBA1003880//Homo sapiens genomic DNA, chromoso 
me 21qll.l t segment 7/28, WORKING DRAFT SEQUENCE./ 
/I. 7e-180: 853: 98//AP000036 

F-HEMBA1003885//Homo sapiens PAC clone DJ0167F23 f 
rom 7pl5, complete sequence. //4.5e-39: 376: 67//AC00 
4079 

F-HEMBA1003893//H. sapiens CpG island DNA genomic H 
sel fragment, clone llb6, forward read cpgllb6.ftl 
a.//3.6e-32:173:99//Z59012 

F-HEMBA1003902//RPCI 1 1-26M20. TPB RPCI-11 Homo sapi 
ens genomic clone RPCI-11-26M20, genomic survey se 
quence. //8. 2e- 12: 422: 61//AQ003455 
F-HEMBA1003908//Plasmodium falciparum chromosome 
2, section 38 of 73 ofthe complete sequence. 110. 00 
63: 468: 58//AE001401 

F-HEMBA1003926//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 310013, WORKING DRAFT S 
EQUENCE. //3. 6e-27: 278: 76//AL031658 
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F- HEMBA1 003937//Homo sapiens chromosome 3 subtelom 
eric region. //1. 4e-55: 315: 81//AF109718 
F-HEMBA1003939//HS-1047-Al-G04-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 830 Col =7 Row=M, genomic survey sequence.// 
6, le-09: 413: 63//B38195 

F-HEMBA1003942//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 42: 205: 65//AC005 
140 10 
F-HEMBA1003950//M.capricolum DNA for CONTIG MC072. 
//0. 029: 458: 58//Z33058 

F-HEMBA1003953//HS_2268JU_B04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2268 Col =7 Row=C, genomic survey sequenc 
e. //9. Oe-07: 239: 64//AQ085098 
F-HEMBA1003958//Homo sapiens PAC clone DJ0808G16 f 
rom 7ql 1 . 23-q21 , compl ete sequence. 111. 8e-57: 424: 7 
4//AC004894 

F-HEMBA1003959//RPCI 11-78E8. TV RPCI11 Homo sapiens 20 
genomic clone R-78E8, genomic survey sequence. //4. 
3e-86: 441 : 96//AQ285498 

F-HEMBA1003976//HSJ146JUJ09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3146 Col=17 Row=0, genomic surveysequenc 
e.//6.3e-10:129:80//AQ141146 
F-HEMBA1003978 

F-HEHBA1003985//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y105C5, WORKING 
DRAFT SEQUENCE. Ill . 0: 258: 60//Z98855 30 
F-HEMBA1003987 

F-HEHBA1003989//Streptomyces coelicolor cosmid 1A 
9. //0. 40: 238: 61//AL034446 . 
F-HEMBA1004000//Rattus norvegicus satellite sequen 
ce d0Mco2. Ill, 0e-07: 116: 70//U19354 
F-HEMBA1004011//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. //0. 098: 286: 60//AC004710 
F-HEMBA1004012//Homo sapiens chromosome 17, clone 
hRPK.63JU, completesequence.//2.8e-185:896:97//A 40 
C005670 

F-HEMBA1004015//Homo sapiens chromosome 17, clone 
hRPK. 721_KJ, compl etesequence. //6. 3e-68: 417: 80//A 
C005411 

F-HEMBA1004024//Homo sapiens Xp22-83 BAC GSHB-324M 
7 (Genome Systems Human BAC Library) complete sequ 
ence. 111. Oe-47: 418: 77//AC005859 
F-HEHBA1004038//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 23/28, WORKING DRAFT SEQUENCE. 
//1.6e-51: 564: 74//AP000052 50 
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F-HEMBA1004042//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //1.2e 
-05:636: 55//AE001398 

F-HEMBA1004045//Homo sapiens (subclone l_g7 from B 
AC H76) DNA sequence, complete sequence. //1.9e- 31: 3 
73: 76//AC002252 

F-HEMBA1004048//Homo sapiens DNA for P35- related p 
rotei n, exon 2: 110. 039: 234: 63//D63393 
F-HEMBA1004049//Homo sapiens Xp22 GS-524I1 (Genome 
Systems Human BAC library), complete sequence.// 
4.8e-135: 780: 89//AC003106 

F-HEMBA1004055//Human chromosome 3p21.1 gene seque 
nee. Ilk. 7e-09: 457: 58//L13435 
F-HEMBA1004056//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 447C4, WORKING DRAFT SE 
QUENCE. III. 3e-25: 246: 77//AL021977 
F-HEMBA1004074//CIT-HSP-2053J5.TF CIT-HSP Homo sap 
iens genomic clone 2053J5, genomic survey sequenc 
e.//7.8e-24:233:76//B68555 

F-HEMBA1004086//Saccharomyces douglasii mitochondr 
ial tRNA-Ser and tRNA-Phe genes, partial sequence, 
and Varlp (varl) gene, mitochondrial gene encodin 
g mitochondrial protein, complete cds.//4.5e-08:61 
4:59//U49822 

F-HEMBA1004097//Mus musculus putative transcriptio 
n factor mRNA, complete cds.//5.9e-121:502:85//AF0 
91234 

F-HEMBA1004111//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0481P14; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 7 unorderedpieces. 
//2. 0e-36: 317: 80//AC006160 
F-HEMBA1004131//Mus musculus clone 0ST2067, genomi 
c survey sequence. //8.7e-24: 320: 71//AF046393 
F-HEMBA1004132//HS_3226_B1_D10_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3226 Col=19 Row=H, genomic surveysequenc 
e. //9. 7e-13: 232: 71//AQ182017 
F-HEHBA1004133 

F-HEMBA1004138//HS_3036_B1_G11_MR CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3036 Col=21 Row=N, genomic surveysequenc 

e.//0. 0035: 165: 64//AQ294763 

F-HEMBA1004143 

F-HEMBA1004146 

F-HEMBA1004150//Human DNA sequence from PAC 52D1 o 
n chromosome Xq21. Contains CA repeats, STS.//0.00 
011:618:60//Z96811 

F-HEHBA1004164//Homo sapiens Xp22-175-176 BAC GSHB 
-484017 (Genome Systems Human BAC Library) compl et 
e sequence. 111. 9e-30: 454: 68//AC005913 
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F- HEHBA1 004 1 68//flomo sapiens gemlnin mRNA, complet 
e cds.//4.5e-133:649:97//AF067855 
F-HEMBA1004199 

F-HEMBA1004200//HS_2015JUJ05_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2015 Col=9 Row=C, genomic survey sequenc 
e. lit. 5e-34: 236: 87//AQ247957 
F-HEMBA1004202//Mus musculus chromosome 11, clone 
mCIT.268_P_23, complete sequence. //7.8e-59: 216: 83/ 
/AC004807 10 
F-HEMBA1004203//Homo sapiens clone NH0313P13, WORK 
ING DRAFT SEQUENCE, 15unordered pieces. //6.3e- 98: 1 
73:98//AC005488 

F-HEMBA1004207//Homo sapiens leptin receptor short 
form (db) mRNA, complete cds.//3.2e-166:791:98//U 
50748 

F-HEMBA1004225//Plasmodium falciparum chromosome 
2, section 61 of 73 ofthe complete sequence. //6.5e 
-08:584:60//AE001424 

F-HEMBA1004227//Rattus norvegicus protein phosphat 20 
ase 2C mRNA, compl etecds. //8. Oe- 1 15: 713: 86//AF0959 
27 

F-HEMBA1004238 

F-HEMBA1004241//CIC5B11.1 check: 4870 from: 1 t 
o: 167234, complete sequence. //0. 57: 552: 58//AC0047 
08 

F-HEMBA1004246//Human DNA sequence from clone 422F 
24 on chromosome 6q24.1-25.2. Contains a novel gen 
e similar to C. elegans C02C2.5. Contains ESTs, ST 
Ss and GSSs, complete sequence. //6.1e- 21: 254: 77//A 30 
L031010 

F-HEMBA1004248//Rattus rattus insulin- induced grow 
th-respons protein (CL-6) mRNA, complete cds.//1.7 
e-30: 315:74//L13619 

F-HEMBA1004264//Homo sapiens cosmid clone LUCA20 f 
rom 3p21.3, complete sequence. //4.4e-07: 674: 60//AC 
004693 

F-HEMBA1004267//Homo sapiens chromosome 17, clone 
hRPC. 117_B_12, complete sequence. //3. le-78: 335: 87/ 
/AC004707 40 
F-HEMBA1004272//Homo sapiens 12pl3.3 PAC RPCI5-118 
0D12 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. //I. 4e- 176: 856: 97//AC005831 
F-HEMBA1004274//HS_3064_B2_ J A04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col =8 Row=B, genomic survey sequenc 
e.//3. le-28: 153: 100//AQ136993 
F-HEMBA1004275//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 501A4, WORKING DRAFT SE 
QUENCE. //5. 2e- 17: 109: 99//Z98051 50 
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F-HEMBA1004276//CIT-HSP-2387K6.TF.1 CIT-HSP Homo s 
apiens genomic clone 2387K6, genomic survey sequen 
ce. //5. Oe-07: 63: 98//AQ240477 
F-HEMBA1004286//Homo sapiens TGF beta receptor ass 
ociated protein- 1 mRNA, complete cds.//2. le-185:86 
8: 99//AF022795 

F-HEMBA1004289//Arabidopsis thai i ana genomic DNA, 
chromosome 5 t PI clone: MQN23, complete sequence./ 
/1. 0: 387: 59//AB013395 

F-HEHBA1004295//Homo sapiens DNA, anonymous heat-s 
table fragment RPll-3A.//7.8e-06:92:89//AB012254 
F-HEMBA1004306//Homo sapiens clone DJ0811N16, comp 
lete sequence. //0. 00037: 413: 59//AC004897 
F-HEHBA1004312//Rickettsia prowazekii strain Madri 
d E, complete genome; segment 2/4. //0. 28: 522: 57//AJ 
235271 

F-HEMBA1004321//Homo sapiens chromosome 19, BAC CI 
T-B-191n6, complete sequence. 111. le- 136: 548: 92//AC 
006130 

F-HEMBA1004323//Human DNA sequence from PAC 450C20 
on chromosome X.//1.3e-32:320:65//Z84720 
F-HEMBA1004327//Homo sapiens mRNA for KIAA0522 pro 
tein, partial cds.//0.93:222:62//AB011094 
F-HEMBA1004330//Homo sapiens clone DJ1196H06, WORK 
ING DRAFT SEQUENCE, 4unordered pieces.//7.0e-168:8 
95:93//AC004995 

F-HEMBA1004334//Homo sapiens Xp22 BAC 620F15 (Geno 
me Systems BAC library) complete sequence. //4.6e-7 
3: 713: 75//AC002980 

F-HEMBA1004335//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 417M14, WORKING DRAFT S 
EQUENCE. //1. 3e-25: 121: 85//AL024498 
F-HEMBA1004341 

F-HEMBA1004353//***ALU WARNING: Human Alu-Sc subfa 
mily consensus sequence. //6. 4e- 38: 278: 85//U14571 
F-HEMBA1004354//Human clone C3 CHL1 protein (CHLR 
1) mRNA, alternativelyspliced, complete cds.//4.1e 
-45: 190: 92//U75968 
F-HEHBA1004356 

F-HEHBA1004366//P. falciparum complete gene map of 
pi asti d-like DNA (I R-A) . III. 2e-07: 736: 57//X95275 
F-HEHBA1004372//H. sapiens dystrophin gene intron 4 
4.//1.0:129:62//X77644 

F-HEHBA1004389//Mouse interleukin 2 receptor (p55 
IL-2R) mRNA, 5^ end. //4. 7e-42: 237: 94//M21977 
F-HEHBA1004394//Plasmodium falciparum chromosome 
2, section 39 of 73 ofthe complete sequence. //5. 2e 
-05: 519: 59//AE001402 

F-HEMBA1004396//Human BAC clone RG302F04 from 7q3 
1, complete sequence. //4. Oe- 32: 261 : 76//AC002463 



(1597) 

3191 

F-HEMBA1004405//P1 asmodi um falciparum 3D7 chramoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pi eces. Il\ . 4e-07: 693: 58//AC0 
05507 

F-HEMBA1004408//Homo sapiens clone NH0469H07, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //1.2e-69: 19 
5: 100//AC005037 

F-HE8ffiA1004429//HS__3193_Al_B06J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3193 Col =11 Row=C, genomic surveysequenc 10 
e. //5. le-67: 386: 91//AQ172942 
F-HEMBA1004433//Human Chromosome llpll.2 PAC clone 
pDJ404ml5, compl ete sequence. //3. 2e-27: 242: 82//AC 
002554 

F-HEMBA1004460//Homo sapiens clone DJ0647C14, WORK 
ING DRAFT SEQUENCE, 21unordered pieces.//1.7e-75:5 
90:81//AC004846 

F-HEMBA1004461//Human DNA sequence from clone 657J 
8 on chromosome Xq26. 1-26.3 Contains GSS, complete 
sequence. //0. 045: 215: 66//AL034407 20 
F-HEMBA1004479//Mus musculus hypoxia inducible fac 
tor three alpha mRNA, compl ete cds.//5.2e-43:364:79 
//AF060194 

F-HEMBA1004482//P1 asmodi um falciparum 3D7 chramoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //6. 8e- 17: 791: 59//AC00550 
5 

F-HEMBA1004499//Homo sapiens chrofflosome 17, clone 
hRPC. 1073JFJ5, complete sequence. //4. 4e-125: 251: 9 
4//AC004686 30 
F- HEMBA1004502//P1 asmodi um falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 012: 635: 57//AC00470 
9 

F-HEMBA1004506//Homo sapiens PAC clone DJ0844F09 f 
rom 7pl2-pl3, completesequence.//2.8e-127:766:88// 
AC004453 
F-HEMBA1004507 

F-HEMBA1004509//Arabidopsis thaliana DNA chromosom 
e 4, BAC clone T101 14 (ESSAII project).//1.0e-13:24 40 
4:67//AL021712 

F-HEMBA1004534//Human mRNA for actin-binding prote 
in (filamin) (ABP-280).//1.6e-72:678: 74//X53416 
F-HEMBA1004538//Sequence 1 from patent US 5612190. 
//0. 00015: 416: 59//I 36871 

F-HEMBA1004542//Homo sapiens clone NH0486I22, WORK 
ING DRAFT SEQUENCE, ^unordered pieces. //0. 95: 202: 6 
4//AC005038 

F-HEMBA1004554//Arabidopsis thaliana BAC T26D22.// 
0.45: 624: 56//AF058826 50 
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F-HEMBA1004560//Human mRNA for KIAA0281 gene, comp 
lete cds. //9. le-10: 173: 70//D87457 
F-HEMBA1004573//Human BAC clone RG114A06 from 7q3 
1, complete sequence. //6. le-23: 134: 73//AC002542 
F-HEMBA1004577//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-582J2, complete sequence. //1.6e- 15: 19 
0: 77//AC004525 

F-HEMBA1004586//Homo sapiens clone DJ0810E06, WORK 
ING DRAFT SEQUENCE, 8unordered pieces. //3. le-31: 38 
8: 76//AC004895 

F-HEHBA1004596//RPCI 11-81021. TJ RPCI11 Homo sapien 
s genomic clone R-81021, genomic survey sequence./ 
/2. 2e-90: 458: 90//AQ285136 

F-HEHBA1004604//Mus musculus C0P9 complex subunit 
7a (C0PS7a) mRNA, complete cds. //8.6e- 105: 699: 84// 
AF071316 

F-HEHBA1004610//Homo sapiens PAC clone DJ1163J12 f 
rom 7q21.2-q31.1, complete sequence. //5. 4e-20: 267: 
72//AC004983 

F-HEMBA1004617//CIT-HSP-2319H15.TF CIT-HSP Homo sa 
piens genomic clone 2319H15, genomic survey sequen 
ce. //6. 2e-26: 147: 99//AQ034944 
F-HEHBA1004629//P1 asmodi um falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //5.6e-06: 766: 56//AC005 
504 

F-HEMBA1004631//Human DNA sequence from PAC 368A4 
on chromosome X. Contains ESTs, CELLULAR NUCLEIC A 
CID BINDING PROTEIN (CNBP) like gene and STSs.//4. 
7e-73:412:92//Z83843 

F-HEMBA1004632//Canine herpesvirus DNA for gene ho 
molog of HSV1 UL16, EHV1 ORF 46, VZV ORF 44. //0. 9 
2:181:61//X90418 

F-HEMBA1004637//G.gallus mRNA for LRP/alpha-2-macr 
oglobulin receptor. //7. 8 e - 4 7 : 784 : 6 5/ 

/X 7 4 9 0 4 

F-HEMBA 1 0 04 6 3 8//Ra t t u s no 
rvegicus homeodomain prot 
ein Nkx6. 1 (nkx6. 1) mRNA, 

complete c d s . // 6 . 4 e — 0 6:4 
5 8:61 //A F 0 0 4 4 3 1 
F-HEMBA 1 0 0 4 6 6 6//C a e n o r h a b 
d i t i s elegans DNA *** SEQ 
UENCING IN PROGRESS *** f 
rom clone Y47D3, WORKING 
DRAFT SEQUENCE. //O. 30:73 
3 : 5 5//Z 9 8 8 6 5 

F-HEMBA100466 9//Hum a n DNA 
sequence from clone 465N 
24 on chromosome 1 p 35. 1 — 3 
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6. 13. Contains two novel 
genes, ESTs, GSSs' and CpG 
islands, completesequenc 
e. //7. 5e- 1 3 6 : 5 2 1 : 9 8//AL0 3 
14 3 2 

F-HEMBA 1 0 0 4 6 7 0//Homo s a p i 
ens Chromosome 2 2 q 1 2 Co sm 
id Clone p90g5, complete 
sequence. //0. 4 3:3 6 5:5 9//A 
C000045 10 
F-HEMB A 1 0 0 4 6 7 2 

F-HEMBA100469 3//P 1 a smo d i u 
m falciparum 3D7 chromoso 
me 12 PFYAC4 9 2 genomicseq 
uence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. 
//0. 0 9 6 : 6 5 1 : 5 4//AC0 0 5 3 0 8 
F-HEMBA100469 7//C IT-HSP-2 
326C13. TR CIT-HSP Homo sa 
piens genomic clone 2326C 20 
13, genomic survey sequen 
ce.//0. 23:238:6 5//AQ0 4 0 6 4 
2 

F-HEMB A 1 0 0 4 7 0 5//H omo s a p i 
ens Xp22 Cosmid U151G1 (f 
rom Lawrence LivermoreX 1 
ibrary) and PAC RPCI1-93D 
11 (from Roswell Park Can 
cer Center) complete sequ 
ence.//2. 1 e - 2 7 : 3 7 5 : 7 2 //AC 30 
0 0 2 3 5 7 

F-HEMBA100470 9 //Homo s a p i 
ens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human 
BAC Library) complete se 
q u e n c e . // 1. 6e-36: 191:91 // 
ACO 0 6 2 1 0 

F-HEMBA100471 l//Homo s a p i 
ens chromosome 17, clone 
hRPK. 2 7 1_K_.11, complete s 40 
e q u e n c e . // 1. 1 e - 1 3 3 : 6 3 9 : 9 9 
//ACO 0 5 5 6 2 

F-HEMBA1 0 04 7 2 5//RPCI 11-75 
0 13. T J RPCI11 Homo sapien 
s genomic clone R — 75013, 
genomic survey sequence./ 
/6. 2 e - 3 2 : 1 6 9 : 1 0 0//AQ2 6 6 5 1 
2 

F-HEMBA 1 00473 0//Huma n BAC 
clone RG035E18 from 7q3 50 
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1, complete sequence. // 8 . 
0e-6 8 : 7 3 2 : 7 2 //AC 0 0 4 0 2 9 
F-HEMB A100473 3//C IT-HSP-2 
305M23. TF CIT-HSP Homo sa 
piens genomic clone 2305M 
23, genomic survey sequen 
c e. //4. 9e- 1 8 : 2 0 9 : 6 9//AQ0 1 
7 5 5 6 

F-HEMBA1004734//Arabidopsis thaliana ubi qui tin- con 
jugating enzyme 17 (UBC17) mRNA, complete cds.//l. 
8e-13:451:62//AF028340 

F-HEMBA1004736//Human DNA sequence from PAC 436M11 
on chromosome Xp22. 11-22.2. Contains the serine t 
hreonine protein phosphatase gene PPEF1, andthe fi 
rst coding exon of the RSI gene for retinoschisis 
(X-linked, juvenile) 1 (XLRS1). Contains ESTs, an 
STS and GSSs, complete sequence. //5.0e-87: 646: 78// 
Z94056 

F-HEHBA1004748//Human BAC clone RG204I16 from 7q3 
1 , compl ete sequence. //0. 24: 526: 57//AC002461 
F-HEHBA1004751//Homo sapiens clone DJ0876A24, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //1.4e- 25: 26 
8: 76//AC004913 

F-HEHBA1004752//R.norvegicus mRNA for leucocyte co 
mmon antigen- related protein (3941 bp).//l. le-07:5 
03:61//X83546 

F-HEMBA1004753//Homo sapiens Chromosome 12 Cosmid 
Clone 6e5, complete sequence. //4. 5e- 38: 314: 81//AC0 
00028 

F-HEHBA1004756//Homo sapiens, complete sequence.// 
1 . 4e- 1 1 1 : 326: 84//AC005854 

F-HEMBA1004758//Sequence 29 from patent US 553441 
0.//3.9e- 135: 769: 91//I 23472 
F-HEHBA1004763//Homo sapiens apoptosis inhibitor s 
urvivin gene, completecds.//3.6e-47:404:79//U75285 
F-HEMBA1004768//Homo sapiens PAC clone DJ0979P20 f 
rom 7q33-q35, completesequence.//6.7e-107:890:78// 
AC004941 

F-HEMBA1004770//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //7.9e-09: 806: 59//AC004 
709 

F-HEHBA1004771//G.muris ribosomal RNA operon DNA e 

ncoding 16S, 23S and 5.8S ribosomal RNA. //0. 69: 23 

9:61//X65063 

F-HEHBA1004776 

F-HEHBA1004778 

F-HEMBA1004795//Drosophila melanogaster A- kinase a 
nchor protein DAKAP550mRNA, partial cds.//3.4e-46: 
778:64//AF003622 
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F-HEMBA1004803//Homo sapiens chromosome Y, clone 2 
64, M, 20, compl ete sequence. //4. 3e-82: 580: 82//AC004 
617 

F-HEMBA1004806//Homo sapiens BAC clone RG281G05 fr 
om 7pl5-p21, compl etesequence.//5.4e-07: 642: 59//AC 
005083 

F-HEMBA1004807//Human HI VI tata element modulatory 
factor mRNA sequencefrom chromosome 3.//1.4e-46: 1 
71:92//L01042 

F-HEMBA1004816//Homo sapiens calpastatin (CAST) ge 10 
ne, exons 10-14. //3. 5e- 31: 546: 66//M86257 
F-HEMBA1004820//C.botulinum progenitor toxin compl 
ex genes. 110. 0014: 343: 62//X87972 
F-HEMBA1004847//Canine mRNA for 68kDA subunit of s 
ignal recognition particle (SRP68) . //I. 5e-85: 512: 8 
8//X53744 

F-HEMBA1004850//Homo sapiens TGF-beta type I recep 
tor (TGFBR1) gene, exon 1.//0. 0065: 284: 61//AF05459 
0 

F-HEMBA1004863//Genomic sequence from House 11, co 20 
mplete sequence. //0. 92: 250: 59//AC000400 
F-HEMBA1004864 

F-HEMBA1004865//Human DNA sequence from clone 459L 
4 on chromosome 6p22. 3-24.1 Contains EST, STS, GS 
S, complete sequence. //3. 6e- 12: 214: 72//AL031 120 
F-HEMBA1004880//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-319E8, complete sequence. //I. le-08: 2 
55:69//AC004020 

F-HEMBA1004889//Schistocerca americana Antennapedi 
a homeotic protein (Antp) mRNA, complete cds.//0.0 30 
62:155:69//U32943 

F-HEMBA1004900//Plasmodium falciparum unidentified 
mRNA sequence. //0. 00055: 323: 60//L12043 
F-HEHBA1004909//Hqmo sapiens chromosome 17, clone 
289A8, compl ete sequence. //9. 6e- 16: 166: 80//AC00305 
1 

F-HEMBA1004918//Turritella communis mitochondrial 
16S ribosomal RNA gene, parti al.//0. 81: 146: 65//M94 
003 

F-HEMBA1004923//Human DNA from overlapping chromos 40 
ome 19-specific cosmids R32543, , and F15613 conta 
ining ZNF gene family member, genomic sequence, co 
mplete sequence. //1 . 4e-36: 338: 78//AC003006 
F-HEMBA1004929//CIT-HSP-2373I16.TR CIT-HSP Homo sa 
pi ens genomic clone 2373116, genomic survey sequen 
ce. III. 4e-86: 443: 96//AQ108676 
F-HEMBA1004930//Homo sapiens PAC clone DJ0608H12 f 
rom 7q21, complete sequence. //4. 6e- 20: 219: 73//AC00 
4109 

F-HEMBA1004933//HS-1003-Al-E10-MF.abi CI T Human Ge 50 
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nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 497 Col =19 Row=I r genomic survey sequence./ 
/1. 4e-28: 216: 85//B30726 

F-HEMBA1004934//Homo sapiens chromosome 21q22.3 PA 
C 267010, complete sequence. //0. 53: 222: 61 //AF04209 
1 

F-HEMBA1004944//Homo sapiens clone DJ0736H05, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //1.2e- 58: 50 
9: 78//AC005482 

F-HEHBA1004954//HS_2033J2__A08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2033 Col =16 Row=A, genomic surveysequenc 
e. //3. 7e-47: 243: 99//AQ229758 
F-HEHBA1004956//P. falciparum complete gene map of 
plastid-like DNA (IR-B) . //0. 048: 421: 58//X95276 
F-HEHBA1004960//Arabidopsis thaliana DNA chromosom 
e 4, ESSA I contig fragment No. 8. //0. 89: 333: 58//Z 
97343 

F-HEMBA1004972 

F-HEMBA1004973//RPCI11-66P8.TK RPCI11 Homo sapiens 
genomic clone R-66P8., genomic survey sequence. //3. 
5e-22: 245: 77//AQ238471 

F-HEMBA1004977//Homo sapiens full length insert cD 
NA clone YZ83B08.//9.0e-ll:84:98//AF086080 
F-HEHBA1004978//CIT-HSP-2354E10.TR CIT-HSP Homo sa 
pi ens genomic clone 2354E10, genomic survey sequen 
ce. //0. 0021 : 152: 66//AQ075713 
F-HEMBA1004980//HSJ018J\2_E04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3018 Col =8 Row=I, genomic survey sequenc 
e. //I. 9e-77: 392: 97//AQ071873 
F-HEMBA1004983//Albinaria corrugata isolate cor.Pr 
nl.l 16S ribosomal RNAgene, mitochondrial gene for 
mitochondrial RNA, partial sequence. //0. 0030: 276: 
61//AF031680 

F-HEMBA1004995//Homo sapiens chromosome 16, cosmid 
bridge clone 306E6 (LANL), complete sequence. //4. 
2e-138:640:99//AC005590 

F-HEMBA1005008//Human marinerl transposase gene, c 
(Mplete consensus sequence. //6.8e- 20: 160: 88//U5207 
7 

F-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA, 
compl ete cds. III. Oe- 144: 668: 99//AF041474 
F-HEMBA1005019//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds.//1.4e-146:693:98//AB014548 
F-HEMBA1005029//Homo sapiens DNA sequence from PAC 
97D16 on chromosome 6p21.3-22.2. Contains an unkn 
own pseudogene, a 60S Ribosomal protein L24(L30) L 
IKE pseudogene and hi stone genes H2BFC (H2B/c), H4 
FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3.1/ 
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k) and a tRNA-Val pseudogene and tRNA-Thr gene. Co 
ntains ESTs, STSs, GSSs and genomic marker D6S464, 
completesequence. III. 2e-115: 668: 90//AL009179 
F-HEMBA1005035//Homo sapiens chromosome 17, clone 
hCIT. 175_E_5, completesequence. 114. 6e-138: 591: 98// 
AC004596 

F-HEHBA1005039//CIT-HSP- 2338L5.TR CIT-HSP Homo sap 
iens genomic clone 2338L5, genomic survey sequenc 
e.//3.7e-61:271:88//AQ055486 

F-HEMBA1005047//Mus musculus mRNA for Rab24 protei 10 

n. III. 8e- 17: 218: 73//Z22819 F-HEMBA1O050 
5 0// Human Tislld gene, c o 
mplete cds. // 0. 079:251:63 
//U0 7 802 

F-HEMBA 1 0 0 5 0 6 2 //PI a smod i u 
m falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequ 
ence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces./ 
/0. 0 1 8:5 6 0: 5 6//AC0 04 6 8 8 20 
F-HEMBA100506 6 //Hum a n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 7 7 4G10, WORKING DRAFT S 
EQUENCE. //3. 4 e -9 7 : 4 3 2 : 8 4/ 
/AL034410 

F— HEMBA1 0050 7 5//H. sapiens 
DNA 3' flanking simple s 
equence region clone wg2c 
3. //6. 9e-0 7 : 1 7 6 : 6 8//X 7 6 5 8 30 
9 

F-HEMBA100507 9//C IT-HSP-2 
325M21.TRB CIT-HSP Homo s 
apiens genomic clone 2325 
M 2 1 , genomic survey seque 
nce.//2. 1 e -4 8 : 2 7 4 : 9 3//AQ0 
3 8 7 2 0 

F-HEMBA 1 0 0 5 0 8 3//HS_2 2 4 8_B 
1_D0 5_MR CIT Approved Hum 
an Genomic Sperm Library 40 
D Homo sapiens genomic cl 
one Plate=2248 Col=9 Row= 
H , genomic survey sequenc 
e. //3. 4e-0 6 : 2 3 0 : 6 4//AQ 1 2 9 

5 7 5 

F-HEMBA100510 l//Homo s a p i 
ens SYT interacting prote 
in SIP mRNA, completecds. 
//I. 3 e - 1 6 1 : 7 6 2 : 9 8//AF 0 8 0 5 

6 1 50 
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F-HEMBA 1 0 0 5 1 1 3//L. esculen 
turn microsatellite repeat 
DNA region. //0. 00 3 8:7 4 2: 
5 7//X 9 0 7 7 0 

F-HEMBA 1 0 0 5 1 2 3//Homo sapi 
ens clone DJ 0 6 7 3M15, WORK 
ING DRAFT SEQUENCE, 33uno 
rdered pieces. // 9 . 6 e - 8 3 : 4 
7 9 : 7 8//AC004 8 54 
F-HEMBA 1 0 0 5 1 3 3//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e Y313F4, WORKING DRAFT S 
EQUENCE. //3. 9 e - 2 4 : 5 7 6 : 6 4 / 
/AL023808 

F-HEMBA 1 0 0 5 1 4 9//Homo sapi 
ens PAC clone DJ430N08 fr 
om 2 2 q 1 2. 1— qter, complete 
sequence. // 4. 7e-3 6 : 2 8 3 : 8 
0//AC0 0 4 5 4 2 

F-HEMBA 1 0 0 5 1 5 2//Homo sapi 
ens chromosome Xp 2 2-6 7-6 
8, WORKING DRAFT SEQUENC 
E, 99 unordered pieces.// 
5. 0e-l 0 : 332 : 64//AC004469 
F-HEMBA 1 0 0 5 1 5 9//Homo sapi 
ens genomic DNA, chromoso 
me 2 1 q 1 1. 1, segment 1/5, 
WORKING DRAFT SEQUENCE.// 
4. 0 e - 1 0 : 7 3 4 : 5 8//AP0 0 0 0 2 3 
F-HEMBA 1 0 0 5 1 8 5//H. sapiens 

CpG island DNA genomic M 
sel fragment, clone 9 1 b 2, 

forward read c p g 9 1 b 2. ftl 
a.// 2. 2 e - 1 4 : 9 3 : 1 0 0//Z 6 3 8 4 
7 

F-HEMBA1005201//Drosophila melanogaster cosmid 152 
A3. //4. 7e-35: 679: 64//AL009194 
F-HEMBA1005202//Canine mRNA for 68kDA subunit of s 
ignal recognition particle (SRP68) //6. 7e- 138: 778: 
90//X53744 

F-HEHRA1005206//Drosophila melanogaster Su(P) and 
anon-73Bl genes and partial o25 gene and Pros26 ge 
ne. 111. le-12: 376: 62//AJ011320 
F-HEHBA1005219//Homo sapiens mRNA for KIAA0445 pro 
tei n, compl ete cds. 117. le-05: 41 1 : 60//AB007914 
F-HEHBA1005223//Homo sapiens PAC clone DJ430N08 fr 
om 22ql2. 1-qter, complete sequence. //3. 5e-06: 212: 6 
6//AC004542 

F-HEHBA1005232//Plasmodium falciparum 3D7 chromoso 
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me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQD 
ENCE, 5 unordered pieces. //3.7e-07: 625: 57//AC00530 
8 

F-HEMBA1005241//Homo sapiens PAC clone DJ0777023 f 
rom 7pl4-pl5, completesequence.//8.7e-45:567:72//A 
C005154 

F-HEMBA1005244//Homo sapiens chromosome X clone Ul 
77G4, U152H5, U168D5, 174A6, U172D6, and U186B3 fro 
m Xp22, complete sequence. //0. 96: 298: 62//AC002365 
F-HEMBA1005251 10 
F-HEMBA1005252//Homo sapiens chromosome 17, clone . 
hRPR.318_A_15, complete sequence. //4. 5e- 160: 392:99 
//AC005837 

F-HEMBA1005274//Homo sapiens BAC clone 255A7 from 
8q21 containing NBS1 gene, complete sequence. 111. 3 
e-05:496:60//AF069291 

F-HEMBA1005275//Human DNA sequence from clone 444C 
7 on chromosome 6p22.3-23. Contains an EST, an STS 

and GSSs, complete sequence. //5.7e-05: 220: 64//AL0 
33521 20 
F-HEMBA1005293//Homo sapiens echlnoderm microtubul 
e- associated protein homolog HuEMAP mRNA, complete 

cds. III. 4e-20: 338: 65//U97018 
F-HEMBA1005296 

F-HEMBA1005304//Human DNA sequence from clone 3641 
22 on chromosome Xq21.31-22.3. Contains an STS and 
GSSs, complete sequence. //I. 6e-51: 381: 78//AL03101 

2 

F-HEMBA1005311 

F-HEMBA1005314//Homo sapiens genomic DNA, chramoso 30 
me 21qll.l, segment 2/28, WORKING DRAFT SEQUENCE./ 
/0. 94: 226: 63//AP000031 

F-HEMBA1005315//Bomo sapiens BAC810, complete sequ 
ence. //9. 5e- 15: 684: 62//U85198 
F-EEMBA1005318//Buman DNA sequence from PAC 394F12 
on chromosome X contains EST, STS, CpG island clo 
ne. 112. 6e-05: 472: 59//Z83823 
F-HEMBA1005331//Homo sapiens chromosome 17, clone 
hRPK. 214_C_8, compl etesequence. //3. 3e-90: 300: 90//A 
C005803 40 
F-HEMBA1005338//Homo sapiens mRNA for matrilin-4, 
parti al . //1 . 4e- 151 : 740: 97//AJ007581 
F-HEMBA1005353//CIT-HSP-2310N10.TR CIT-HSP Homo sa 
pi ens genomic clone 2310N10, genomic survey sequen 
ce. /II. le-86: 438: 97//AQ016145 
F-HEMBA1005359//Human zinc finger protein ZNF137 m 
RNA, complete cds.//1.8e-98:500:88//U09414 
F-HEMBA1005367//Mus musculus melastatin mRNA, comp 
lete cds. //8. 3e-72: 577: 73//AF047714 
F-HEMBA1005372//Human DNA sequence from PAC 293E14 50 
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contains ESTs, STS.//1.3e-07:274:66//Z82900 
F-HEHRA1005374//Homo sapiens clone 277F10, WORKING 

DRAFT SEQUENCE, 5 unordered pieces. //1. 9e- 48: 611: 
69//AC004813 

F-HEHBA1005382//HSJ063J2_F11_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3063 Col =22 Row=L, genomic surveysequenc 
e.//1.6e-27:154:98//AQ103204 
F-HEMBA1005389//Plasmodium falciparum telomere nuc 
leotide sequence. //4. Oe-07: 443: 61//M23175 
F-HEMBA1005394//CIT- HSP-2368B11.TR CIT-HSP Homo sa 
piens genomic clone 2368B11, genomic survey sequen 
ce. 1/1. 6e- 17: 225: 71//AQ076749 
F-HEHBA1005403//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. //4. 5e-131: 278: 98//AL034379 
F-HEMBA1005408//HS_3007_B2_C04JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3007 Col=8 Row=N, genomic survey sequenc 
e. //8. Oe-06: 218: 66//AQ294366 
F-HEMBA1005410//Human DNA sequence from cosmid cUl 
20E2, on chromosome Xcontains Lowe oculocerebroren 
al syndrome (OCRL) ESTs and STS.//1.5e-41:432:76// 
Z73496 

F-HEHBA1005411 

F-HEHBA1005423//Homo sapiens cycl in- dependent kina 
se inhibitor (CDKN2C)mRNA, complete cds.//1.0e-16 
9:537:99//AF041248 
F-HEHBA1005426 

F-HEHBA1005443//Homo sapiens chromosome 19, BAC CI 
T-B-191n6, complete sequence. 111. le-37: 260: 76//AC0 
06130 

F-HEMBA1005447//CIT-HSP-2173N7.TR CIT-HSP Homo sap 
iens genomic clone 2173N7, genomic survey sequenc 
e. //5. 0e-133: 631: 98//B93234 

F-HEHBA1005468//Human DNA sequence from clone 20J2 
3 on chromosome Xq26. 2-27.2 Contains ras-related C 
3 botulinum toxin substrate 1 (P21-RAC1) (ras-like 
protein TC25) EST, CA repeat, STS, CpG island, co 
mpl ete sequence. Ill . 5e- 1 18: 868: 83//AL022576 
F-HEMBA1005469//Homo sapiens chromosome 16, PI clo 
ne 96-4B (LANL), complete sequence. //1.2e- 179: 838: 
99//AC005212 

F-HEHBA1005472//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 228H13, WORKING DRAFT S 
EQUENCE. //3. 4e-20: 187: 74//AL031985 
F-HEHBA1005474//Hamo sapiens genomic DNA, chromoso 
me 21qll.l, segment 12/28, WORKING DRAFT SEQUENCE. 
//4. le-22: 445: 65//AP000041 

F-HEHBA1005475//CIT-HSP-2322D14.TR CIT-HSP Homo sa 
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pi ens genomic clone 2322D14, genomic survey sequen 
ce. //6. 7e-51: 269: 97//AQ026941 
F-HEMBA1005497//HSJ097J2JM5J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3097 Col =10 Row=M, genomic surveysequenc 
e. //L 4e-66: 345: 96//AQ103810 
F-HEMBA1005500//Homo sapiens PAC clone DJ1093017 f 
rom 7ql 1 . 23-q21 , compl ete sequence. IIS. 4e- 178: 818: 
98//AC004957 

F-HEMBA1005506//Mus musculus (clone 0EBF17) early 10 
B-cell factor (EBF) mRNA, complete cds. III. 6e-06: 7 
3: 98//L12147 

F-HEMBA1005508//Hamo sapiens, clone hRPK.l JL1, co 
mplete sequence. 110. 00012: 455: 60//AC006196 
F-HEMBA1005511//Homo sapiens MHC class 1 region.// 
3.3e-43:421:77//AF055066 

F-HEHBA1005513//Drosophila melanogaster males- abse 
nt on the first (mof)gene, complete cds.//2.3e-20: 
352:69//U71219 

F-HEHBA1005517//Homo sapiens DNA for (CGC)n trinuc 20 
leotide repeat region, isolate E7.//2.5e-08:431:62/ 
/AJ001216 

F-HEMBA1005518//M. musculus mRNA for paladin gene./ 
/8. 2e-90: 651: 81//X99384 

F-HEMBA1005520//Homo sapiens clone DJ0876A24, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //7.8e- 167: 7 
55:99//AC004913 

F-HEMBA1005526//Homo sapiens chromosome 9, clone h 
RPK. 202_H_3, compl etesequence. 1/2. 4e-42: 475: 73//AC 
006241 30 
F-HEMBA1005528//Mus musculus mCAFl protein mRNA, c 
omplete cds. III. 2e-94: 512: 92//U21855 
F-HEMBA1005530 

F-HEMBA1005548//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 970A17, WORKING DRAFT S 
EQUENCE. 119. 4e-87: 422: 99//AL034431 
F-HEMBA1005552//Homo sapiens PAC clone DJ0807C15 f 
rom 7q34-q36, compl etesequence.//6. le-41:486: 68//A 
C004743 

F-HEMBA1005558//Drosophila melanogaster DNA sequen 40 
ce (PI DS00837 (D87)), compl ete sequence. //2.9e- 19: 
306: 68//AC004377 

F-HEMBA1005568//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 0093: 345: 60//AC004153 
F-HEMBA1005570//Plasmodium falciparum chromosome 
2, section 44 of 73 ofthe complete sequence. //4. 2e 
-09:592:59//AE001407 

F-HEMBA1005576//Homo sapiens mRNA for KIAA0463 pro 
tein, partial cds.//5.9e-127:610:98//AB007932 50 
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F-HEMBA1005577//HS-1004-Al-Ell-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 498 Col =21 Row=I, genomic survey sequence./ 
/0. 00034: 254: 64//B30971 

F-HEMBA1005581//Rattus norvegicus mRNA for MEGF5, 
complete cds. I/A. Oe-57: 826: 65//AB01 1531 
F-HEMBA1005582//HS_3242_ J A1_B07J!R CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3242 Col=13 Row=C, genomic surveysequenc 
e.//l.le-13:91:98//AQ211275 
F-HEMBA1005583 

F-HEMBA1005588//Homo sapiens PAC clone DJ1188N21 f 
rem 7qll.23-q21.1, complete sequence. //8.7e-31: 28 
3: 75//AC006025 

F-HEHBA1005593//Homo sapiens chromosome 17, clone 
hRPK. 332_H_18, compl ete sequence. IIS. 3e- 158: 748: 99 
//AC005746 

F-HEMBA1005595//CIT-HSP-2309F14.TF CIT-HSP Homo sa 
pi ens genomic clone 2309F14, genomic survey sequen 
ce. //6. 4e-30: 194: 91//AQ016527 
F-HEMBA1005606//CIT-HSP-2326I6.TR CIT-HSP Homo sap 
iens genomic clone 232616, genomic survey sequenc 
e.//0. 0014: 132: 70//AQ041484 
F-HEMBA1005609//Homo sapiens clone RG315H11, W0RKI 
NG DRAFT SEQUENCE, 5 unordered pieces, //2.9e- 33: 24 
9: 85//AC005089 

F-HEHBA1005616//Homo sapiens DNA sequence from PAC 
43C13 on chromosome Xq21. 1-Xq21. 3. rab proteins g 
eranylgeranyl transferase component A 1 (rabescort 
protein 1) (REP-1) (choroideraemia protein) (TCD p 
rotein) . //6. 5e-29: 279: 69//AL009175 
F-HEMBA1005621//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 330012, WORKING DRAFT S 
EQUENCE. //6. 4e-90: 158: 87//AL031731 
F-HEMBA1005627//RPCI 11-34P9. TJ RPCI-11 Homo sapien 
s genomic clone RPCI-11-34P9, genomic survey seque 
nee. 110. 014: 168: 67//AQ045110 
F-HEMBA1005631//Homo sapiens PAC clone DJ1086D14, 
complete sequence. //I. Oe- 149: 736: 93//AC004460 
F-HEMBA1005632 

F-HEMBA1005634//Human DNA sequence from PAC 187N21 
on chromosome 6p21.2-6p21.33. Contains ESTs.//6.6 
e-38:452:67//Z98036 
F-HEMBA1005666 

F-HEMBA1005670//Homo sapiens PAC clone DJ0665C04 f 
rom 7pl4-pl3, compl etesequence.//5. le-59:687: 74//A 
C004850 

F-HEMBA1005679//Homo sapiens clone DJ0425I02, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //1.0e-47: 35 
7: 85//AC005478 
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F-HEMBA1005680 

F-HEMBA1005685//RPCI11-23D19.TKBR RPCI-11 Homo sap 
iens genomic clone RPCI-11-23D19, genomic survey s 
equence. //0. 99: 228: 63//AQ013742 
F-HEMBA1005699//Human ligand for eph- related recep 
tor tyrosine kinases (EPLG8) mRNA, complete cds.// 
1.4e-72:406:92//U57001 

F-HEMBA1005705//Buman (D21S172) DNA segment contai 
ning (CA) repeat. //0. 00040: 190: 66//X565 13 
F-HEHBA1005717//Plasmodium falciparum MAL3P1, comp 10 
lete sequence. //0. 0099: 260: 63//Z97348 
F-HEMBA1005732//Human mRNA for KIAA0003 gene, comp 
lete cds. 7/8. le-19: 151: 88//D14697 
F-HEMBA1005737//Homo sapiens PAC clone DJ1099C19 f 
rom 7q21-q22 t completesequence.//5.6e-15: 157: 79//A 
C005156 

F-HEMBA1005746//RPCI 11-63N8. TK RPCI11 Homo sapiens 
genomic clone R-63N8, genomic survey sequence. //I. 
3e-18: 113: 100//AQ238535 

F-HEMBA1005755//Homo sapiens DNA sequence from PAC 20 
95C20 on chromosome Xpll.3-11.4. Contains STSs an 
d the DXS7 locus with GT and GTG repeat polymorphi 
sms, complete sequence. III. 6e-56: 764: 70//Z97181 
F-HEMBA1005765//Human DNA sequence from PAC 288L1 
on chromosome 22ql2-qter contains ESTs and polymor 
phic CA repeat (D22S1152) . //I. le-30: 275: 77//Z82196 
F-HEMBA1005780//RPCI11-74E19.TJ RPCI11 Homo sapien 
s genomic clone R-74E19, genomic survey sequence./ 
10. 0011: 283: 62//AQ268432 

F-HEMBA1005813//Homo sapiens PAC clone DJ0167F23 f 30 
rom 7pl5, complete sequence. 110. 14: 326:6 1//AC00407 
9 

F-HEMBA1005815//M.musculus mRNA for skeletal muscl 
e-specific calpain. //6. 3e-10: 706: 59//X92523 
F-HE1BA1005822//Mouse Bac 291G16, WORKING DRAFT SE 
QUENCE, 19 unordered pieces. I/O. 87: 417: 56//AC00302 
0 

F-HEMBA1005829//Homo sapiens Chromosome 22qll.2 Fo 
smid Clone f39el In DGCR Region, complete sequenc 
e. IIS. 8e-42: 370: 79//AC000094 40 
F-HEMBA1005834//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26.2. Contains the alternativ 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. Contai nsESTs, STSs a 
nd GSSs, complete sequence. 112. le- 42: 690: 67//AL022 
577 

F-HEMBA1005852//F.rubripes GSS sequence, clone 163 
A22aE9, genomic surveysequence.//4.3e-07:253:59//A 50 
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F-HEMBA1005853//CIT-HSP-2289L23.TR CIT-HSP Homo sa 
pi ens genomic clone 2289L23, genomic survey sequen 
ce. 112. 2e-68: 333: 99//B98952 
F-HEMBA1005884//Homo sapiens chromosome 5, BAC clo 
ne 78c6 (LBNL H191), complete sequence. //1.9e-57: 3 
31:87//AC005351 

F-HEHBA1005891//Homo sapiens PAC clone DJ0997N05 f 
rom 7qll.23-q21.1, complete sequence. 115. le- 182: 86 
4:98//AC004945 

F-HEHBA1005894//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 52 unordered pieces. //3.0e-44: 340: 80//AC004086 
F-HEHBA1005909//Homo sapiens DNA sequence from PAC 

127D3 on chromosome lq23-25. Contains FM02 and FM 
03 genes for Flavin-containing Honooxygenase2 and 
Flavin-containing Monooxygenase 3 (Dimethyl aniline 

Honooxygenase(N- Oxide 3, EC1. 14. 13. 8, Dimethylani 
line Oxidase 3, FH0 II, FM0 3), anda gene for anot 
her, unknown, Flavin- contai ning Monooxygenase fami 
ly protein. Contains ESTs and GSSs, complete seque 
nee. IIB. 3e-12: 828: 57//AL021026 
F-HEMBA1005911//Human DNA sequence from clone 1158 
E12 on chromosome Xpll.23-11.4 Contains EST, STS, 
GSS, CpG island, complete sequence. //1.0e-44: 328: 7 
7//AL031584 

F-HEMBA1005921//Homo sapiens chromosome 17, clone 
hRPK. 1 12JJ0, compl ete sequence. Ill . 3e-41 : 431 : 77/ 
/AC005666 

F-HEMBA1005931//Homo sapiens chromosome 12pl3.3 cl 
one RPCI4-761J14, WORKING DRAFT SEQUENCE, 60 unord 
ered pieces. Ill, le-29: 394: 70//AC006086 
F-HEMBA1005934//Homo sapiens PAC clone DJ1140G11 f 
rom 14q24.3, compl etesequence.//8. le-06: 115: 80//AC 
004974 

F-HEMBA1005962//RPCI11-17015.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-17015, genomic survey seq 
uence. //9. 5e-36: 315: 84//B82821 
F-HEMBA1005963//HSJ055JU J08JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3055 Col=15 Row^I, genomic surveysequenc 
e. 119. 3e-73: 372: 97//AQ147357 
F-HEMBA1005990//Homo sapiens 1-1 receptor candidat 
e protei n mRNA, compl ete cds. Ill . 3e- 149: 697: 99//AF 
082516 

F-HEHBA1005991//Plasmodium falciparum chromosome 
2, section 45 of 73 ofthe complete sequence. //6. 3e 
-07:423:60//AE001408 

F-HEMBA1005999//Homo sapiens chromosome 4 clone CO 
026P05 map 4P16, complete sequence. //3.8e-09: 360: 6 
4//AC005599 
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F-HEMBA1006002 

F-HEMBA1006005//Homo sapiens MLL (Mil) gene, exons 
1-3, and partial cds.//4.5e-83:495:90//AF036405 
F-HEMBA1006031 
F-HEMBA1006035 

F-HEMBA1006036//Human (lambda) DNA for immunoglobl 
in light chain. //2.4e-59: 652: 74//D87009 
F-HEMBA1006042//Homo sapiens chromosome 10 clone C 
IT987SK-1057L21 map 10q25, complete sequence. III. 1 
e-43: 330: 70//AC005386 10 
F-HEMBA1006067//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQD 
ENCE t 8 unordered pieces. //0. 11: 433: 59//AC004153 
F-HEMBA1006081 

F-HEMBA1006090//, compl ete sequence. 1 1 A. 5e- 139: 74 
8:92//AC005500 

F-HEHBA1006091//Homo sapiens gene encoding teletho 
nin, exons 1 to 2, partial. //0. 0091: 346: 62//AJ01 10 
98 

F-HEMBA1006100//Homo sapiens chromosome 10 clone C 20 
IT987SK-1143A11 map 10q25, complete sequence. 112. 8 
e- 18: 180: 78//AC005880 

F-HEMBA1006108//Human DNA sequence from clone 889N 
15 on chromosome Xq22. 1-22.3. Contains part of the 

gene for a novel protein similar to X. laevis Cor 
tical Thymocyte Marker CTX, the possibly alternati 
vely spliced gene for 26S Proteasome subunit p28 
(Ankyrin repeat protein), a novel geneand exons 36 

through 45 of the C0L4A6 for Collagen Alpha 6(1 
V). ContainsESTs, STSs, GSSs and a putative CpG is 30 
land, complete sequence. //0. 26: 84: 71//AL031177 
F-HEMBA1006121//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 691N24, WORKING DRAFT S 
EQUENCE. 1/5. 2e-18: 147: 87//AL031672 
F-HEMBA1006124//CIT-HSP-2355B17.TF CIT-HSP Homo sa 
pi ens genomic clone 2355B17, genomic survey sequen 
ce.//0.044:225:61//AQ058966 
F-HEMBA1006130//CIT-HSP-386A20.TF CIT-HSP Homo sap 
iens genomic clone 386A20, genomic survey sequenc 
e. IIB. 8e-07: 173: 69//B55085 40 
F-HEMBA1006138//Homo sapiens DNA sequence from PAC 

454M7 on chromosome Xq25-26.3. Contains the 0CRL1 

gene for Lowe Oculocerebrorenal Syndrome protein 
0CRL-1. Contains ESTs, STSs and GSSs, complete seq 
uence. 1/1. 5e-22: 164: 75//AL022162 . 
F-HEMBA1006142//, complete sequence. //7.9e- 125: 58 
6:99//AC005500 

F-HEMBA1006155//H. sapiens CpG island DNA genomic M 
sel fragment, clone 119b6, forward read cpgll9b6.f 
tla.//1.0:85:72//Z64428 50 
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F-HEMBA1006158//Homo sapiens transcription factor 
forkhead-like 7 (FKHL7) gene, complete cds.//l.le- 
185:852: 99//AF048693 

F-HEMBA1006173//striatum enriched phosphatase=prot 
ein- tyrosine- phosphatase [rat, striata, mRNA, 2815 
nt] . 11%. 4e-50: 642: 73//S49400 
F-HEMBA1006182//Homo sapiens Chromosome 15q26. 1 PA 
C clone pDJ105il9, complete sequence. //1.4e-22: 19 
4: 74//AC005318 
F-HEMBA1006198 

F-HEMBA1006235//Homo sapiens clone 24422 mRNA sequ 
ence. //2. 6e- 175: 836: 98//AF070557 
F-HEMBA1006248//Pinctada fucata mRNA for insoluble 
protein, complete cds.//8.2e-05:359:61//D86074 
F-HEMBA1006252//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 531H16, WORKING DRAFT S 
EQUENCE. //0. 98: 397: 58//AL031664 
F-HEMBA1006253 

F-HEMBA1006259//HS_2231_ALD10^MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2231 Col =19 Row=G, genomic surveysequenc 
e. III. 2e-ll: 233: 68//AQ152722 
F-HEMBA1006268//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) complet 
e sequence, lib. 2e-27: 156: 85//AC004673 
F-HEHBA1006272//Human endogenous retrovirus gag mR 
NA.//8.1e-115:847:80//X72791 
F-HEMBA1006278//Mus musculus poly(A) polymerase VI 
mRNA, complete cds. 112. le-57: 665: 70//U58134 
F-HEHBA1006283 

F-HEMBA1006284//Streptomyces fradiae tylactone syn 
thase, starter moduleand modules 1-7, (tylG) gene, 
complete cds.//9.6e-06:623:60//U78289 
F-HEMBA1006291//HS_2208_A1_C03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2208 Col =5 Row=E, genomic survey sequenc 
e.//1.2e-13:105:92//AQ091804 
F-HEMBA1006293//Sequence 8 from patent US 5721351. 
//5. 6e- 77: 580: 75//I 89415 

F-HEMBA1006309//Caenorhabditis elegans cosmid F01F 
l.//l.le-21:420:63//U13070 

F-HEMBA1006310//Rattus norvegicus cytosolic sortin 
g protein PACS-la (PACS-1) mRNA, complete cds.//6. 
8e-120: 748: 85//AF076183 

F-HEMBA1006328//Homo sapiens fragile X mental reta 
rdation protein (FMR-1) gene (6 alternative splice 
s), complete cds.//1.5e-46:485:73//L29074 
F-HEMBA1006334//HS-1051-B2-F01-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 773 Col =2 Row=L, genomic survey sequence.// 
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0.0032: 61: 91//B40563 

F-HEMBA1006344//HS- 1009-A2-B02-MF. abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 331 Col =4 Row=C, genomic survey sequence.// 
3. 3e-09: 218: 66//B31420 

F-HEMBA1006347//Drosophila melanogaster males-abse 
nt on the first (mof)gene, complete cds.//1.6e-31: 
484:68//U71219 

F-HEMBA1006349//HS-1054-Al-G06-MR.abi CIT Human Ge 
nomic Spenn Library CHomo sapiens genomic clone PI 10 
ate=CT 776 Col =11 Row=M, genomic survey sequence./ 
/5.4e-15:95: 100//B41671 

F-HEMBA1006359//Human ZNF43 mRNA.//L4e-115:823:81 
//X59244 

F-HEMBA1006364//Mouse mRNA for transforming growth 
factor- beta2. III. 7e-10: 247: 71//X57413 
F-HEMBA1006377//Mus musculus chromosome 7, clone 1 
9K5, complete sequence. //3.0e-57: 401: 81 //AC002327 
F-HEMBA1006380//CIT-HSP-2172R18.TF CIT-HSP Homo sa 
piens genomic clone 2172K18, genomic survey sequen 20 
ce.//1.3e-110:525:99//B92570 
F-HEMBA1006381//HS-1045-B2-F10-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 828 Col =20 Row=L, genomic survey sequence./ 
/4.4e-05: 163: 70//B37813 

F-HEMBA1006398//Homo sapiens 12q24.2 BAC RPCI 11-36 
0E11 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //3.8e- 62: 370: 86//AC004806 
F-HEMBA1006416//Homo sapiens chromosome 5, PI clon 
e 1041F10 (LBNL H88), compl ete sequence. //3.7e- 15: 1 30 
57: 78//AC005179 

F-HEMBA1006419//Human DNA sequence from clone 71L1 
6 on chromosome Xpll. Contains a probable Zinc Fing 
er protein (pseudo)gene, an unknown putative gene, 
a pseudogene with high similarity to part of anti 
gen KI-67, a putative Chondroitin 6-Sulfotransfera 
se LIKE gene and a RIAA0267 LIKE putative Na(+)/H 
(+) exchanger protein gene. Contains a predicted C 
pG island, ESTs, STSs and GSSs and genomic markers 
DXS1003 and DXS1055, complete sequence. //1. 2e- 39: 7 40 
52:63//AL022165 

F-HEMBA1006421//Homo sapiens chromosome 14q24.3 cl 
one BAC270M14 transforming growth factor-beta 3 (T 
GF-beta 3) gene, complete cds; and unknown genes./ 
/2. 4e-41: 438: 76//AF107885 

F-HEMBA1006424//Human DNA sequence from clone 51J1 
2 on chromosome 6q26-27. Contains the 3' part of t 
he alternatively spliced gene for the humanortholo 
gs of mouse QKI-7 and QKI-7B (KH Domain RNA Bindin 
g proteins) andzebrafish ZKQ-1 (Quaking protein ho 50 
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molog). Contains ESTs, STSs and GSSs, complete seq 
uence. HQ. 027: 293: 64//AL031781 
F-HEHBA1006426//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 292E10, WORKING DRAFT S 
EQUENCE. III. 7e-50: 310: 80//Z93930 
F-HEMBA1006438//Liverwort Marchantia polymorpha ch 
loroplast genome DNA.//0.051:440:59//X04465 
F-HEHBA1006445//Felis catus ras p21 (H-ras) mRNA, 
parti al cds. Ill . 0: 238: 59//U62088 
F-HEHBA1006446//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P6, WORKING DRAFT S 
EQUENCE. 112. 4e-05: 702: 58//AL031749 
F-HEHBA1006461//Homo sapiens chromosome 19, cosmid 
R30676, compl ete sequence. //8. 6e-55: 409: 83//AC004 
560 

F-HEHBA1006467//Homo sapiens chromosome 17, clone 
hRPK. 346JL10, compl ete sequence. Ill . 0: 293: 59//AC0 
06120 

F-HEMBA1006471//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //1.4e-05: 731: 59//AC004 
709 

F-HEMBA1006474//CIT-HSP-2017H3.TF CIT-HSP Homo sap 
iens genomic clone 2017H3, genomic survey sequenc 
e. //5. 2e-60: 435: 83//B54247 

F-HEMBA1006483//Homo sapiens chromosome 5, BAC clo 
ne 8e5 (LBNL H167), complete sequence. //2.9e-48: 28 
6:84//AC004752 

F-HEMBA1006485//Homo sapiens BAC clone NH0044G14 f 
rom 7qll. 23-21. 1, complete sequence. 110. 96: 283: 59/ 
/AC006031 

F-HEMBA1006486//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26.2. Contains the altemativ 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. III. 8e- 14: 259: 67//AL022 
577 

F-HEMBA1006489//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 467K16, WORKING DRAFT S 
EQUENCE. //6. 6e-ll: 595: 61//AL031283 
F-HEMBA1006492//Homo sapiens chromosome 17, clone 
hRPK. 269_G_24, compl ete sequence. //6. Oe- 122: 337: 10 
0//AC005828 

F-HEMBA1006494//Homo sapiens chromosome 7qtelo BAC 
E3, complete sequence. //3.8e-23: 459: 68//AF0931 17 
F-HEMBA1006497//HS_3023J2_H03J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3023 Col =6 Row=P, genomic survey sequenc 
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e. //2. 3e-81: 433: 95//AQ093846 

F-HEMBA1006502//H. sapiens 7SL repeat (clones 2-19 

b).//1.6e- 13: 86:87//X62364 

F-HEMBA1006507//Homo sapiens mRNA for KIAA0666 pro 
tein, partial cds.//2.3e-139:470:98//AB014566 
F-HEMBA1006521//Human BAC clone RG167B05 from 7q2 
1, complete sequence. //4.3e-27: 406: 71//AC003991 
F-HEMBA1006530//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. III. 9e-27: 408: 65//AL031650 10 
F-HEMBA1006535//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. //0. 028: 599: 60//AL034557 
F-HEMBA1006540//Homo sapiens multi PDZ domain prot 
ei n MUPP1 (MUPP1) mRNA, ' compl ete cds. //1 . 4e- 171 : 65 
4:98//AF093419 

F-HEMBA1006546//Human DNA sequence from cosmid 232 
L22, between markers DXS366 and DXS87 on chromosom 
e X contains ESTs glycerol kinase pseudogene. //3. 8 
e-104:811:80//Z73986 20 
F-HEMBA1006559//Mus musculus PRAJA1 (Prajal) mRNA, 
complete cds. //4. 8e-99: 386: 82//U06944 
F-HEMBA1006562//Human fructose- 1 , 6- bi phosphatase 
(FBP1) gene, exon 1. //0. 012: 322: 60//U21925 
F-HEMBA1006566//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 0026: 580: 58//AC0055 
04 

F-HEMBA1006569//0vis aries beta actin mRNA, cample 
te cds. //6. 3e-08: 231 : 70//U39357 30 
F-HEMBA1006579//CIT-HSP-2380A22.TR CIT-HSP Homo sa 
pi ens genomic clone 2380A22, genomic survey sequen 
ce. //0. 036: 250: 62//AQ197107 
F-HEMBA1006583//Mycobacterium tuberculosis H37Rv c 
ompl ete genome; segment 143/162. //1.0: 225: 63//AL02 
1841 

F-HEMBA1006595//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 30A23, WORKING DRAFT SE 
QUENCE. //3. 6e-50: 689: 69//AL022156 
F-HEMBA1006597//Homo sapiens Chromosome 7 BAC CI on 40 
e 239cl0, WORKING DRAFT SEQUENCE, 9 unordered piec 
es. //1. 9e-42: 253: 84//AC004166 
F-HEMBA1006612//RPCI 11-88F20. TJ RPCI11 Homo sapien 
s genomic clone R-88F20, genomic survey sequence./ 
/I. le-51: 266: 98//AQ286726 

F-BEMBA1006617//HS_2193_B2J07 JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2193 Col=14 Row=P, genomic surveysequenc 
e. //I. le-59: 413: 85//AQ299685 

F-HEMBA1006624//Human DNA sequence from clone 406A 50 



^2 0 0 2- 1 9 1 3 6 3 
3210 

7 on chromosome 6q23-24. Contains three pseudogene 
s similar to Elongation Factor 1-Alpha (EF-1-ALPH 
A, Statin SI), 60S Acidic Ribosomal Protein PI and 
NADH-UbiquinoneOxidoreductase 15 kDa subunit, and 
part of the Microtuble Associated Protein E-BAP-1 
15 gene. Contains ESTs, STSs and GSSs, complete se 
quence. //1. 4e-35: 257: 89//AL023284 
F-HEHBA1006631//Homo sapiens Chromosome llq23 PAC 
clone pDJ356d6, complete sequence. //9.6e-112: 800: 8 
3//AC002036 

F-HEMBA1006635//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P2, WORKING DRAFT S 
EQUENCE. //0. 15: 393: 58//AL031745 
F-HEMBA1006639//Petromyzon marinus polyadenylate b 
inding protein (PABP)mRNA, complete cds.//9.6e-15: 
318: 68//AF032896 

F-HEMBA1006643//Homo sapiens clone DJ0902E20, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //0. 58: 254:6 
5//AC006148 

F-HEMBA1006648//Mus musculus integrin binding prot 
ein kinase mRNA, complete cds.//1.5e-37: 108: 88//U9 
4479 

F-HEMBA1006652//Homo sapiens chromosome 5, BAC clo 
ne 343gl6 (LBNL HI 80), compl ete sequence. //1. 3e- 15 
4:671:96//AC005601 
F-HEMBA1006653 

F-HEHBA1006659//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence.//5.2e-110:254:93// 
AC005189 

F-HEHBA1006665//Homo sapiens Xp22 BAC GSHB-590J6 
(Genome Systems Human BAC library) complete sequen 
ce. //I. 4e-14: 177: 76//AC004554 
F-HEHBA1006674//Homo sapiens mRNA for nucleolar pr 
otein hNop56. //5. 5e-15: 122: 90//Y12065 
F-HEHBA1006676//Homo sapiens chromosome 19, fosmid 
37502, complete sequence. //0. 098: 218: 63//AC004755 
F-HEHBA1006682//Human DNA sequence *** SEQUENCING 
IN PROGRESS **♦ from clone 668J24, WORKING DRAFT S 
EQUENCE. //1. 4e-05: 719: 57//AL034346 
F-HEMBA1006695//Homo sapiens clone DJ0935K16, comp 
lete sequence. //3. le-22: 151: 78//AC006011 
F-HEMBA1006696//CITBI-E1-2522D16.TF CITBI-E1 Homo 
sapiens genomic clone2522D16, genomic survey seque 
nee. //5. 6e-17: 324: 66//AQ280738 
F-HEMBA1006708 
F-HEHBA1006709 

F-HEHBA1006717//Homo sapiens clone GS308H05, WORKI 
NG DRAFT SEQUENCE, 6 unordered pieces. //3.3e-08: 13 
6: 79//AC005537 

F-HEMBA1006737//Homo sapiens chromosome 17, clone 
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hRPK. 269_C_24, compl ete sequence. 115. 8e- 162: 497: 98 
//AC005828 

F-HEMBA1006744//Homo sapiens Chromosome llpl4.3 PA 
C clone pDJ1034g4, complete sequence. 111. 4e- 48: 32 
0: 87//AC004796 

F-HEMRA1006754//Human DNA sequence from PAC 82J11 
and cosmid U134E6 on chromosome Xq22. Contains NIK 
like and Thyroxin- binding globulin precursor (T4- 
binding globulin, TBG) genes, ESTs and STSs.//4. le 
-129:804:85//Z83850 10 
F-HEMBA1006758//Homo sapiens chromosome 5, BAC clo 
ne 182a8 (LBNL H161), complete sequence. //2.2e- 162: 
766: 99//AC005752 

F-HEMBA1006767//Human Xq28 cosmid U247A3 from LLOX 
NC01 X chromosome library, complete sequence.//!. 2 
e-19: 326: 69//U73465 

F-HEMBA1006779//Human DNA sequence from clone 8011 
9 on chromosome 6p21.31-22.2 Contains genes and ps 
eudogenes for olfactory receptor-like proteins, ST 
S, GSS, complete sequence. //1. 4e- 103: 355: 87//AL022 20 
727 

F-HEMBA1006780//CIT-HSP-2359P7.TR CIT-HSP Homo sap 
iens genomic clone 2359P7, genomic survey sequenc 
e. //0. 072: 147: 68//AQ077208 

F-HEHBA1006789//nbxb0037I13r CUGI Rice BAC Library 
Oryza sativa genomicclone nbxb0037I13r, genomic s 
urvey sequence. //0. 0001 1 : 288: 63//AQ290474 
F-HEMBA1006795//CIT-HSP-2307E3.TF CIT-HSP Homo sap 
iens genomic clone 2307E3, genomic survey sequenc 
e. //5. le-80: 420: 96//AQ020511 30 
F-HEMBA1006796//Human clone 23803 mRNA, partial cd 
s.//4.5e-06:202:68//U79298 . 
F-HEMBA1006807//Homo sapiens mRNA for SP0P.//1.2e- 
66:651:73//AJ000644 

F-HEMBA1006821//Homo sapiens chromosome 17, clone 
hRPC. 62_0_9, compl etesequence. //6. Oe- 1 16: 541 : 99//A 
C004797 

F-HEMBA1006824//Homo sapiens chromosome 19, cosmid 
R29368. compl ete sequence. //0. 40: 159: 66//AC004262 
F-HEHBA1006832//Homo sapiens (subclone 3^8 from P 40 
1 H25) DNA sequence, complete sequence. //1.8e- 24: 3 
23:71//AC002196 

F-HEMBA1006849//Homo sapiens genomic DNA of 9q32 a 
nti -oncogene of flat epithelium cancer , segment 4 
/10.//0.15:403:60//AB020872 
F-HEMBA1006865//Plasmodium falciparum chromosome 
2, section 6 of 73 of the complete sequence. //0. 2 
0:472:57//AE001369 

F-HEMBA1006877//Mus musculus clone 0ST9241, genoai 
c survey sequence. //3. 4e-79: 641: 76//AF046757 50 
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F-HEMBA1006885//HS_2208_B2_G06_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2208 Col=12 Row=N, genomic surveysequenc 
e. //4. 9e- 18: 206: 76//AQ089246 
F-HEMBA1006900//Human DNA sequence from clone 496N 
17 on chromosome 6pll.2-12.3 Contains EST, GSS, co 
mplete sequence. //5. 4e-07: 298: 65//AL031321 
F-HEHBA1006914//S.pombe chromosome II cosmid cl6H 
5. //0. 00040: 194: 66//AL022104 
F-HEHBA1006921//Homo sapiens BAC clone GS114I09 fr 
om 7pl4-pl5, compl etesequence. //I. le-174: 813: 99//A 
C006027 

F-HEMBA1006926//Caenorhabditis elegans cosmid ZK18 

5. //0. 0075: 183: 65//AF036704 

F-HEMBA1006929//P. falciparum complete gene map of 

plastid-like DNA (IR-A).//4.0e-06:739:57//X95275 

F-HEHBA1006936 

F-HEHBA1006938//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P4, WORKING DRAFT S 
EQUENCE. III. le-05: 733: 57//AL031747 
F-HEMBA1006941//Homo sapiens mRNA for putative thi 
oredoxin-like protein. III. 3e-90: 437: 98//AJ010841 
F-HEHBA1006949//Human DNA sequence from PAC 363L9 
on chromosome X. contains STS and polymorphic CA r 
epeat. 110. 67: 217: 62//Z82205 
F-HEMBA1006973//Hano sapiens rab3-GAP regulatory d 
omain mRNA, complete cds.//5.6e-143:740:94//AF0048 
28 

F-HEMBA1006976//cDNA encoding alpha 2 to 3 sialylt 
ransferase. 112. 8e- 101: 338: 89//E06058 
F-HEMBA1006993//Homo sapiens BAC clone BK085E05 fr 
om 22ql2. 1-qter, complete sequence. 111. le-31: 536: 6 
6//AC003071 

F-HEHBA1006996//Human DNA sequence from clone J428 
A131, WORKING DRAFT SEQUENCE. //9. 5e- 07: 285: 60//Z82 
209 

F-HEHBA1007002//Genomic sequence for Arabidopsis t 
haliana BAC F20N2, complete sequence. 110. 99: 388: 58 
//AC002328 

F-HEMBA1007017//Sequence 3 from Patent W09416067./ 
/0. 96: 220: 62//A39358 

F-HEHBA1007018//G.gallus mRNA for dynein light cha 

in-A. III. 3e-124: 838: 83/A79088 

F-HEMBA1007045 

F-HEHBA1007051//Caenorhabditis elegans cosmid Y57G 
11C, complete sequence. 110. 17: 343: 60//Z99281 
F-HEMBA1007052//Homo sapiens FSHD- associated repea 
t DNA, proximal region. 114. 3e- 67: 659: 74//D85056 
F-HEHBA1007062//Tubul i n gene. Ill . 0: 1 13: 67//A18572 
F-HEMBA1007066//HSJ116 Ji2 JW3J7 CIT Approved Hum 



(1608) 

3213 

an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3116 Col =6 Row=A, genomic survey sequenc 
e. //0. 80: 214: 62//AQ140467 

F-HEMBA1007073//flomo sapiens 12ql3 PAC RPCI1-316M2 
4 (Roswell Park Cancerlnstitute Human PAC library) 
complete sequence. 119. 3e-54: 519: 68//AC004242 
F-HEMBA1007078//CIT-HSP-2318N6.TF CIT-HSP Homo sap 
iens genomic clone 2318N6, genomic survey sequenc 
e. //8. 7e-80: 387: 98//AQ044076 

F-HEMBA1007080 10 
F-HEMBA1007085//Streptomyces coelicolor cosmid 7A 
1 . //3. 5e-06: 496: 59//AL034447 
F-HEMBA1007087//Plasmodium falciparum MAL3P6, comp 
lete sequence. 111. 4e-07: 553: 56//Z98551 
F-HEMBA1007112//HSJ171 JV1_B01_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2171 Col=l Row=C, genomic survey sequenc 
e. //I. 0: 172: 61//AQ091865 

F-HEMBA1007113//Human DNA sequence from clone 1044 
017 on chromosome Xpll.3-11.4 Contains GSS and ST 20 
S. complete sequence. //0. 54: 502: 56//AL023875 
F-HEMBA1007121//Caenorhabditis elegans cosmid ZK43 
0.//1.4e-08:265:64//U42833 

F-HEHBA1007129//CITBI-E1-2504A5.TF CITBI-E1 Homo s 
apiens genomic clone 2504A5, genomic survey sequen 
ce.//0.97:267:62//AQ264035 

F-HEMBA1007147//HS_3208_A2_C04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3208 Col =8 Row=E, genomic survey sequenc 
e. //9. le-90: 466: 95//AQ176696 30 
F-HEMBA1007149//Homo sapiens chromosome 19, cosmid 
F23149, compl ete sequence. IIS. Oe- 138: 524: 98//AC00 
5239 

F-HEMBA1007151//CITBI-E1-2522H6.TF CITBI-E1 Homo s 
apiens genomic clone 2522H6, genomic survey sequen 
ce. //2. 0e-20: 157: 87//AQ280780 
F-HEMBA1007174//Homo sapiens epsin 2a mRNA, comple 
te cds.//2.0e-62:318:97//AF062085 
F-HEMBA1007178//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-372B4, WORKING DRAFT SEQUENCE, 129 orde 40 
red pi eces. //1 . 6e-21 : 205: 80//AC00591 1 
F-HEMBA1007194//HSJ124_B2_H08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3124 Col=16 Row=P, genomic surveysequenc 
e.//1.3e-ll:87:96//AQ187492 
F-HEMBA1007203//Homo sapiens mRNA for KIAA0214 pro 
tei n, compl ete cds. //1 . 7e- 156: 478: 98//D86987 
F-HEMBA1007206//Homo sapiens chromosome 17, clone 
HRPC837J1, complete sequence. //0. 024: 342: 63//AC004 
223 50 
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F-HEMBA1007224//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds.//5.0e-176:839:98//AB018340 
F-HEMBA1007243//Chinese hamster hprt mRNA, compl et 
e cds.//4.3e-58:687:68//J00060 
F- HEMBA1 00725 1 //Rabbi t troponin T messenger fragme 
nt (aa 49 to 129). //0. 084: 177: 62//V00899 
F-HEMBA1007256//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 328E19, WORKING DRAFT S 
EQUENCE. //1. 3e-75: 490: 88//AL022240 
F-HEMBA1007267//HS_3218_ J A1_F07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3218 Col=13 Row=K, genomic surveysequenc 
e. III. 9e-62: 393: 87//AQ181128 
F-HEMBA1007273//CIT-HSP-2171B10.TF CIT-HSP Homo sa 
piens genomic clone 2171B10, genomic survey sequen 
ce. //I. le-63: 314: 99//B95401 
F-HEMBA1007279//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-116A10, complete sequence. 113. le-31: 4 
01:72//AC004638 

F-HEMBA1007281//HS_3115JV1 JU1J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3115 Col =21 Row=A, genomic surveysequenc 
e. 115. Oe-70: 372: 96//AQ186691 
F-HEMBA1007288//Human DNA sequence from clone 422G 
23 on chromosome 6q24Contains EST, STS, GSS, CpG i 
sland, complete sequence. III. 2e-152: 727: 98//AL0310 
03 

F-HEMBA1007300//Canis familiaris PDE5 mRNA for 3' , 
5' -Cyclic GHP Phosphodiesterase, complete cds.//2. 
le-21: 542: 63//AB008467 

F-HEMBA1007301//C0LlAl=type I collagen pro alpha 1 
(I) chain propeptide {3' region} [human, fetal eel 
Is 86-237, 86-146, 88-251, mRNA Partial Mutant, 85 
5 nt] . Ill . 7e-08: 388: 61//S64596 
F-HEMBA1007319//Genomic sequence from Mouse 9, can 
pi ete sequence. //6. Oe-84: 390: 75//AC000399 
F-HEMBA1007320 

F-HEMBA1007322//Homo sapiens BAC clone RG118E13 fr 
om 7pl5-p21, completesequence.//0.091:260:64//AC00 
4485 

F-HEMBA1007327//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 12: 472: 59//AC005 
140 

F-HEMBA1007341//Homo sapiens chromosome 17, clone 
hRPK. 346 _K_10, compl ete sequence. Ill . 5e- 18: 408: 64/ 
/AC006120 

F-HEMBA1007342//Homo sapiens clone DJ1136G02, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //8.7e-25: 50 
0: 62//AC005377 
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F- HEMBA 1 00734 7//Homo sapiens chromosome 5, BAC clo 
ne 7gl2 (LBNL H126), complete sequence. //0. 75: 269: 
61//AC005738 

F-HEMBB1000005//Homo sapiens chromosome Y, clone 2 
64.M.20, complete sequence. //5.0e-05: 441: 60//AC004 
617 

F-HEMBB1000008//Homo sapiens BAC clone RG139P11 fr 
om 7qll-q21, completesequence. //1.0e-44:417:77//AC 
004491 

F-HEMBB1000018//HS_2179J2_E04_MF CIT Approved Hum 10 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2179 Col =8 Row=J, genomic survey sequenc 
e.//0.012:87:77//AQ023250 

F-HEMBB1000024//Human DNA sequence from PAC 106120 
on chromosome 22ql2-qter contains NADH pseudogen 
e, ESTs, STS. //8. le- 11 : 461: 61//Z81369 
F-HEMBB1000025//CIT-HSP-2348F3.TR CIT-HSP Homo sap 
iens genomic clone 2348F3, genomic survey sequenc 
e. //0. 96: 198: 62//AQ062938 

F-HEMBB1000030//Homo sapiens DNA sequence from PAC 20 
32F7 on chromosome X. Contains NUCLE0S0ME ASSEMBLY 
PROTEIN 1-LIKE 3 f ESTs. //0. 00049: 276: 64//AL009 173 

F-HEMBB1000036//H. sapiens chromosome 22 CpG island 
DNA genomic Hsel fragment, clone 302e2, reverse 

read 302e2. r. //0. 0057: 66: 81//Z79857 

F-HEMBB1000037//Homo sapiens erythroblast macropha 

ge protein EMP mRNA, complete cds.//1.9e-100:450:9 

8//AF084928 

F-HEMBB1000039//HS_2167_B1_F12J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 30 
one Plate=2167 Col =23 Row=L, genomic surveysequenc 
e.//0.022:108:69//AQ092404 

F-HEMBB1000044//Borrelia burgdorferi (section 50 o 
f 70) of the completegenome.//1.0e-07:486:61//AE00 
1164 

F-HEMBB1000048//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //5.3e-05: 585: 58//AC0 
05507 

F-HEMBB1000050//Homo sapiens DNA sequence from clo 40 
ne 501N12 on chromosome 6p22. 1-22.3 Contains a gen 
e almost identical to four genes of unknownfunctio 
n, a pseudogene, three (pseudo?) genes similar to 
genes of unknown function, an unknown gene similar 

to a rat EST, a PX19 LIKE pseudogeneand another u 
nknown gene. Contains ESTs, STSs and GSSs, complet 
e sequence. //5. 8e-38: 549: 67//AL022170 
F-HEMBB1000054//Homo sapiens Xp22 PAC RPCI1-167A22 

(from Roswell Park Cancer Center) complete sequen 
ce. 111. Oe-98: 328: 83//AC002349 50 
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F-HEMBB1000055//Homo sapiens genomic DNA for centr 
omeric end of HHC class I region on chromosome 6, 
cosmid clone: TY2F10, WORKING DRAFT SEQUENCE. //3. 7 
e-05:600:58//AB000880 

F-HEMBB1000059//Homo sapiens clone RG339C12, W0RKI 
NG DRAFT SEQUENCE, lOunordered pieces.//1.3e-48:47 
2: 78//AC005096 
F-HEMBB1000083 

F-HEHBB1000089//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P1, WORKING DRAFT S 
EQUENCE. //0. 0036: 679: 56//AL031744 
F-HEHBB1000099//Homo sapiens chromosome 18 BAC RPC 
I11-128D14 (Roswell Park Cancer Institute Human BA 
C Library) complete sequence. //I. le- 15: 312: 68//AC0 
05909 

F-HEMBB1000103//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
quence. //I. Oe-37: 316: 74//AC006210 
F-HEMBB1000113//Homo sapiens chromosome 21q22.3 co 
smid Q11M15, completesequence. //3. le-25: 259: 76//AF 
045450 

F-HEMBB1000119//Homo sapiens ASMTL gene. //1. 2e- 13 
7:654:98//Y15521 

F-HEMBB1000136//Mycobacterium tuberculosis H37Rv c 
omplete genome; segment 127/162. //0. 59: 217: 66//Z74 
697 

F-HEMBB1000141//Homo sapiens DNA from choromosome 
19ql3.1 cosmid fl4121containing ATP4A and GADPH-2 
genes, genomi c sequence. //8. 4e-31 : 1 13: 88//AD000090 
F-HEMBB1000144//Human BAC clone RC114A06 from 7q3 

I, complete sequence. //4.4e-58: 339: 87//AC002542 
F-HEMBB1000173//Homo sapiens 12q24 BAC RPCI11-162P 
23 (Roswell Park Cancer Institute Human BAC librar 
y) complete sequence. //9.4e- 160: 562: 93//AC002996 
F-HEMBB1000175 

F-HEMBB1000198//HS_3071_A2JU0_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3071 Col =20 Row=A, genomic surveysequenc 
e. //0. 99: 261: 61//AQ137388 

F-HEMBB1000215//Homo sapiens chromosome 17, clone 
hRPK. 481JL4, completesequence. //6. 7e-17: 138: 86//A 
C005839 

F-HEHBB1000217//Arabidopsis thaliana ubiquitin act 
ivating enzyme (UBAl)gene, complete cds. //0. 00083: 
287: 60//U80808 

F-HEHBB1000218//Caenorhabditis elegans cosmid C52A 

II, complete sequence. //0. 90: 337: 56//Z46792 
F-HEMBB1000226//Human DNA sequence from cosmid RJ1 
4 from a contig from the tip of the short arm of c 
hromosome 16, spanning 2Mb of 16pl3.3. Contains ES 
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Ts and CpG island. //1.7e- 90: 175: 92//Z69890 
F-HEMBB1000240//Human G-protein-coupled inwardly r 
ectifying potassium channel (RCNJ3) gene, poiymorp 
hie repeat sequence. //0. 16: 171: 62//U07918 
F-HEMBB1000244//HoiDO sapiens clone DJ1129E22, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //4.8e-08: 35 
5: 63//AC005522 

F-HEMBB1000250//Homo sapiens protein associated wi 
th Myc mRNA, completecds.//6.6e-155:735:98//AF0755 
87 10 
F-HEMBB1000258//Human adenosine monophosphate deam 
inase 1 (AMPD1) gene.exons 1- 16. //0. 58: 396: 59//M98 
818 

F-HEMBB1000264//Human clone C3 CHL1 protein (CHLR 
1) mRNA, alternativelyspliced, complete cds.//4.4e 
-32: 100: 100//U75968 

F-HEMBB1000266//Homo sapiens Xp22 BAC GSHB-433024 
(Genome Systems HumanBAC library) complete sequenc 
e.//3.8e-16:176:78//AC004470 

F-HEHBB1000272//Plasmodium falciparum chromosome 20 
2, section 6 of 73 of the complete sequence. //0. 01 
1:379:58//AE001369 

F-HEMBB1000274//Arabidopsis thai i ana DNA chromosom 
e 4, BAC clone T5K18 (ESSAII proj ect) . //0. 92: 272: 6 
1//AL022580 

F-BEMBB1000284//Human Xp22 BAC CT- 2851 15 (from Cal 
Tech/Research Genetics) , PAC RPCI1-27C22 (from Ro 
swell Park Cancer Center), and Cosmid U35B5(from L 
awrence Livermore), complete sequence. //0. 00071: 56 
8: 57//AC002366F-HEHBB1000307//Human DNA sequence f 30 
rom PAC 29K1 on chromosome 6p21.3-22.2. Contains g 
lutathione peroxidase- like; zinc finger, ESTs, mRN 
A, STS,tRNAs, olfactory receptor pseudogene. //3. Oe 
-13:439: 65//Z98745 

F-HEMBB1000312//Homo sapiens clone GS051M12, compl 
ete sequence. //0. 031 : 252: 65//AC005007 
F-HEMBB1000317//Fugu rubripes GSS sequence, clone 
060J22aE10, genomic survey sequence. //0. 00033: 173: 
65//AL026242 

F-HEHBB1000318//BSJ244J2J10_T7 CIT Approved Hum 40 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3244 Col =20 Row=P, genomic surveysequenc 
e. //3. 9e-85: 438: 95//AQ252951 
F-HEMBB1000335//Homo sapiens chromosome 18, clone 
hRPK. 24^A_23, compl etesequence. //0. 63: 285: 61//AC00 
5968 

F-HEHBB1000336 

F-HEMBB1000337//Homo sapiens chromosome 4 clone B2 
08G5 map 4q25, complete sequence. //0. 0014: 309: 64// 
AC004051 50 
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F-HEMBB1000338//HSJ108Jtf_F07J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3108 Col=14 Row=K, genomic surveysequenc 
e. //3. 8e-09: 331 : 63//AQ140356 
F-HEMBB1000339//Homo sapiens 12q24 PAC RPCI1-46F2 
(Roswell Park Cancer Institute Human PAC library) 
complete sequence. //I. 2e-52: 295: 77//AC002351 
F-HEHBB1000341 

F-HEHBB1000343//Plasmodium falciparum MAL3P3, comp 
1 ete sequence. //0. 00081 : 397: 61//Z98547 
F-HEMBB1000354//Human DNA sequence from clone 192P 
9 on chromosome Xpll.23-11.4. Contains a pseudogen 
e similar to rat Plasmolipin, ESTs and GSSs, compl e 
te sequence. //9. le-34: 596: 66//AL020989 
F-HEMBB1000369//Genomic sequence from Human 17, co 
mplete sequence. //0. 012: 298: 60//AC002090 
F-HEMBB1000374//Human Xp22 contig of 3 PACS (R7-39 
DI2, R7-134G1, R7-185L21) from the Roswell Park Ca 
ncer Institute, complete sequence. //9.3e-69: 294: 89 
//U96409 

F-HEKBB1000376//Human DNA sequence from clone 751H 
9 on chromosome 6ql3. Contains part of an unknown g 
ene, ESTs, STSs and GSSs, complete sequence. //3.5e 
-54:352:88//AL034377 

F-HEMBB1000391//Trichothecium roseum internal tran 
scribed spacer 1, 5.8Sribosomal RNA gene; and inte 
rnal transcribed spacer 2, complete sequence. //0.0 
11:168:67//U51982 

F-HEHBB1000399//Homo sapiens Radl7-like protein (R 
AD17) mRNA, complete cds.//2.6e-163:762:98//AF0768 
38 

F-HEHBB1000402//Homo sapiens Xq28 BAC PAC and cosm 
id clones containing FMR2 gene exons 1,2, and 3, c 
ampl ete sequence. 111. 7e-15: 466: 63//AC002368F-HEMBB 
1000404//Homo sapiens mRNA for myosin-IXA.//3.5e-6 
5:324:98//AJ001714 

F-HEMBB1000420//244Rb Contig from Human Chromsome 
llpl5.5 spanning DllSlthrough D11S25, complete seq 
uence. 110. 013: 399: 62//AC001228 
F-HEMBB1000434//Homo sapiens PAC clone 278C19 from 
12q, complete sequence. //6. le-83: 571: 84//AC004263 
F-HEMBB1000438//RPCI11-21E14.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-21E14, genomic survey seq 
uence. 110. 0030: 295: 63//B83110 
F-HEHBB1000441//Homo sapiens Chromosome 22ql2 Cosm 
id Clone 1147gll, complete sequence. //2.5e-33: 372: 
72//AC000035 

F-HEMBB1000449//Human DNA sequence from PAC 296K21 
on chromosome X contains cytokeratin exon, delta- 
aminolevulinate synthase (erythroid); 5-aminolevul 
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inic acid synthase. (EC 2.3.1.37). 6-phosphofructo- 
2-kinase/fnictose-2,6-bisphosphatase (EC 2.7.1.10 
5, EC 3.1.3.46), ESTs and STS. //1. 3e-51: 534: 72//Z8 
3821 

F-HEMBB1000455//Saccharofflyces cerevisiae mltochond 
rion origin of replication (ori6) and olil gene, c 
ompl ete cds. //0. 016: 522: 58//L36899 
F-HEMBB1000472 
F-HEMBB1000480 

F-HEMBB1000487//Human DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone 12803, WORKING DRAFT SE 
QUENCE. //0. 00013: 314: 64//Z98742 
F-HEMBB1000490//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1185N5, WORKING DRAFT S 
EQUENCE. //4. le-110: 529: 98//AL034423 
F-HEMBB1000491//Plasmodium falciparum chromosome 
2, section 25 of 73 ofthe complete sequence. //0. 1 
0: 187: 65//AE001388 

F-HEMBB1000493//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26.2. Contains the alternativ 20 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. //3.7e-06: 637: 58//AL022 
577 

F-HEMBB1000510//Homo sapiens chromosome 17, clone 
hRPK. 112J_9, completesequence. //3. le-96: 737: 81//A 
C005553 

F-HEMBB1000518//Homo Sapiens Chromosome X clone bW 30 
XD171, WORKING DRAFT SEQUENCE, 1 ordered pieces.// 
0.00014: 163: 68//AC004676 

F-HEMBB1000523//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-105, complete 
sequence. //0. 41: 349: 56//AL010212 
F-HEMBB1000530//H. sapiens mRNA for extracellular m 
atrix protein collagentype XIV, C-terminus.//6.6e- 
37: 138: 96//Y11710 

F-HEMBB1000550//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 40 
non-small cell lung cancer , segment 3/11. //3.9e- 
56:683:71//AB020860 

F-HEMBB1000554//Homo sapiens *** SEQUENCING IN PRO 
CRESS WORKING DRAFT SEQUENCE. //2. 2e-51: 282: 84 
//AJ011929 

F-HEMBB1000556//Homo sapiens mRNA for KIAA0750 pro 
tein, complete cds.//6. le-32: 537: 65//AB018293 
F-HEMBB1000564 

F-HEMBB1000573//Homo sapiens clone RG228D17, W0RKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //8.2e- 33: 26 50 
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8: 73//AC005077 

F-HEMBB1000575//Human DNA sequence from clone 323M 
22 on chromosome 22ql3. 1-13. 2. Contains the 5' par 
t of the human ortholog of chicken P52 and mouse H 
74, and a novel gene coding for a protein similar 
to KIAA0173 andwona Tubulin Tyrosine Ligase. Conta 
ins ESTS, STSs, GSSs, genomic markerD22S418 and pu 
tative CpG islands, complete sequence. //5.8e- 47: 73 
4:66//AL022476 

F-HEMBB1000586//H. sapiens highly polymorphic micro 
satel 1 i te DNA. //0. 030: 147: 67//X79883 
F-HEMBB1000589//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-279B10, complete sequence. //6.3e-41: 2 
78: 83//AC002300 

F-HEMBB1000591//Homo sapiens Xp22 bins 45-47 BAC G 
SHB-665N22 (Genome Systems Human BAC Library) comp 
lete sequence. //I. le-182: 871: 98//AC005184 
F-HEMBB1000592//Hepatitis C virus? genomic RNA, 3' 
nonstranslated region, partial sequence, clone #19. 
//0. 012: 185: 64//AF009074 

F-HEHBB1000593//Homo sapiens chromosome 7q22 seque 
nee, complete sequence. //1.2e-131: 353: 93//AF053356 
F-HEMBB1000598//Homo sapiens 12pl3.3 BAC RPCI 3-488 
H23 (Roswell Park Cancer Institute Human BAC Libra 
ry) complete sequence. //9. le- 58: 600: 72//AC006207 
F-HEMBB1000623//cDNA encoding Coliolus manganese p 
eroxidase. //0. 89: 284: 62//E12284 
F-HEHBB1000630//Mus musculus clone NSAT47 nonsatel 
lite RNA sequence. //1. 9e- 15: 129: 87//U26231 
F-HEMBB1000631//Sequence 26 from patent US 570815 
7.//3.2e-27: 180: 88//1 80057 

F-HEMBB1000632//Buman mRNA for KIAA0351 gene, comp 
lete cds. //1. 6e-48: 811: 65//AB002349 
F-HEMBB1000637//Homo sapiens clone DJ04251 02, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //4. le- 58: 64 
9: 73//AC005478 

F-HEMBB1000638//HSJ051 JU_G01JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3051 Col=l Row=M, genomic survey sequenc 
e.//0. 0032: 497: 56//AQ155234 
F-HEHBB1000643//Homo sapiens clone RG228D17, W0RKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //2.4e- 50: 79 
1:68//AC005077 

F-HEMBB1000649//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SK502C10, complete sequence. //5.2e- 64: 77 
5: 69//AC003009 

F-HEHBB1000652//Homo sapiens chromosome 10 clone C 
RI-JC2048 map 10q22. 1, WORKING DRAFT SEQUENCE, 4 un 
ordered pieces. 111. 7e-52: 334: 89//AC006186 
F-HEHBB1000665//Human DNA sequence from clone 452M 
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16 on chromosome Xq21.1-21.33 Contains capping pro 
tein alpha subunit isoform 1 pseudogene, STS, GSS, 
and CA repeat, complete sequence. //0. 0062: 426: 60/ 
/AL024493 

F-HEMBB1000671//Human DNA sequence from PAC 93H18 
on chromosome 6 contains ESTs heterochromatin prot 
ein HPlHs-gamma pseudogene, STS and CpG island.// 
9. 6e-95: 399: 78//Z84488 

F-HEMBB1000673//HS_3039_A2_C08__MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 10 
one Plate=3039 Col =16 Row=E, genomic surveysequenc 
e. //3. 8e-50: 293: 92//AQ155121 
F-HEMBB1000684//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 222E13, WORKING DRAFT S 
EQUENCE. 11%. 0e-65: 282: 83//Z93241 
F-HEMBB1000693//Homo sapiens neuroanl mRNA, comple 
te cds. //I . 6e- 118: 575: 97//AF040723 
F-HEMBB1000705//Plasmodium falciparum 3D7 chramoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pi eces. //8. 6e-07: 251 : 61//AC0 20 
05507 

F-HEMBB1000706//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 153G14, WORKING DRAFT S 
EQUENCE. 111. 9e-20: 434: 64//AL031118 
F-HEMBB1000709//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 994L9, WORKING DRAFT SE 
QUENCE. //0. 26: 184: 65//AL034554 
F-HEMBB1Q00725//Rattus norvegicus GTPase Rab8b (Ra 
b8b) mRNA, complete cds.//1.8e-129:692:93//U53475 
F-HEMBB1000726//Human Chromosome 16 BAC clone CIT9 30 
87SK-A-363E6, completesequence. III. 7e-40: 304: 80//U 
91321 

F-HEMBB1000738//Human Xq28 cosmids U126G1, U142F2, 
U69B6, U145C10, U169A5, U84H1, U24D12, U80A7, U15 
3E6, L35485, and R7-163A8 containing iduronate 2-s 
ulfatase gene and pseudogene, complete sequence.// 
8.9e-35:582:63//AF011889 

F-HEMBB1000749//Homo sapiens chromosome 11 clone C 
IT-HSP-1337H24, WORKING DRAFT SEQUENCE, 9 unordere 
d pieces. //6. 2e-46: 262: 89//AC005849 40 
F-HEMBB1000763//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 537K23, WORKING DRAFT S 
EQUENCE. III. 6e-99: 316: 98//AL034405 
F-HEMBB1000770//Human DNA sequence from clone 8011 
9 on chromosome 6p21.31-22.2 Contains genes and ps 
eudogenes for olfactory receptor-like proteins, ST 
S, GSS, complete sequence. //0. 044: 325: 60//AL022727 
F-HEMBB1000774 

F-HEMBB1000781//Sequence 3 from patent US 5753446. 
III. 2e-92: 599: 86//AR008277 50 
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F-HEMBB1000789//Homo sapiens mRNA for KIAA0677 pro 
tein, complete cds.//9.3e-64:672:71//AB014577 
F-HEMBB1000790//Homo sapiens 12ql3. 1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //2.4e-41: 460: 74//AC004801 
F-HEMBB1000794//HS_3034_B2_D12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3034 Col =24 Row=H, genomic surveysequenc 
e. //1. 8e-74: 378: 97//AQ117099 
F-HEMBB1000807//H. sapiens CpG island DNA genomic M 
sel fragment, clone 39d7, reverse read cpg39d7.rtl 
a.//8. 5e-14:95:97//Z58412 

F-HEMBB1000810//H. sapiens chromosome 22 CpG island 
DNA genomic Msel fragment, clone 303a8, complete 
read. III. 2e-05: 138: 71//Z79983 
F-HEHBB1000821//HS_2168_B1_A12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2168 Col =23 Row=B, genomic surveysequenc 
e.//0.85:208:60//AQ086361 

F-HEHBB1000822//Human BAC clone GS113H23 from 5pl 
5. 2, complete sequence. III. Oe-06: 361 : 60//AC003015 
F-HEHBB1000826//Human BAC clone RG180F08 from 7q3 
1, complete sequence. III. le-27: 360: 69//AC002431 
F-HEHBB1000827 
F-HEHBB1000831 

F-HEHBB1000835//Human DNA sequence from clone 4514 
on chromosome 6q24. 1-24.3. Contains two putative 
unknown genes, ESTs, STSs and GSSs, completesequen 
ce. 110. 00098: 234: 63//AL023581 
F-HEMBB1000840//Human Chromosome 11 Cosmid cSRL97a 
6, complete sequence. //4.5e-61: 328: 79//U73649 
F-HEHBB1000848//Homo sapiens DNA sequence from PAC 
206D15 on chromosome lq24. Contains a Reduced Fola 
te Carrier protein (RFC) LIKE gene, a mitochondria 
1 ATP Synthetase protein 8 (ATP8, MTATP8) LIKE pse 
udogene, an unknown gene and the last exon of the 
JEM1 gene coding for the Basic-Leucine Zipper nucl 
ear factor JEM-1. Contains ESTs, an STS and a BAC 
end sequence (GSS), complete sequence. //9.7e- 144: 8 
09:87//AL021068 

F-HEHBB1000852//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. //0. 12: 492: 58//AC004157 
F-HEMBB1000870//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence. WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. 110. 0024: 212: 67//AC004157 
F-HEMBB1000876//Homo sapiens ELISC-1 mRNA, partial 
cds. Il\ . 5e-32: 200: 94//AF085351 
F-HEHBB1000883//HS_3065_B2_C04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
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one Plate=3065 Col =8 Row=F, genomic survey sequenc 

e. //0. 0017: 152: 66//AQ137687 

F-HEMBB1000887 

F-HEMBB1000888//CIT-HSP-2329A10.TR CIT-HSP Homo sa 
pi ens genomic clone 2329A10, genomic survey sequen 
ce.//1.5e-31: 172: 98//AQ044369 
F-HEMBB1000890 

F-HEMBB1000893//Plasmodium falciparum HAL3P2, comp 
lete sequence. //9. 5e-06: 768: 56//AL034558 
F-HEMBB1000908//Homo sapiens clone DJ1119N05, comp 10 
lete sequence. //4. 5e-21: 199: 82//AC004968 
F-HEMBB1000910//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. //0. 72: 366: 59//AL034557 
F-HEMBB1000913//HS_3078_B1_C02_MR CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3078 Col =3 Row=F, genomic survey sequenc 
e. //9. 9e-12: 221: 63//AQ144507 
F-HEMBB1000915//Homo sapiens DNA for (CGG)n trinuc 
leotide repeat region, isolate P4.//1.2e-49:252:99/ 20 
/AJ001215 

F-HEMBB1000917//Homo sapiens chromosome 5, PI clon 
e 254fll (LBNL H62), complete sequence. //2.3e- 42: 3 
16: 76//AC006077 

F-HEMBB1000927//Human BDR-2 mRNA for hippocalcin, 
complete cds. //3. 6e-30: 528: 65//D16593 
F-HEMBB1000947//CpG0856B CpIOWAgDNAl Cryptosporidi 
urn parvum genomic, genomic survey sequence. //0. 81: 
262:62//AQ254493 

F-HEMBB1000959//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 34606, WORKING DRAFT SE 
QDENCE. //1 . 2e-43: 454: 75//Z84487 
F-HEMBB1000973//Mus musculus schlafen2 (Slfn2) mRN 
A, complete cds.//8.3e-42:458:72//AF099973 
F-HEHBB1000975//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: MBK5, complete sequence.// 
0.98: 196: 63//AB005234 
F-HEMBB1000981 

F-HEMBB1000985//Homo sapiens chromosome 19, cosmid 
R29388, compl ete sequence. //I. 9e-06: 566: 57//AC004 40 
476 

F-HEMBB1000991//Human DNA sequence from PAC 238J17 
on chromosome 6q22. Contains EST and STS.//0.099: 
391:57//Z98753 

F-HEMBB1000996//Human DNA sequence from BAC 999D10 
on chromosome 22ql3.3. Contains two BAC end-seque 
nces (GSSs) . //6. 2e-33: 227: 80//Z94802 
F-HEMBB1001004 

F-HEMBB1001008//Human Chromosome 16 BAC clone CIT9 
87SK-A-951C11, complete sequence. //4.0e- 13: 164: 79/ 50 
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/AC002551 

F-HEMBB1001011//Human Chromosome 16 BAC clone CIT9 
87SK-A-635H12, compl ete sequence. //7. 5e- 13: 229: 69/ 
/AC002310 

F-HEHBB1001014//Homo sapiens chromosome 16, BAC cl 
one 375G12 (LANL), complete sequence. //0. 32: 474: 58 
//AC005751 

F-HEMBB1001020//Homo sapiens BAC clone 255A7 from 
8q21 containing NBS1 gene, complete sequence. //I. 6 
e-39:218:80//AF069291 

F-HEMBB1001024//Homo sapiens BAC clone 393122 from 
8q21 , complete sequence. //5. 3e-05: 656: 59//AF07071 

7 

F-HEMBB1001037//CIT-HSP-2358K16.TF CIT-HSP Homo sa 
pi ens genomic clone 2358K16, genomic survey sequen 
ce. //6. 6e-05: 228: 64//AQ080539 
F-HEMBB1001047//Homo sapiens cosmids Qcl4E2, Qcl2H 
12, QcllF9, QclOG9 t LA1733 and Qcl7B8 from Xq28, c 
omplete sequence. //4. Oe-27: 385: 71//U82671 
F-HEMBB1001051//H. sapiens mRNA for FAN protein.// 
1.2e-27:160:98//X96586 

F-HEMBB1001056//Homo sapiens clone DJ0953A04, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //2.3e-89: 18 
0:91//AC006014 

F-HEMBB1001058//Homo sapiens 3p22-8 PAC RPCI4-736H 
12 (Roswell Park Cancer Institute Human PAC Librar 
y) complete sequence. //1.2e-41: 468: 74//AC006060 
F-HEMBB1001060//Human Tiggerl transposabl e elemen 
t, complete consensus sequence. //4.3e-122: 785: 86// 
U49973 

F-HEMBB1001063//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 523G1, WORKING DRAFT SE 
QUENCE. //7. le-162: 770: 99//AL034375 
F-HEHBB1001068//Homo sapiens liprin-beta2 mRNA, pa 
rti al cds. //3. le- 146: 736: 95//AF034803 
F-HEMBB1001096//Buchnera aphidicola genomic fragme 
nt containing (chaperone Hsp60) groEL, DNA biosynt 
hesis initiating protein (dnaA), ATP operon(atpCDG 
AHFEB), and putative chromosome replication protei 
n (gidA) genes, compl ete cds; and termination facto 
r Rho (rho) gene, partial cds. //0. 00088: 690: 57//AF 
008210 

F-HEMBB1001102//Homo sapiens huntingtin interactin 
g protein HYPH mRNA, partial cds. //2. le- 76: 368: 99/ 
/AF049612 

F-HEMBB1001105//CI T-HSP-2185N1.TR CIT-HSP Homo sap 
lens genomic clone 2185N1, genomic survey sequenc 
e. //I. Oe-09: 136: 76//AQ002987 
F-HEMBB1001112//Rattus rattus sec61 homologue mRN 
A, complete cds.//1.0e-108:909:76//M96630 
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F-HEKBB1001114//Homo sapiens chromosome 17, clone 
hRPK. 795JL17, complete sequence. //7.2e-07: 459: 59/ 
/AC005284 

F-HEMBB1001117//HS_2178J1_E12J[R CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2178 Col =23 Row=J, genomic surveysequenc 
e. 111. 8e-50: 331 : 86//AQ068244 
F-HEHBB1001119//Human collagen type XII alpha-1 pr 
ecursor (C0L12A1) mRNA, complete cds.//1.6e-25: 15 
0: 98//U73778 10 
F-HEMBB1001126 

F-HEHBB1001133//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) camplet 
e sequence. //2. 8e-24: 228: 80//AC004673 
F-HEMBB1001137 

F-HEMBB1001142//Homo sapiens chromosome Y, clone 2 
64 , M, 20, compl ete sequence. //I . Oe-40: 231 : 76//AC004 
617 

F-HEMBB1001151//Rattus norvegicus golgi peripheral 
membrane protein p65(GRASP65) mRNA, complete cds. 20 
//2.9e-47:640:67//AF015264 

F-HEMBB1001153//CIT-HSP-2359K11.TR CIT-HSP Homo sa 
pi ens genomic clone 2359K11, genomic survey sequen 
ce. //0. 76: 136: 67//AQ075724 
F-HEMBB1001169//Human DNA sequence from PAC 84F12 
on chromosome Xq25-Xq26.3. Contains glypican-3 pre 
cursor (intestinal protein 0CI-5) (GTR2-2),ESTs an 
d CA repeat. //9.9e-63: 259: 79//AL008712 
F-HEMBB1001175//Human mRNA for ankyrin motif, comp 
lete cds. 111. 2e-34: 509: 66//D78334 30 
F- HEMBB 1 00 1 1 77//CI T- HSP - 232 1 1 1 7 . TR CIT-HSP Homo sa 
pi ens genomic clone 2321117, genomic survey sequen 
ce. 1/5. 9e-27: 320: 75//AQ036473 
F- HEMBB 1 00 1 1 82//RPCI 1 1 - 30J5 . TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-30J5, genomic survey seque 
nee. //5. 7e-06: 62: 96//B85188 
F-HEMBB1001199 

F-HEMBB1001208//HS_2026_B1_C07J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2026 Col=13 Row=F, genomic surveysequenc 40 
e. //0. 00018: 134: 70//AQ229237 
F-HEMBB1001209//CITBI-E1-2521F23.TF CITBI-E1 Homo 
sapiens genomic clone2521F23, genomic survey seque 
nee. Ill . 4e-95: 464: 98//AQ278357 
F-HEMBB1001210//HS.3102 J12J09JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3102 Col =18 Row=K, genomic surveysequenc 
e.//2.6e-90: 446: 98//AQ1 19196 
F-HEMBB1001218//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 796F18, WORKING DRAFT S 50 
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EQUENCE. Ill . Oe-31 : 315: 72//AL031291 
F-HEHBB1001221//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //9. 7e-l 7:770: 59//AC005 
504 

F-HEMBB1001234//H. sapiens CpG island DNA genomic H 
sel fragment, clone 39f9, forward read cpg39f9.ftl 
e.//4.0e-30:171:97//Z65435 

F-HEMBB1001242//Homo sapiens mRNA for UK-1, compl 
ete cds. III. 8e-30: 458: 67//AB005754 
F-HEMBB1001249//CIT-HSP-2375N19.TF CIT-HSP Homo sa 
pi ens genomic clone 2375N19, genomic survey sequen 
ce. 110. 0076: 250: 63//AQ109087 
F-HEMBB1001253//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 3/28, WORKING DRAFT SEQUENCE./ 
/0.0097:89:80//AP000032 

F-HEMBB1001254//CIT-HSP-2320E5.TF CIT-HSP Homo sap 
iens genomic clone 2320E5, genomic survey sequenc 
e.//3.7e-54:284:97//AQ037173 
F-HEMBB1001267//Homo sapiens chromosome 17, clone 
hRPK. 488_L_1 , compl etesequence. III. 5e-30: 236: 78//A 
C005303 

F-HEMBB1001271//HSJ011 JU_G02_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3011 Col =3 Row=M, genomic survey sequenc 
e.//5.2e-07:364:62//AQ214217 
F-HEMBB1001282//CIT-HSP-2356J20.TF CIT-HSP Homo sa 
pi ens genomic clone 2356 J20, genomic survey sequen 
ce. //1 . 8e- 16: 109: 97//AQ060969 
F-HEMBB1001288//R. norvegicus mRNA for gephyrin.// 
3.4e-18: 194:77//X66366 

F-HEHBB1001289//Genomic sequence from Human 9q34, 
complete sequence. II A. 8e-66: 434: 74//AC000387 
F-HEMBB1001294//HS_3039_B1_D01_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3039 Col=l Row=H, genomic survey sequenc 
e. 112. Oe-90: 437: 99//AQ155035 
F-HEHBB1001302 

F-HEKBB1001304//CIT-HSP-2053E15.TF CIT-HSP Homo sa 
piens genomic clone 2053E15, genomic survey sequen 
ce. //2. 2e-07: 370: 61//B69144 
F-HEHBB1001314//Mus musculus 01f-l/EBF-like-3 tran 
script! on factor (O/E-3) mRNA, complete cds.//5.7e 
-116:663:85//U92703 

F-HEMBB1001315//Homo sapiens chromosome 10 clone L 
A10NC01_40_G_3 map 10q26. 1-I0q26. 2, WORKING DRAFT 
SEQUENCE, 1 ordered pieces. III. 5e-33: 328: 77//AC006 
096 

F-HEHBB1001317//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
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quence. //I. 4e-122: 680: 91//AC006210 
F-HEMBB1001326//Hoido sapiens BAC clone RG136N17 fr 
om 7pl5-p21, completesequence. //2.8e-09:518:60//AC 
004129 

F-HEMBB1001331//Mus musculus mRNA for hepatoma-der 
ived growth factor, complete cds, strain: BALB/c.// 
3.7e-56:458:79//D63850 

F-HEMBB1001335//HSJ055_A1J10JIR CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3055 Col =19 Row=0, genomic surveysequenc 10 
e. //1. 0: 222: 63//AQ147384 

F-HEMBB1001337//Human PAC clone DJ0093I03 from Xq2 
3, campl ete sequence. //I . Oe-74: 319: 85//AC003983 
F-HEMBB1001339//Homo sapiens FSHD-associated repea 
t DNA, proximal region. //4. Oe- 135: 856: 87//U85056 
F-HEMBB1001346//Buman familial Alzheimer's disease 
(STH2) gene, compl etecds. //3. 3e-44: 481 : 74//U50871 
F-HEMBB1001348//Homo sapiens BAC clone NH0491B03 f 
rom 7p21-pl5, completesequence. //I. 8e-17: 210: 73//A 
C006041 20 
F-HEMBB1001356//Homo sapiens clone RG252P22, WORM 
NG DRAFT SEQUENCE, 3 unordered pieces. I IV 0:386: 59 
//AC005079 

F-HEMBB1001364//Homo sapiens chromosome 17, clone 
hRPC. 842JL23, compl ete sequence. 110. 97: 349: 61//AC 
004662 

F-HEMBB1001366//Homo sapiens chromosome 10 clone C 
IT987SK-1188I5 map lOpll. 2-10pl2. 1, complete seque 
nee. //5. 5e-161: 766: 98//AC005876 
F-HEHBB1001367//Homo sapiens chromosome 17, clone 30 
hRPC.906_A_24, complete sequence. //3.0e-55: 510: 76/ 
/AC004408 

F-HEMBB1001369//Homo sapiens BAC clone RG163K11 fr 
om 7q31, complete sequence. //0. 048: 244: 64//AC00519 
2 

F-HEMBB1001380//Homo sapiens PAC clone DJ1102B04 f 
rom 7qll.23-7q21, complete sequence. //2.5e- 26: 257: 
78//AC006204 

F-HEMBB1001384//Mus musculus C0P9 complex subunit 

4 (C0PS4) mRNA, complete cds. //5. le-99: 571: 89//AF0 40 

71314 

F-HEMBB1001387//Leishmania tarentolae mitochondria 
1 12S ribosomal RNA gene. 111. le-05: 546: 58//X02354 
F-HEMBB1001394//Homo sapiens BAC clone GS421I03 fr 
om Xq25-q26, compl etesequence. //4. Oe- 129: 788: 88//A 
C005023 

F-HEMBB1001410//Homo sapiens wbscrl (WBSCR1) and r 
epli cation factor C subunit 2 (RFC2) genes, compl e 
te cds. I I A. 8e- 1 1 : 632: 59//AF045555 
F-HEMBB1001424//Mus musculus Chromosome 4 BAC clon 50 
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e BacB6, complete sequence. //0. 0012: 435: 59//AC0030 
19 

F-HEMBB1001426//Homo sapiens clone DJ0736H05, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //3.8e- 17: 36 
0: 64//AC005482 

F-HEMBB1001429//leucine aminopeptidase [cattle, ki 
dney, mRNA, 2056 nt].//4. le-114: 668: 88//S65367 
F-HEHBB1001436//flomo sapiens FUT2 gene, intron 1, 
complete sequence. III. 3e-37: 438: 74//AB000931 
F-HEMBB1001443//Bos taurus pyruvate dehydrogenase 
phosphatase mRNA, complete cds.//9. le-92:550:88//L 
18966 

F-HEHBB1001449//Homo sapiens chromosome 5, PAC clo 
ne 228g9 (LBNL H142), compl ete sequence. //0. 00024: 3 
85:62//AC004768 

F-HEMBB1001454//Homo sapiens chromosome 19, cosmid 
R34169, complete sequence. //0. 84: 577: 57//AC005790 

F-HEHBB1001458//Human Chromosome 11 pac pDJ197hl7, 
WORKING DRAFT SEQUENCE, 11 unordered pieces.//8.0 

e-40:377:78//AC000382 

F-HEMBB1001463//Human Chromosome 16 BAC clone CIT9 
87SK-A-270G1, completesequence. 110. 011: 482: 59//AF0 
01549 

F-HEMBB1001464//Human chromosome 16pl3 BAC clone C 
IT987SK-3H8 complete sequence. //0. 019: 263: 61//U913 
20 

F-HEMBB1001482//Rattus norvegicus 01M/EBF associ 
ated Zn finger proteinRoaz mRNA, alternatively spl 
iced form, complete cds.//1.0e-30:521:66//U92564 
F-HEMBB1001500//Homo sapiens clone DJ0742P04, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //1.3e-31: 47 
9: 71//AC004873 

F-HEMBB1001521//Homo sapiens clone RG269P13, W0RKI 
NG DRAFT SEQUENCE, 6 unordered pieces. //3.7e-51: 68 
0: 70//AC005080 
F-HEHBB1001527 

F-HEMBB1001531//Homo sapiens Chromosome 22qli.2 Co 
smid Clone 89h In DGCRRegion, complete sequence.// 
1 . 3e-79: 696: 79//AC000089 

F-HEMBB1001535//0.aries DNA for polymorphic marker 
' 0VINRA01' (339 bp) . //0. 00034: 217: 62//X89268 
F-HEMBB1001536//Homo sapiens PAC clone DJ1182N03 f 
rom 7ql 1 . 23-q21 . 1 , compl ete sequence. 110. 54: 266: 60 
//AC004548 

F-HEHBB1001537//Homo sapiens chromosome 19, cosmid 
R29368, complete sequence. //4.6e- 25: 784:6 1//AC004 
262 

F-HEMBB1001555//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. //6. 9e- 50: 2 
13:80//AC004605 
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F- HEMBB1 00 1 562//Homo sapiens clone NH0523H20, comp 
1 ete sequence. //0. 46: 269: 60//AC005041 
F-HEHBB1001564//Human DNA sequence from clone 192P 
9 on chromosome Xpl 1.23-11.4. Contains a pseudogen 
e similar to rat Plasmolipin, ESTs and GSSs f comple 
te sequence. //1. 7e- 107: 620: 83//AL020989 
F-HEMBB1001565//Homo sapiens BAC clone RG437L15 fr 
on 8q21, complete sequence. //2.4e- 50: 734: 67//AC004 
003 

F-HEMBB1001585//Human DNA sequence from clone 790B 10 
6 on chromosome 20pll.22-12.2. Contains STSs and G 
SSs f compl ete sequence. //1 . 4e- 166: 816: 97//AL031677 
F-HEHBB1001586 

F-HEMBB1001588//Homo sapiens chromosome 19, CIT-HS 
P-444n24, compl ete sequence. //1 . 6e-21 : 419: 65//AC00 
5261 

F-HEHBB1001603 

F-HEMBB1001618//Homo sapiens DNA sequence from PAC 
142L7 on chromosome 6q21. Contains a Laminin Alph 
a 4 (LAMA4) LIKE gene coding for two alternatively 20 
spliced transcripts, a Tubulin Beta LIKE pseudoge 
ne, a Connect! vetissue growth factor (NOV, GIG) U 
KE gene, A predicted CpG island, ESTs, STSs and ge 
nomic marker D6S416, complete sequence. //4.5e-29: 4 
22: 72//Z99289 

F-HEMBB1001619//HS_3079_B1_A04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3079 Col =7 Row=B, genomic survey sequenc 
e. //0. 0010: 77: 79//AQ123388 

F-HHffiB1001630//Homo sapiens clone RG315H11, W0RKI 30 
NG DRAFT SEQUENCE, 5 unordered pieces. //3.2e- 12: 66 
7: 59//AC005089 

F-HEMBB1001635//Plasmodium falciparum MAL3P7, comp 
lete sequence. //3. 8e-05: 475: 57//AL034559 
F-HEMBB1001637//Homo sapiens DNA sequence from PAC 
934G17 on chromosome lp36. 21. Contains the alterna 
tively spliced CLCN6 gene for chloride chanel prot 
eins CLC-6A (KIAA0046) -B, -C and -D, the alternat 
ively spliced NPPA gene coding for Atrial Natriure 
tic Factor ANF precursor (Atrial Natriuretic pepti 40 
de ANP, Prepronatriodi latin), the NPPB gene for Br 
ain Natriuretic Protein BNP, and a pseudogene si mi 
lar to SBF1 (and other Myotubul ari n- related protei 
n genes). Contains ESTs, STSs and the genomic mark 
erDlS2740, compl ete sequence. //9. 2e- 13: 168: 76//AL0 
21155 

F-HEMBB1001641//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: HP012, complete sequence./ 
/0. 00097: 721: 58//AB006702 

F-HEMBB1001653//Homo sapiens chromosome 2 clone 10 50 
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1B6 map 2pll, ccrapletesequence.//0.15:276:63//AC00 
2038 

F-HEMBB1001665//Bovine herpesvirus type 1 early-in 
termed! ate transcription control protein (BICP4) g 
ene, complete cds.//0.43:393:61//L14320 
F-HEMBB1001668//F16C15-T7 IGF Arabidopsis thai i ana 
genomic clone F16C15, genomic survey sequence. //0. 
040:275:60//B12308 

F-HEHBB1001673//Homo sapiens mRNA for KIAA0646 pro 
tei n, compl ete cds. //7. 2e- 1 71 : 803: 98//AB014546 
F-HEHBB1001684//Sequence 1 from patent US 5700927. 
111. 5e- 124: 883: 81//I 86429 

F-HEMBB1001685//CIT-HSP-228709.TF CIT-HSP Homo sap 
iens genomic clone 228709, genomic survey sequenc 
e.//2.3e-34:191:97//B99261 

F-HEMBB1001695//Human DNA sequence from clone 431P 
23 on chromosome 6q27. Contains the first coding ex 
on of the MLLT4 gene for myeloid/lymphoid or mixed 
-lineage leukemia (tri thorax (Drosophila) homolo 
g); translocatedto, 4 (AF-6, Afadin, MLLT-4, ALL-1 
fusion partner), and a Serine Palmitoyltransferas 
e 2 (EC 2,3.1.50, Long Chain Base Biosynthesis pro 
tein 2, LCB-2, SPT-2) pseudogene. Contains ESTs, S 
Tss, GSSs, and a putative CpG island, complete seq 
uence. //0. 0091: 334: 63//AL009178 
F-HEMBB1001704//Human DNA sequence from clone 931E 
15 on chromosome Xq25. Contains STSs, GSSs and geno 
mic marker DXS8098, complete sequence. //1.2e- 17: 14 
4:87//AL023575 
F-HEMBB1001706 

F-HEMBB1001707//Guinea pig CD19 mRNA, complete cd 
s.//0. 57: 232: 62//H62543 

F-HEMBB1001717//Saccharomyces cerevisiae mitochond 
rial tRNA-Tyr, tRNA-Asn, & tRNA-Met genes. //I. le-1 
3: 723: 58//AJ223323 

F-HEMBB1001735//Human PAC clone DJ0596009 from 7pl 
5, compl ete sequence. //1 . 3e-36: 427: 73//AC003074 
F-HEHBB1001736//S.pombe chromosome II cosmid c4B4. 
//0. 0085: 479: 57//AL023706 

F-HEHBB1001747//Homo sapiens PAC clone DJ1002N02 f 
rem 7p21-p22, completesequence.//4.0e-112:532:84// 
AC005376 

F-HEMBB1001749//Homo sapiens chromosome 17, clone 
hRPK. 259.GJ8, compl ete sequence. //1 . 3e-98: 395: 82/ 
/AC005829 

F-HEMBB1001753//S.maximus repeat region, 342bp.// 
4.2e-ll:69:85//Z78099 

F-HEMBB1001756//Homo sapiens full length insert cD 
NA clone ZD86A11. //0. 0015: 302: 62//AF088064 
F-HEMBB1001760//P. falciparum complete gene map of 
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plastid-like DNA (IR-A). //0. 011:615: 56//X95275 
F-HEMBB1001762//CIT-HSP-2290J16.TF CIT-HSP Homo sa 
piens genomic clone 2290J16, genomic survey sequen 
ce.//0.84:208:64//AQ005184 

F-HEMBB1001785//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***from MAL1P3, WORKING DRAFT S 
EQUENCE. //0. 0019: 469: 60//AL031746 
F-HEMBB1001797//Human heterogenous nuclear RNA W16 
W.//0. 00012: 83: 86//X17272 

F-HEMBB1001802//Plasmodium falciparum MAL3P7, comp 10 
lete sequence. //I. 8e-ll: 538: 60//AL034559 
F-BEMBB1001812//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 356B8, WORKING DRAFT SE 
QUENCE. //I . Oe-56: 304: 84//Z98882 
F-HEMBB1001816//Homo sapiens chromosome 19, cosmid 
F24083, complete sequence. //3.6e- 75: 300: 87//AC005 
204 

F-HEMBB1001831//Homo sapiens PAM COOH-terminal int 
eractor protein 1 (PCI PI) mRNA, complete cds.//2.3 
e-162:763:98//AF056209 20 
F-HEMBB1001834//CIT-HSP- 2291012. TF CIT-HSP Homo sa 
piens genomic clone 2291012, genomic survey sequen 
ce. 111. 6e-08: 73: 94//AQ004168 
F-HEMBB1001836//Homo sapiens 12ql3.1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //5. 7e- 30: 297: 79//AC004801 
F-HEHBB1001839//Human Chromosome X, complete seque 
nee. //0. 016: 293: 63//AC004073 
F-HEMBB1001850//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 30 
QUENCE, 3 unordered pieces. //0. 0027: 812: 58//AC0055 
04 

F-HEMBB1001863//Human Chromosome 15q26.1 PAC clone 
pDJ460gl6, WORKING DRAFT SEQUENCE, 3 unordered pi 
eces. //8. 3e-43: 520: 72//AC004581 
F-HEHBB1001867//Human proto- oncogene tyrosine- prot 
ein kinase (ABL) gene.exon la and exons 2-10, com 
plete cds. l/\ . 7e-56: 399: 86//U07563 
F-HEMBB1001868//Rattus norvegicus clone 923 polyme 
ric immunoglobulin receptor mRNA 3' untranslated r 40 
egion, GA rich region, and microsatellites with GG 
A-triplet and GAA-triplet repeats. //6. le-08: 234: 67 
MJ01145 

F-HEMBB1001869//Homo sapiens full length insert cD 
NA clone YT86F01. //7. 4e-87: 432: 97//AF085974 
F-HEMBB1001872 

F-HEMBB1001874//Homo sapiens clone DJ241P17, W0RKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //3. 4e- 14: 63 
1:61//AC005000 

F-HEMBB1001875//Human DNA sequence from clone J428 50 
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A131, WORKING DRAFT SEQUENCE. //0. 93: 415: 57//Z82209 
F-HEHBB1001880//Human genomic DNA sequence from cl 
one 30801 on chromosome Xpll.3-11.4. Contains EST, 
CA repeat, STS, GSS, CpG island.//1.0e-18:729:60/ 
/Z93403 

F-HEMBB1001899//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-10, complete s 
equence. //0. 0038: 425: 58//AL010216 
F-HEHBB1001905//S.pombe chromosome III cosmid c33 
0. //I. le-23: 520: 62//AL031603 
F-HEHBB1001906 

F-HEMBB1001908//Human monocytic leukaemia zinc fin 
ger protein (M0Z) mRNA, complete cds.//3.7e-82:67 
2:81//U47742 

F-HEMBB1001910//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pi eces. //0. 0033: 566: 55//AC005505 
F-HEMBB1001911//Arabidopsis thaliana chromosome II 
BAC F26C24 genomic sequence, complete sequence.// 
1.0:581:58//AC004705 

F-HEMBB1001915//Caenorhabditis elegans cosmid T05H 
10, complete sequence. //1. 2e- 16: 283: 67//Z47812 
F-HEMBB1001921//Homo sapiens chromosome 17, clone 
hCIT. 123JJ4, complete sequence. //3. 4e-07: 803: 58/ 
/AC003950 

F-HEMBB1001922//Plasmodium falciparum chromosome 
2, section 28 of 73 ofthe complete sequence. //5. Oe 
-06:756:56//AE001391 

F-HEMBB1001925//Human DNA sequence from PAC 212P9 
on chromosome lp34. l-lp35. Contains delta opiate r 
eceptor, CpG island, CA repeat,. //3.1e-45: 609: 73// 
AL009181 

F-HEMBB1001930//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 10/11. //3.2e 
-158:745:99//AB020867 

F-HEMBB1001944//, complete sequence. //4. le- 60: 638: 
73//AC005815 

F-HEMBB1001945//HS_3185JLG05JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3185 Col=9 Row=N, genomic survey sequenc 
e. //I. 0: 280: 58//AQ188882 

F-HEMBB1001947//Human mRNA for KIAA0392 gene, part 
i al cds. //5. 6e-20: 333: 66//AB002390 
F-HEMBB1001950//Human lipocortin (UP) 2 gene, ups 
tream region. //0. 0094: 180: 63//H62899 
F-HEHBB1001952//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 101A4, WORKING DRAFT SE 
QUENCE. //5. 4e-19: 329: 70//Z93341 
F-HEHBB1001953//Homo sapiens chromosome 17, clone 
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hRPK. 795X17, complete sequence. 110. 11: 589: 58//AC 
005284 

F-HEMBB1001957//Human DNA sequence from PAC 204E5 
on chromosome 12. Contains exon similar to Wilms' 
Tumour- related protein QM-like P2X-like receptor, 
ATP ligand gated ion channel, ESTs, CpG island.// 
9. 8e-25: 446: 67//Z98941 

F-HEMBB1001962//Homo sapiens chromosome 16, BAC cl 
one 462G18 (LANL), complete sequence. //2.8e- 147: 72 
7: 97//AC005736 10 
F-HEMBB1001967//Homo sapiens clone DJI102A12, WORK 
ING DRAFT SEQUENCE, 15unordered pieces.//3.2e-56:6 
50:71//AC004963 

F-HEMBB1001973//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-350L7, WORKING DRAFT SEQUENCE, 72 unord 
ered pi eces. //1 . 2e-42: 327: 84//AC005844 
F-HEMBB1001983//CIT-HSP-2315M4.TF CIT-HSP Homo sap 
iens genomic clone 2315M4, genomic survey sequenc 
e. //8. 8e-35: 198: 96//AQ028071 

F-HEMBB1001988//D.polychroa microsatellite sequenc 20 
e (clone Dp 1C e!2).//4.5e-07:337:62//X92189 
F-HEMBB1001990//HS_3234 JU_G08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3234 Col =15 Row=M, genomic surveysequenc 
e.//0.039:279: 59//AQ204689 
F-HEMBB1001996//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 191J18, WORKING DRAFT S 
EQUENCE. //0. 18: 392: 58//AL024507 
F-HEMBB1001997//Homo sapiens clone RG140B11, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //1.3e-43: 44 30 
6: 71//AC005069 

F-HEMBB1002002//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 077: 444: 58//AC004153 
F-HEMBB1002005//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 963K23, WORKING DRAFT S 
EQUENCE. //3. 4e-16: 173: 78//AL031685 
F-HEMBB1002009//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //0. 00033: 790: 56//AC00550 40 
6 

F-HEMBB1002015//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 27/28, WORKING DRAFT SEQUENCE. 
//6. 7e-05: 126: 76//AP000056 

F-HEMBB1002042//0ncorhynchus mykiss cytochrome P45 
0 (CYP4V1) mRNA, partial cds. //6.4e-33:402:69//AF0 
46012 

F-HEMBB 1002043 

F-HEMBB1002044//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL H154) , compl ete sequence. 113. Oe- 16 50 
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7: 809: 97//AC005740 
F-HEMBB1002045 

F-HEHBB1002049//Homo sapiens chromosome 17, clone 
hRPC. 161_P_9, compl etesequence. //0. 87: 177: 65//AC00 
6237 

F-HEHBB1002050//Streptomyces coelicolor cosmid D7 
8. //8. 5e-08: 644: 58//AL034355 
F-HEHBB1002068//Homo sapiens mRNA for KIAA0612 pro 
tein, partial cds.//2.5e-05:402:61//AB014512 
F-HEMBB1002069 

F-HEMBB1002092//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone B33108; HTGS pha 
se 1, WORKING DRAFT SEQUENCE, 10 unordered pieces. 
111. 8e-104: 550: 83//AC004064 
F-HEHBB1002094//Homo sapiens genomic DNA, 21q regi 
on, clone:' 125H6N2, genomic survey sequence. //2. 9e 
-49:302:83//AG001476 

F-HEMBB1002115//Homo sapiens chromosome 16, cosmid 
clone 378E2 (LANL), complete sequence. 110. 00023: 5 
42:61//AC004035 

F-HEHBB1002134//Human h-neuro-d4 protein mRNA, com 
pi ete cds.//7.3e-43:533:70//U43843 
F-HEMBB1002139//HS-1048-A2-B02-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 831 Col =4 Row=C, genomic survey sequence.// 
0.055: 228: 66//B38714 

F-HEMBB1002142//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P5, WORKING DRAFT S 
EQUENCE. //0. 0095: 276: 64//AL031748 
F-HEHBB1002152//Human Chromosome X, WORKING DRAFT 
SEQUENCE, 4 unorderedpieces. 110. 055: 520: 57//AC0024 
21 

F-HEMBB1002189//Homo sapiens cosmid ICRFcl04I0935Q 
8 from Xq28, completesequence.//2.6e-05:311:63//AF 
002998 

F-HEMBB1002190//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //5.4e-05: 647: 59//AC 
005140 

F-HEMBB1002193//Sequence 5 from patent US 5709858. 
III. 8e- 34: 179: 100//I 80846 

F-HEMBB1002217//Homo sapiens mRNA for zinc finger 
protei n 10. Ill . 2e-23: 405: 67/A52332 
F-HEMBB1002218//HSJ056JLC09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2056 Col=17 Row=F, genomic surveysequenc 
e.//3.3e-45:245:97//AQ244711 
F-HEMBB1002232//Human chromosome 11 72g7 cosmid, c 
omplete sequence. III. 9e-21: 314: 70//U73648 
F-HEHBB1002247 
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F- HEMBB1 002249//Homo sapiens DNA sequence from BAC 
3418 on chromosome 6p21. 3-22. 1. Contains ZNF184 g 
ene coding for Kruppel related Zinc Finger protein 
184, a hnRNP core protein Al (mouse Fli-2, rat he 
lix destabilizing protein, mouse Topoisomerase-inh 
ibitor suppressed gene TIS) LIKE pseudogene, a HB1 
5 (CD83 antigen precursor) LIRE pseudogene, Ser-tR 
NA, Glu-tRNA and Met-tRNA (Met-tRNA-i gene 1) gene 
s. Contains ESTs, STSs and GSSs, complete sequence. 
//4. le-45: 327: 83//AL021918 10 
F-HEMBB1002254//Human chromosome 16 BAC clone LANL 
cosmid-440E5, WORKINGDRAFT SEQUENCE, 2 unordered 
pieces. //9. 8e-40: 315: 82//AC002506 
F-HEMBB10Q2255//Plasmodium falciparum MAL3P3, comp 
lete sequence. 110. 0035: 312: 62//Z98547 
F-HEMBB1002266//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 013: 469: 59//AC00550 
4 

F-HEMBB1002280//Homo sapiens Chromosome 16 BAC clo 20 
ne CIT987SK-A-259H10, complete sequence. //5.3e- 18: 5 
27: 61//AC004682 

F-HEMBB1002300//Human Chromosome 11 Cosmid cSRL30h 
1 1 , compl ete sequence. //8. 6e- 139: 818: 88//U73642 
F-HEMBB1002306//HS_3109_A2J01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3109 Col =2 Row=0, genomic survey sequenc 
e.//1.3e-75:371:98//AQ148164 
F-HEMBB1002327//HS_3235_B2_G10_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 30 
one Plate=3235 Col =20 Row=N, genomic surveysequenc 
e. //3. 3e-83: 418: 97//AQ209752 
F-HEHBB1002329//CITBI -E1-2503J7.TR CITBI-E1 Homo s 
apiens genomic clone 2503J7, genomic survey sequen 
ce. //3. 3e-31: 220: 88//AQ263402 
F-HEMBB1002340 

F-HEMBB1002342//Homo sapiens mRNA for putative thi 
oredoxin-like protein. //4. le-154: 724: 98//AJ010841 
F-HEMBB1002358//Human thymidylate kinase (CDC8) mR 
NA, compl ete cds. //3. 3e-36: 192: 98//L16991 40 
F-HEMBB1002359//Human Rev interacting protein Rip- 
1 mRNA, complete cds.//1.8e-13:96:96//U55766 
F-HEMBB1002364//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 376D21, WORKING DRAFT S 
EQUENCE. 111. 5e-24: 202: 71//Z98946 
F-HEMBB1002371//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. III. 9e- 06: 674: 56//AC004 15 
3 

F-HEMBB 1002381 //Homo sapiens chromosome 16, cosmid 50 
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clone RT163 (LANL), complete sequence. 110. 34: 238: 
61//AC005222 
F-HEMBB1002383 

F-HEMBB1002387//CIT-HSP-2173E20.TR CIT-HSP Homo sa 
piens genomic clone 2173E20, genomic survey sequen 
ce.//5.2e-17:434:66//B91052 
F-HEMBB1002409//Human DNA sequence from PAC 84F12 
on chromosome Xq25-Xq26.3. Contains glypican-3 pre 
cursor (intestinal protein 0CI-5) (GTR2-2),ESTs an 
d CA repeat. //1.2e-56: 324: 88//AL008712 
F-HEMBB1002415//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 36411, WORKING DRAFT SE 
QUENCE. IIS. 9e-35: 334: 75//AL031319 
F-HEMBB1002425//Chromosome 22ql3 BAC Clone CIT987S 
K-384D8 complete sequence. //1.0e-36: 317: 76//U62317 
F-HEMBB1002442//Rattus norvegicus lin-10 protein h 
omolog (lin-10) mRNA, complete cds.//4.3e-88:296:92 
//U92010 

F-HEMBB1002453//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 86D1, WORKING DRAFT SEQ 
UENCE. 112. 7e-43: 419: 78//AL034349 
F-HEMBB1002457//Homo sapiens clone DJ0982E09, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //1.3e-27: 54 
2: 68//AC005534 

F-HEMBB1002458//HS_3246_A2_G05_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3246 Col=10 Row=H, genomic surveysequenc 
e.//3.2e-51:257:99//AQ217993 
F-HEMBB1002477//Human Grb2- associated binder- 1 mRN 
A, complete cds.//1.9e-87:493:92//U43885 
F-HEMBB1002489 

F-HEMBB1002492//Arabidopsis thaliana BAC T15B16.// 
0.028: 516: 57//AF104919 

F-HEHBB1002495//Homo sapiens chromosome 17, clone 
hRPK. 421JJ4, compl ete sequence. Ill . le- 16: 297: 68/ 
/AC006141 

F-HEMBB1002502//Hamo sapiens clone DJ1163L11, comp 
lete sequence. III. le-91: 675: 82//AC005230 
F-HEMBB1002509//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. 111. 7e-l 1:6 
48: 60//AC004605 

F-HEHBB1002510//HS_3236_B1_H1LMR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3236 Col =21 Row=P, genomic surveysequenc 
e. III. 2e-06: 67: 94//AQ205992 

F-HEHBB1002520//Homo sapiens BAC clone NH0004N07 f 
rom Y, complete sequence. III. 2e- 70: 580: 72//AC00615 
2 

F-HEMBB1002522//Homo sapiens Xp22 bin 150 clone GS 
HB-223P11 (Genome Systems Human BAC library) compl 
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ete sequence. //5. 6e-22: 516: 64//AC004553 
F-HEMBB1002531 

F-HEMBB1002534//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 668J24, WORKING DRAFT S 
EQUENCE. //6. 9e-62: 265: 87//AL034346 
F-HEMBB1002545//Human BAC clone RG128M16 from 7q21 
-7q22, complete sequence. //2.7e-44: 200: 82//AC00005 
9 

F-HEMBB1002550//Homo sapiens PAC clone DJ0910I17 f 
rom 7qll.21-qll.23, complete sequence. //0. 22: 161:6 10 
8//AC004927 

F-HEMBB1002556//Homo sapiens PAC clone DJ0696N01 f 
rom 7p21-p22, completesequence.//7.5e-43:306:77//A 
C004861 

F-HEMBB1002579 

F-HEMBB1002582//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 349A12, WORKING DRAFT S 
EQUENCE. //0. 00018: 431 : 61//AL033520 
F-HEMBB1002590//Yeast (S.cerevisiae) mitochondrial 
apocytochrome b gene, 3' flank. //0. 78: 147: 64//J014 20 
71 

F-HEMBB1002596//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 9E21, WORKING DRAFT SEQ 
UENCE. III. 6e-50: 692: 69//AL008639 
F-HEHBB1002600//Homo sapiens tetraspan NET- 5 mRNA, 
compl ete cds. //9. le- 151 : 710: 98//AF089749 
F-HEMBB1002601//Human BAC clone RG020D02 from 7q2 
2, compl ete sequence. //1 . 5e-07: 416: 60//AC002381 
F-HEMBB1002603//Human BAC clone GS552A01 from 7q21 
-q22, compl ete sequence. //0. 40: 341 : 60//AC002454 30 
F-HEMBB1002607//Mus musculus homeobox containing n 
uclear transcriptional factor Hmxl (Hmxl) gene, com 
pi ete cds. //0. 0042: 460: 60//AF009614 
F-HEMBB1002610//Homo sapiens Chromosome 12q24 PAC 
RPCI3-462E2 (Roswell Park Cancer Institute Human P 
AC library) complete sequence. //6.3e-23: 559: 63//AC 
003029 

F-HEMBB1002613//Homo sapiens Chromosome 22ql2 BAC 
CI one 566cl , compl etesequence. //4. 2e- 17: 441 : 63//AC 
000025 40 
F-HEHBB1002614//Plasmodium falciparum chromosome 
2, section 54 of 73 ofthe complete sequence. //0. 01 
3:324:56//AE001417 

F-BEMBB1002617//Homo sapiens chromosome 16 BAC clo 
ne CIT987SK-334D11 complete sequence. III. le-07: 44 
1:60//AF001550 

F-HEMBB1002623//C.hyalina microsatellite marker DN 
A (id ATCC4) . //0. 57: 106: 66//Z95304 
F-HEMBB1002635//Human JNK3 alpha2 protein kinase 
(JNR3A2) mRNA, compl etecds.//4.8e- 22: 127: 100//U348 50 
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F-HEMBB1002664//HS_2265_A1J06_MF CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2265 Col=ll Row=0, genomic surveysequenc 
e.//0.54:115:67//AQ101557 

F-HEMBB1002677//Homo sapiens (subclone 3_dl from P 
1 H25) DNA sequence, complete sequence. 111. 2e-49: 7 
84:68//L81774 

F-HEMBB1002683//Homo sapiens type IV collagen 5a c 
hain (C0L4A5) gene, exon 23.//1.0: 112: 63//U04492 
F-HEHBB1002684//HS-1050-A2-G06-HF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 772 Col =12 Row=M, genomic survey sequence./ 
/4.4e-07:86:84//B39748 

F-HEMBB1002686//HS-1023-B2-F10-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 802 Col =20 Row=L, genomic survey sequence./ 
/0. 98: 183: 61//B34077 

F-HEHBB1002692//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1108H3, WORKING DRAFT S 
EQUENCE. //0. 00039: 408: 60//AL033525 
F-HEHBB1002697//Homo sapiens clone DJ1087M19, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //7.3e- 35: 32 
3: 74//AC004955 

F-HEHBB1002699//Mus musculus D6HM5e protein (D6ttn5 
e) and D0K protein (Dok) genes, complete cds; and 
L0R2 protein (Lor2) gene, partial cds. //0. 031: 325: 
62//AF084363 

F-HEMBB1002702//HS-1025-A2-D01-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 804 Col =2 Row=G, genomic survey sequence.// 
1.8e-25:158:95//B34720 

F-HEHBB1002705//Homo sapiens DNA, chromosome 21q2 
2.2, PAC clone 25P16 complete sequence, encoding c 
arbonyl reductase and carbonyl reductase 3 (compl e 
te cds) . //1. 7e-137: 534: 96//AB003151 
F-HEMBB1002712//Human DNA sequence from cosmid cUl 
15G11, between markersDXS6791 and DXS8038 on chrom 
osome X contains ESTs and STS.//0. 0019: 612: 58//Z71 
187 

F-MAHHA1000009//Human chromosome 1 BAC 308G1 genom 
ic sequence, WORKING DRAFT SEQUENCE, 3 unordered p 
ieces. //6. le-43: 354: 81//AC003117 
F-HAMMA1000019 

F-MAHHA1000020//H. sapiens mRNA for flavin- contain! 
ng monooxygenase 5 (FH05) . //2. Oe-40: 185: 97//Z47553 
F-MAMMA1000025//Homo sapiens PAC clone DJ0806A17 f 
rom 7pl3-pl4, completesequence.//1.0:211:65//AC005 
483 

F-MAHKA1000043//Human angiotensin I -converting eiu 
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yme (ACE) gene, intronl2.//0.075:204:65//M73275 
F-MAMMA1000045//Human DNA sequence from clone 142F 
18 on chromosome Xq26. 3-27. 2 Contains part of a ge 
ne similar to melanoma-associated antigen, EST, GS 
S and an inverted repeat, complete sequence. //4. le 
-122: 495: 79//AL031073 

F-MAMMA1000055//M.musculus mRNA for testin.//2. le- 
35:559: 66//X78989 

F-MAMHA1000057//Homo sapiens chromosome 17, clone 
hRPR. 259JL18, complete sequence. //5. 5e-121: 703: 89 10 
//AC005829 

F-MAMMA1000069//Homo sapiens minisatellite cebl re 
peat regi on. //0. 00013: 329: 60//AF048727 
F-MAMMA1000084//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22. 22. Contains EST 
s STS and CpG island. //2.1e-53: 445: 79//Z93023 
F-MAMMA1000085//Caenorhabditis elegans cosmid Y23H 
5A. //0. 0017: 164: 64//AF077541 
F-MAMMA1000092//Eomo sapiens BAC clone GS465N13 fr 
om 7pl5-p21 , compl etesequence. //1 . 2e-70: 598: 78//AC 20 
004744 

F-MAMMA1000103//Homo sapiens chromosome 17, clone 
hCIT. 91 J J, compl etesequence. III. le-156: 857: 92//A 
C003976 

F-MAMMA1000117//HS_3223_B2_D08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3223 Col =16 Row=H, genomic surveysequenc 
e. //5. 4e- 100: 527: 94//AQ221 160 
F-MAMMA1000129//ryanodine receptor. //0. 055: 492: 59/ 
/A20359 30 
F-MAMMA1000133 

F-MAMMA1000134//HS_3078_B1_C02_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3078 Col =3 Row=F, genomic survey sequenc 
e. //2. le-93: 462: 97//AQ144362 
F-MAMHA1000139//Homo sapiens Xp22 PAC RPCI1-5G11 
(from Roswell Park Cancer Center) complete sequenc 
e.//3.3e-14:322:65//AC002369 
F-HAHHA1000143//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds. //6. 9e-25: 148: 97//AB014585 40 
F-MAMHA1000155//Homo sapiens homeobox transcriptio 
n factor barx2 (BARX2)mRNA, complete cds.//1.0e-2 
9:219:87//AF031924 
F-MAMMA1000163 

F-HAMEA1000171//Homo sapiens chromosome 19, CIT-HS 
P BAC 470n8, compl etesequence. //6. 3e- 14: 92: 88//AC0 
05393 

F-HAMMA1000173//Mus musculus SH3- containing protei 
n SH3P7 mRNA, compl etecds. similar to Human Drebri 
n. //2. 2e-114: 698: 87//U58884 50 
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F-MAMMA1000175//HSJ050JLB03JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3050 Col =5 Row=D, genomic survey sequenc 
e. //6. 2e-73: 357: 99//AQ102678 
F-MAMHA1000183//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //4. 6e-94: 904: 73//AL023808 
F-HAHMA1000198//Z.diploperennis repetitive DNA (cl 
one ZEAR 266) . //0. 18: 152: 70//X53610 
F-MAMMA1000221 //Human Chromosome 15qll-ql3 PAC clo 
ne pDJ778a2, compl etesequence. //0. 017: 99: 75//AC004 
583 

F-MAMMA1000227//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 467K16, WORKING DRAFT S 
EQUENCE. //0. 36: 312: 62//AL031283 
F-MAMMA1000241//HSJ217J1_B02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3217 Col=3 Row=D, genomic survey sequenc 
e. //I. 9e-94: 456: 98//AQ193401 
F-MAHMA1000251//Homo sapiens NF2 gene. //0. 00092: 27 
0: 64//Y18000 

F-MAMMA1000254//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 0034: 777: 57//AC0 
05140 

F-HAHMA1000257//Homo sapiens DNA sequence from PAC 
201D7 on chromosome 6p22. 1-22.3. Contains EST and 
STS. //0. 00036: 230: 65//AL022717 

F-MAMMA1000264//Hamo sapiens (subclone 9_f5 from P 

1 H17) DNA sequence, complete sequence. //1.5e-30: 4 

99: 68//L81612 

F-HAMMA1000266//Bacillus lynceorum strain pMEL12 B 
ag320 satel 1 i te DNA. //0. 28: 218: 64//AF034430 
F-HAHHA1000270//Human Chromosome 16 BAC clone CIT9 
87SK-A-270G1, compl etesequence. //1. 4e-157: 788: 96// 
AF001549 

F-MAMMA1000277//Mycobacterium tuberculosis H37Rv c 
omplete genome; segment 48/162. //0. 70: 320: 61//AL02 
1897 

F-MAMMA1000278//Sequence 23 from patent US 570815 
7. //9. 3e-103: 540: 95//I80055 
F-MAMMA1000279//HuiDan DNA sequence from clone 769D 
20 on chromosome Xp21. 1-21.3 Contains EST, STS, GS 
S, complete sequence. 111. 4e- 49: 262: 77//AL03 164 3 
F-MAMHA1000284//cSRL-165E12-u cSRL flow sorted Chr 
omosome 11 specific cosmid Homo sapiens genomic cl 
one cSRL-165E12, genomic survey sequence. III. le- 3 
0:324:75//B03004 

F-MAMMA1000287//Homo sapiens, clone hRPK.15^A_l, c 
omplete sequence. 111. 7e-54: 401: 83//AC006213 
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HAHHA1 000302//Drosophl 1 a melanogaster complete m 
1 tochondri al genome. //0, 0051 : 307: 61//U37541 
F-MAMHA1000307//Homo sapiens chromosome 12pl3.3 cl 
one RPCI5-1154L15, WORKING DRAFT SEQUENCE, 67 unor 
dered pieces. //0. 15: 449: 59//AC006205 
F-HAMMA1000309//cDNA coding human apolipoprotein E 
3. //0. 00010: 691: 58//E00359 
F-MAMMA1000312//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 798A17, WORKING DRAFT S 
EQUENCE. //0. 27: 301: 60//AL031274 10 
F-MAMMA1000313 

F-MAMHA1000331//Human Chromosome 16 BAC clone CIT9 
87SK-A-735G6, completesequence. //9. 8e-06: 151: 71//A 
C002400 

F-MAMMA1000339 

F-MAMMA1000340//HSJ18LB2J07,MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2181 Col=14 Row^L, genomic surveysequenc 
e.//4.3e-05:181:68//AQ024288 

F-MAMMA1000348//Homo sapiens chromosome 17, clone 20 
HRPC843B9, complete sequence. //5. 3e- 30: 575: 66//AC0 
04139 

F-MAMHA1000356//Homo sapiens clone RC038K21, WORKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //1.8e- 52: 26 
4: 76//AC005052 

F-MAMMA1000360//Homo sapiens PAC clone DJ0755G17 f 
rom 7p21-p22, completesequence. //6. 5e- 91: 569: 88//A 
C004879 

F-HAMMA1000361//Human DNA sequence from PAC 507115 
on chromosome Xq26.3-27.3. Contains 60S ribosomal 30 
protein L44 (L41, L36) like gene, ESTs, STSs and 
a polymorphic CA repeat. //1.4e-42: 315: 83//Z98950 
F-MAMMA1000372//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. //2.9e-114: 516: 89//AL022345 
F-HAMMA1000385//CI TBI -El -251 7E13. TF CITBI-E1 Homo 
sapiens genomic clone2517E13, genomic survey seque 
nee. //6. 9e-26: 377: 71//AQ279944 
F-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquit 
ous Kruppel like factor, complete cds.//3.7e-148:7 40 
10:98//AB015132 
F-HAHHA1000395 

F-MAMMA1000402//Homo sapiens clone DJ0718N17, comp 
lete sequence. //4. 0e-115: 845: 85//AC005999 
F-MAMMA1000410//HS_3245J\LC02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3245 Col =3 Row=E, genomic survey sequenc 
e. //9. 6e-42: 350: 80//AQ205768 
F-MAMMA1000413//HS_3223_B2_F01JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 50 
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one Plate=3223 Col =2 Row^L, genomic survey sequenc 
e. III. 6e-48: 318: 89//AQ188456 
F-HAMHA1000414//HSJ027J2_C04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2027 Col =8 Row^F, genomic survey sequenc 
e. Ill . 4e-46: 286: 92//AQ231369 
F-MAMMA1000416//Drosophila melanogaster DNA sequen 
ce (Pis DS07528 (D169)and DS06665 (D220)), complet 
e sequence. //9. 4e-33: 310: 72//AC004640 
F-HAHHA1000421//Homo sapiens clone DJ1129D05, comp 
lete sequence. //3. 3e-29: 223: 84//AC005630 
F-MAMMA1000422 

F-MAMMA1000423//Drosophila yakuba mitochondrial DN 
A molecule. 111. 2e-10: 639: 57//X03240 
F-MAMMA1000424//Hamo sapiens DNA from chromosome 1 
9, BAC 33152, completesequence. //4.6e-47: 556: 68//A 
C003973 

F-MAHMA1000429//Mus musculus SDP8 mRNA, complete c 
ds. //8. Oe-99: 545: 92//AF062484 
F-MAMMA1000431//Homo sapiens clone DJ1039L24, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //4.8e- 41: 28 
9: 79//AC005283 

F-MAHMA1000444//Human DNA sequence from clone 714B 
7 on chromosome 22ql2.2-13.2 Contains CYTOCHROME C 
OXIDASE VIIB precursor like pseudogene andESTs, c 
omplete sequence. 1/1. 3e-34: 291: 80//Z99755 
F-MAMMA1000446 

F-MAHMA1000458//Mus musculus clone 0ST9003, genomi 
c survey sequence. //5. Oe- 53: 231: 84//AF046620 
F-MAMMA1000468//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 291J10, WORKING DRAFT S 
EQUENCE. //0. 75: 303: 60//Z93017 
F-MAMMA1000472//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 414D7, WORKING DRAFT SE 
QUENCE. //4. Oe-41: 403: 77//AL033543 
F-MAMMA1000478//Homo sapiens clone RG270D13, WORKI 
NG DRAFT SEQUENCE, 18unordered pieces. //9.5e- 54: 36 
9: 77//AC005081 

F-HAMMA1000483//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-44M2, complete sequence. //3.6e-34: 332: 
77//AC004381 

F-MAMMA1000490//Homo sapiens 12ql3. 1 PAC RPCI1-90J 
4 (Roswell Park Cancerlnstitute Human PAC library) 
complete sequence. //8. 9e-128: 822: 87//AC003686 
F-MAMMA1000500//CIT-HSP- 231905. TF CIT-HSP Homo sap 
i ens genomic clone 231905, genomic survey sequenc 
e. //4. 8e-29: 175: 94//AQ044812 
F-HAHMA1 000501 //Homo sapiens DNA sequence from clo 
ne 78F24 on chromosome22q 12. 1-12.3. Contains one e 
xon of an Oxysterol- binding protein (0SBP)LIKE gen 
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e. Contains GSSs and an STS, complete sequence.// 
5.7e-45:334:82//AL022336 

F-MAMMA1000516//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2. P3) precursor (ATP5G1 , ATP5G 
2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymorphic CArepeat.//2.9e-43:529:69//Z92545 
F-HAMMA1000522//fluman DNA sequence from clone 20J2 
3 on chromosome Xq26.2-27.2 Contains ras-related C 
3 botulinum toxin substrate 1 (P21-RAC1) (ras-like 10 

protein TC25) EST, CA repeat, STS, CpG island, co 
mplete sequence. //2. Oe-14: 380: 63//AL022576 
F-HAMHA1000524//Homo sapiens chromosome 10 clone C 
IT-HSP-1338F24 map lOpll. 2-10pl2. 1, complete seque 
nee. //1. 4e-22: 420: 66//AC006101 
F-MAMMA1000559//Human HepG2 3' region cDNA, clone 
hmd3f08. //5. 4e-29: 168: 97//D16922 
F-MAMMA1000565//RPCI 11-61K6. TJ RPCI11 Homo sapiens 

genomic clone R-61K6, genomic survey sequence. //I. 
7e-120: 561: 100//AQ194238 20 
F-MAMMA1000567//Human DNA sequence from PAC 179D3, 

between markers DXS6791 and DXS8038 on chromosome 

X contains S10 GTP-binding protein, ESTs and CpG 
island.//3. le-43: 387: 80//Z81370F -MAMMA 1 O 
0 0 5 7 6//Homo sapiens B AC c 

lone RG442F18 from 2 , com 
p i e t: e sequence. // 1 . 2 e — 3 O : 

2 3 7:7 5//AC0 O 5104 

F -MAMMA 1 0 0 0 5 8 3//R PCI 1 1-60 
M 2 2 . T J R P C I 1 1 Homo sapien 30 
s genomic clone R— 60M22, 
genomic survey sequence./ 
/9. 6 e - 1 0 2 : 4 8 7 : 9 9//AQ 1 9 8 0 9 
1 

F -MAMMA 1 0 0 0 5 8 5//Homo s a p i 
ens clone UWGC : d j s 1 4 from 
7 p 1 4 — 15, complete sequen 
ce.//5. 2 e -3 9 : 3 7 0 : 7 8//AC0 0 
6 19 5 

F -MAMMA 1 0 0 0 5 9 4//Homo sapi 40 
ens chromosome 19, cosmid 
R 31646, complete sequenc 
e.//3. 9e-4 3: 3 2 8 : 8 3 //A COOS 

3 3 8 

F -MAMMA 10 0 0 5 9 7//Homo sapi 
ens chromosome 17, clone 
hRPK. 4 8 1_C_4, completeseq 
uence. //I . 5 e - 3 2 : 2 5 9 : 8 2//A 
C 0 0 5 8 3 9 

F— MAMMA! 00060 5 //Human DNA 50 
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2_A0 8_MR CIT Approved Hum 
an Genomic Sperm Library 
D Homo sapiens genomic cl 
one' Plate = 2 2 4 3 Co 1=16 Row 
= B, genomic surveysequenc 
e. //8. 7 e-0 5 : 9 4 : 8 0//AQ 1 5 3 6 

5 0 

F -MAMMA 1 0 0 0 6 7 2 //M us m u s c u 
lus clone OS T 8 2 7 0 , genomi 
c survey sequence. // 3 . 9 e — 10 

6 4:4 71 : 8 1//AF 0 4 6 7 0 5 

F —MAMMA 1 0 0 0 6 8 4//S u i d h e r p 
esvirus 1 Rsp40 mRNA, par 
t i a 1 c d s . // 1. 2e-07: 186:67 
//U 2 7 4 8 9 

F -MAMMA 1 0 0 0 6 9 6//H urn a n o 1 i 
godendrocyte myelin glyco 
protein (OMG) exons 1-2; 
neurofibromatosis 1 (NFl) 

exons 28 — 49; ecotropic v 20 
iral integration site 2B 
(EVI2B) exons 1-2; ecotro 
pic viral integration sit 
e 2A (EVI 2A) exons 1-2 ; a 
denylate kinase (AK3) exo 



n s 1 - 2 . // 3 . 0 e - 5 3 : 
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ce. //3. 6e-05 : 289 : 6 0//B9 5 4 
0 1 

F -MAMMA 1 0 0 0 7 2 0//H o m o s a p i 
ens chromosome 19, cosmid 
R33632, complete sequenc 
e.//4. 4e-184:842: 9 8//AC0 0 
5 7 8 1 

F -MAMMA 1 0 0 0 7 2 3//Homo s a p i 
ens clone DJ 0 8 9 2G19, comp 
lete sequence. // 8 . 8 e — 0 5 : 4 
3 0:6 0//AC0 0 4 9 1 7 
F -MAMMA 1 0 0 0 7 3 1 //D r o s o p h i 1 
a melanogaster DNA sequen 
ce (PI DS07049 (D 1 3 3) ) , c 
omplete sequence. // 3 . 8 e — 5 
5:7 9 6:6 6//AC00 4 2 7 4 
F -MAMMA 1 0 0 0 7 3 2//Homo s a p i 
ens chromosome 2 1 q 2 2. 3 PA 
C 1 4 1 B 3, complete sequenc 
e, containing ribosomal p 
rotein homologue pseudoge 
ne L23a.//6. 6 e - 7 7 : 5 5 5 : 7 4/ 
/AF064859 

F -MAMMA 1 0 00 7 3 3//P lasmodiu 
m falciparum DNA *** SEQU 
ENCING IN PROGRESS ***fro 
m MA LI P 6 , WORKING DRAFT S 
EQUENCE. //0. 9 8 : 4 7 9 : 5 8//AL 
0 3 17 4 9 

F -MAMMA 1 0 0 0 7 3 4//Homo s a p i 
e-n s SEC63 (SEC63) mRNA, c 
omplete cds. // 7. 3e-168:80 
2 : 9 8//AF 100141 

F-MAMMA 1 0 0 0 7 3 8//S. c e r e v i s 
iae chromosome XIV readin 
g frame ORF YNL132w. //8. 6 
e-3 1 : 6 2 6 : 6 3//Z 7 14 0 8 
F-MAMMA 1 0 00 7 4 4//Go r i 1 1 a A 
lu— repetitive sequence in 

beta — globin gene cluste 
r. //2. 7 e-5 4 : 4 1 0 : 8 2//X0 6 1 2 
3 

F -MAMMA 1 0 0 0 7 4 6//H o m o s a p i 
ens Chromosome 16 BAC clo 
ne C I T 9 8 7 SK-A- 1 0 F4, compl 
ete sequence. // 3 . 7 e — 10 9:7 
7 9 : 8 3//AC0 0 4 1 5 8 
F-MAMMA 1 0 0 0 7 5 2//Homo s a p i 
ens clone RG219E16, WORKI 
NG DRAFT SEQUENCE, 3 unor 
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dered pieces, //l. 2 e — 2 0:44 
4 : 6 3//AC0 0 5 0 7 5 

F -MAMMA 1 0 00 7 6 0//Homo s a p i 
ens clone RG015P03, compl 
ete sequence. //I. 5 e — 4 4:40 

3 : 7 9 //A CO 0 5 0 4 8 

F -MAMMA 1 0 0 0 7 6 1 //H o m o s a p i 
ens Chromosome 7 BAC Clon 
e 239cl0, WORKING DRAFT S 
EQUENCE, 9 unordered piec 10 
es.//2. 3e-22: 159:8 1//AC0 0 

4 16 6 

F -MAMMA 1 0 0 0 7 7 5//Homo s a p i 
ens chromosome 17, clone 
hRPK. 8 4 9__N_15, complete s 
e q u e n c e. // 1 . 3 e - 5 1 : 789:6 8/ 
/AGO 0 5 7 0 3 

F -MAMMA 1 0 0 0 7 7 6//Huma n DNA 
sequence from BAC 57G9 o 
n chromosome 2 2 q 1 2. 1 Cont 20 
ains ESTs, CA repeat, GS 
S. //5. 7e-4 0 : 2 3 8 : 7 8//Z95 1 1 
6 

F -MAMMA 1 0 0 0 7 7 8 //Hum a n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 153G14, WORKING DRAFT S 
EQUENCE. // 7. 6e-2 9 : 2 2 2:8 4/ 
/AL031 118 

F -MAMMA 1 0 0 0 7 8 2//Huma n 2, 4 30 
-d'ienoy 1-CoA reductase ge 
n e , e x o n 9 . // 0. 90:137:62/ 
/U94987 

F -MAMMA 1 0 0 0 7 9 8//* * * S EQUE 
NCING IN PROGRESS *** E PM 
1/APECED region of chromo 
some 2 1, clones A 6 8 E 8 , Bl 
27P21, B173L3, B23N8, C12 
42C9, C5 7 9 E2, A70B6, B159 
G9, B175D10, B52C10, C 1 2 4 40 
G 1 Note: Sequencing in th 
is region has been discon 
tinued by the Stanford Hu 
man Genome Center, WO R K I N 
G DRAFT SEQUENCE, 50 unor 
dered pieces. //0. 0 0 0 5 8:1 6 
3 : 7 1//AC0 0 3 6 5 6 

F -MAMMA 1 0 0 0 8 0 2//Homo s a p i 
ens chromosome 19, cosmid 
R 3 3729, complete sequenc 50 
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e.//6. 3e-151 : 714 : 9 9//AC0 0 
5 3 3 9 

F -MAMMA 1 0 0 0 8 2 4//Homo s a p i 
ens 12pl3. 3 BAC RPCI11-54 
3P15 (Roswell Park Cancer 

Institute Human BAC Libr 
ary) complete sequence. // 
4. 2 e- 1 0 4 : 5 0 3 : 9 9//AC0 0 5 9 1 2 
F -MAMMA 1 0 0 0 8 3 1 //H o m o s a p i 
ens clone UWG C:gl211al39, 

complete sequence. //0. 7 
6:3 0 2:5 8//AC0 0 5 5 0 2 
F -MAMMA 1 0 008 3 9//Huma n BAC 

clone RG013L03 from 7q2 
1, complete sequence. // 1 . 
9e-5 4 : 3 2 2 : 6 8 //AC 0 0 2 4 5 6 
F -MAMMA 1 0 0 0 8 4 l//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 968D22, WORKING DRAFT S 
EQUENCE. //6. 7 e - 1 4 0 : 6 4 7 : 9 2 
//A L 0 2 3 7 5 5 . 

F -MAMMA 1 0 0 0 8 4 2//, c omp 1 e t 
e sequence. //0. 0068:499:5 
9//AC0 0 5 8 1 7 

F-MAMMA1 000 8 4 3//P 1 a smod i u 
m falciparum 3D7 chromoso 
me 12 P F Y AC 5 8 8 genomicseq 
uence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. 
//0. 1 3 : 4 3 9 : 5 9//AC 0 0 4 7 1 0 
F-MAMMA1 0 00 8 4 5//P 1 a smod i u 
m falciparum DNA *** SEQU 
ENCING IN PROGRESS ***fro 
m MAL4P1, WORKING DRAFT S 
EQUENCE. //2. 2e-05 : 208 : 64/ 
/AL 0 3 4 5 5 7 

F -MAMMA 1 0 0 0 8 5 1 //G alius do 
mesticus filamin gene 5' 
region, partial cds. //0, 8 
6:1 9 3:6 3//U0 0 1 4 6 
F -MAMMA 1 0 0 0 8 5 5//Huma n m i n 
isatellite region detecte 
d by myoglobin 33 — repeat 
probe, clone lambda 33. 1 
0.//0. 0 8 1 : 2 2 9 : 6 2//M3 0 5 4 9 
F-MAMMA 1 0 0 0 8 5 6//B. taurus 
microsatellite marker ETH 
8 (D6 S3) DNA. //0. 0024:25 
3 : 6 0//Z 2 2 7 4 7 
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F -MAMMA 1 0 0 0 8 5 9//S e q u e n c e 
6 from Patent WO 9722695./ 
/2. 3 e - 7 9 : 5 3 3 : 8 2//A6 3 5 5 3 
F-MAMMA 1 0 0 0 8 6 2 

F -MAMMA 1 0 0 0 8 6 3//Homo s a p i 
ens genomic DNA, chromoso 
me 2 1 q 1 1 . 1, segment 21/2 
8, WORKING DRAFT SEQUENC 
E. //I. 0e-28:439: 6 4//AP0 0 0 
0 5 0 10 
F-MAMMA1000865 

F-MAMMA1000867//CIT-HSP-2385J8.TR.1 CIT-HSP Homo s 
apiens genomic clone 2385J8, genomic survey sequen 
ce. //0. 00017: 158: 70//AQ240906 
F-HAMMA1000875//HoiDo sapiens DNA sequence from PAC 
232G24 on chromosomeXq27. l-q27. 3. Contains two ex 
ons similar to MAGE gene family, EST, CA repeat, S 
TS, complete sequence. //1.0: 121: 68//AL022152 
F-MAMMA1000876//Homo sapiens clone HS19.6 Alu-Ya5 
sequence. //8. 4e-41: 185: 90//AF015152 20 
F-HAMMA1000877//Homo sapiens DNA sequence from clo 
ne 78F24 on chromosome22q 12. 1-12.3. Contains one e 
xon of an Oxysterol- binding protein (0SBP)L1KE gen 
e. Contains GSSs and an STS, complete sequence.// 
8.3e-57:522:75//AL022336 

F-MAMMA1000880//Homo sapiens full length insert cD 
NA clone ZD54A10. //5. 2e-26: 143: 100//AF086327 
F-HAHHA1000883//Human DNA sequence from clone 786D 
3 on chromosome 22ql3. 31-33 Contains GSS, complete 
sequence. //0. 99: 225: 63//AL023801 30 
F-MAMHA1000897//R.norvegicus mRNA for plasma prote 
in.//4.8e-07:479:58//Y11283 
F-HAMMA1000905//F26L5TRB IGF Arabidopsis thai i ana 
genomic clone F26L5, genomic survey sequence. //0. 9 
4:115:66//B61433 

F-MAMMA1000906//HS_3110J2_A11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3110 Col=22 Row=B, genomic surveysequenc 
e.//2.5e-63:548:78//AQ182819 

F-MAMMA1000908//Huraan DNA sequence *** SEQUENCING 40 
IN PROGRESS *** from clone 27K12, WORKING DRAFT SE 
QUENCE. //5. 2e-80: 480: 90//AL033397 
F-MAMHA1000914//Plasmodium falciparum HAL3P8, comp 
1 ete sequence. //7. 6e-09: 596: 58//AL034560 
F-MAMMA1000921//CI T-HSP-2171D8.TR CIT-HSP Homo sap 
iens genomic clone 2171D8, genomic survey sequenc 
e.//6.6e-07:249:66//B89575 

F-MAMHA1000931//Homo sapiens clone DJ0892G19, comp 
lete sequence. III. 9e-43: 415: 66//AC004917 
F-MAMHA1000940//HS-1056-A2-E02-MF.abi CIT Human Ge 50 
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nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 778 Col =4 Row=I, genomic survey sequence.// 
6.1e-44:235:78//B47296 

F-MAHMA1000941//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-113A6 -complete genomic sequence, c 
omplete sequence. //9. 4e-48: 443: 75//AC002299 
F-MAMMA1000942//Human DNA sequence from clone 914P 
14 on chromosome Xq23Contains cal pain- like proteas 
e gene, DCX (doublecortin) ESTs, CA repeat, GSS, co 
mpl ete sequence. Ill . 8e- 14: 175: 76//AL031 117 
F-MAMIIA1000943//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 0082: 684: 56//AC005308 
F-HAHMA1000956//Homo sapiens chromosome 16, cosmid 
clone 363E3 (LANL), complete sequence. //3.3e- 30: 5 
30: 67//AC004643 

F-MAMHA1000957//HSJ039^A2_C08_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3039 Col =16 Row=E, genomic surveysequenc 
e.//1.3e-72:390:94//AQ155121 
F-HAHMA1000962//Homo sapiens clone DJ0756HU, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //1.8e- 58: 31 
8: 86//AC006001 

F-MAMMA1000968//Homo sapiens DNA sequence from clo 
ne 511B24 on chromosome 20qll.2-12. Contains the T 
0P1 gene for Topoisomerase I, the PLCG1 genefor 1- 
Phosphati dyl i nosi tol - 4 , 5-Bi sphosphate Phosphodi est 
erase Gamma 1 (EC 3. 1.4.11, PLC- Gamma- 1, Phospholi 
pase C-Gamma-1 PLC-II, PLC-148), theKIAA0395 gene 
for a probable Zinc Finger Homeobox protein and a 
60S Ribosomal Protein L23 LIKE pseudogene. Contain 
s a predicted CpG island, ESTs, STSs and GSSs, com 
plete sequence. //1. 4e-18: 396: 65//AL022394 
F-MAMMA1000975//Human DNA sequence from clone 3441 
7 on chromosome Xpll.21-11.3. Contains a Keratin, 
Type II Cytoskeletal 8 (Cytokeratin 8, CYK8, KRT8) 
pseudogene, ESTs and a GSS, complete sequence. //I . 
4e-79:690:77//AL024458 

F-MAMMA1000979//Homo sapiens PAC clone DJ1186C01 f 
rom 7q21 . 2-q31 . 1 , compl ete sequence. //0. 089: 214: 66 
//AC004991 

F-MAHHA1000987//Human PAC clone DJ527C21 from Xq2 
3, complete sequence. //I. le-58: 458: 82//AC000114 
F-MAHMA1000998//Human DNA sequence from PAC 997K18 
on chromosome 20p 12. Contains ESTs and CA repeat./ 
/l.le-05:439:62//AL021406 

F-MAMMA1001003//Homo sapiens DNA sequence from PAC 
93L7 on chromosome Xq21. Contains part of the CHH 
(TCD, REP1) gene coding for RAB Escort protein 1 

(REP-1, RAB proteins geranylgeranyl transferase com 
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ponent A 1, Choroideraemia protein, Tapetochoroida 
1 Dystrophy (TCD) protein). Contains ESTs and an S 
TS, complete sequence. //0. 24: 166: 68//AL022401 
F-MAMHA1001008//Homo sapiens *** SEQUENCING IN PRO 
CRESS WORKING DRAFT SEQUENCE. //L6e- 103: 139:9 
9//AJ011929 

F-MAMMA1001021//Homo sapiens clone 24544 beta-dyst 
robrevi n mRNA, partial cds. //6. 5e-48: 465: 76//AF0705 
67 

F-MAMMA1001024//CITBI-E1-2501L21.TF.1 CITBI-E1 Horn 10 
o sapiens genomic clone 2501L21, genomic survey se 
quence. //I . 0: 175: 62//AQ241701 
F-MAMMA1001030//Homo sapiens G protein-coupled rec 
eptor LGR5 (LGR5) mRNA, complete cds.//l. le-30: 75 
3:61//AF061444 

F-MAMMA1001035//Human Chromosome 16 BAC clone CIT9 
87SK-A-1000D7, complete sequence. //7.9e-24: 256: 76/ 
/AC002990 

F-MAMMA1001038//CIT-HSP-2284N21.TF CIT-HSP Homo sa 
pi ens genomic clone 2284N21, genomic survey sequen 20 
ce.//0. 96: 78: 75//AQ000903 

F-MAMMA1001041//Chicken mRNA for alpha- actinin, co 
mplete cds. //2. 8e-09: 355: 63//D26597 
F-MAMMA1001050//Homo sapiens BAC clone RG060P12 fr 
om 7q21 , compl ete sequence. //2. 6e-40: 378: 76//AC002 
457 

F-HAMMA1001059//Mouse RNA helicase and RNA-depende 
nt ATPase from the DEAD box family mRNA, complete 
cds. //4. 8e-97: 661 : 83//L25125 

F-MAMHA1001067//Homo sapiens genomic intron breakp 30 
oint sequence of MLL rearrangement, 285 bp.//2.8e- 
18:110: 100//AJ000169 

F-HAMMA1001073//HS_3046^A2_G08^MF CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3046 Col =16 Row=M, genomic surveysequenc 
e. //I. 0: 142: 68//AQ098420 

F-MAMMA1001074//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 455J7, WORKING DRAFT SE 
QUENCE. //1. 2e-23: 386: 70//AL031733 
F-MAMMA1001075//Homo sapiens (clone F4) transmembr 40 
ane protein mRNA sequence. //I. le- 27: 559: 65//L09749 
F-MAMMA1001078//Homo sapiens chromosome 17, clone 
hRPK. 346_KJ0, complete sequence. //2.0e-22: 334: 69/ 
/AC006120 

F-MAMHA1001080//Human immunoglobulin heavy chain v 
ariable region (VH Illfamily) from Igfl rheumatoid 
factor. //6. 4e-58: 327: 92//L29155 
F-MAMMA1001082//Homo sapiens Xp22 GSHB-314C4 (Geno 
me Systems Human BAC library) complete sequence.// 
3.8e-87:695:77//AC004087 50 
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F-HAMMA1001091//Homo sapiens chromosome 19, cosmid 
F21967, complete sequence. //7.0e-05: 594: 60//AC005 
256 

F-HAHHA1001092//Human DNA sequence from PAC 49C23 
on chromosome X contains malate dehydrogenase pseu 
dogene and STS.//1.6e-91: 174: 87//Z93019 
F-MAMMA1001105//Homo sapiens OVO-like 1 binding pr 
otein (0V0L1) mRNA, complete cds.//6.4e-23:507:66/ 
/AF016045 

F-MAMMA1001110//Homo sapiens chromosome 19, cosmid 
F16815, complete sequence. //0. 77: 316: 60//AC004637 

F-MAHMA1001126//Homo sapiens PAC 50H2 in the CUTL1 
locus, compl ete sequence. //3. 3e-21 : 237: 73//AF0478 

25 

F-MAMMA1001133//Human DNA sequence from BAC 57G9 o 
n chromosome 22ql2.1 Contains ESTs, CA repeat, GS 
S.//0. 97:202:63//Z95116 

F-MAMMA1001139//tricarboxylate carrier [rats, live 
r, mRNA Partial, 2986nt].//1.6e-84:406:82//S70011 
F-MAHMA1001143//Homo sapiens DNA sequence from cos 
mid N75B3 on chromosome 22 Contains EST, exon tra 
p, compl ete sequence. //1 . 3e- 14: 182: 76//AL022339 
F-HAMMA1001145//Human DNA sequence from cosmid cUl 
15G11, between markersDXS6791 and DXS8038 on chrom 
osome X contains ESTs and STS.//5.2e-87:714:78//Z7 
1187 

F-MAMMA1001154//CIT-HSP-2341D13.TF CIT-HSP Homo sa 
pi ens genomic clone 2341D13, genomic survey sequen 
ce. //0. 00051: 249: 61//AQ055735 
F-HAHHA1001161//Homo sapiens chromosome 14, BAC CI 
TB-135H17 containingthe RAD51L1 gene, complete se 
quence. III. 2e-30: 410: 70//AC004518 
F-HAHHA100U62//Homo sapiens full length insert cD 
NA clone ZA79C01.//2.4e-13:87: 100//AF086123 
F-MAHMA1001181//Mus musculus C2C12 unknown mRNA, p 
arti al cds. 119. 3e- 15: 432: 60//U31629 
F-MAHMA1001186//H(Hno sapiens chromosome 17, clone 
hRPK.74_E_22, complete sequence. //6.8e- 57: 670: 72/ 
/AC005696 
F-HAHHA1001191 

F-MAMMA1001198//Mus musculus epsl5R mRNA, complete 
cds. //1. 5e-117: 759: 84//U29156 
F-MAMMA1001202 

F-MAMMA1001203//Homo sapiens chromosome 17, clone 
hRPK.22_N_12, W0RKINGDRAFT SEQUENCE. 2 ordered pi 
eces. Ill . 5e-161 : 764: 98//AC005412 
F-MAMMA1001206//Homo sapiens chromosome 17, clone 
HCIT421K24, complete sequence. 115. le-30: 535: 65//AC 
004099 

F-MAHMA1001215//Homo sapiens chromosome 19, CIT-HS 
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P BAC 470n8, completesequence.//8.4e-182:860:98//A 
C005393 

F-MAMMA1001220//Homo sapiens PAC clone DJ0745K06 f 
rom 7q31, complete sequence. //7. 7e- 58: 690: 70//AC00 
4875 

F-MAMMA1001222//Mouse loricrin mRNA, complete cds. 
//2. 7e-07: 624: 58//M34398 

F-HAMHA1001243//Homo sapiens chromosome 17, clone 
hRPK. 192 J_23, compl ete sequence. //0. 91 : 177: 66//A 
C005726 10 
F-MAMMA1001244 

F-MAMHA1001249//Human 28S ribosomal RNA psuedogene 
s and alu repeat region sequence. //6.7e-09: 502: 58/ 
/U67616 

F-MAMMA1001256//Human DNA sequence from clone 441J 
1 on chromosome 6p24 Contains STS, GSS, complete s 
equence. //5. Oe-37: 342: 80//Z99495 
F-MAMHA1001259 

F-MAHMA1001260//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds. //8. 7e-40: 659: 64//AB014561 20 
F-MAMMA1001268//Homo sapiens PAC clone DJ0844F09 f 
rom 7pl2-pl3, compl etesequence. //4. 9e-43: 265: 81//A 
C004453 

F-MAMMA1001271//Salmo salar DNA for a cryptic repe 
at. III. 6e-06: 311: 63//AJ012206 
F-MAMMA1001274//Homo sapiens clone DJ0607J02, WORK 
ING DRAFT SEQUENCE, 12unordered pieces.//6.6e-70:3 
27: 83//AC004840 

F-MAMMA1001280//Homo sapiens Xp22 bins 87-93 PAC R 
PCI1-122K4 (Roswell Park Cancer Institute Human PA 30 
C Library) complete sequence. //1.0e-05: 276: 66//AC0 
03035 

F-HAMMA1001292//Human DNA sequence from clone 1170 
K4 on chromosome 22ql2.2-13. 1. Contains three nove 
1 genes, one of which codes for a Trypsin family p 
rotein with class A LDL receptor domains, and the 
IL2RB gene for Interleukin 2 Receptor, Beta (IL-2 
Receptor, CD122 antigen). Contains a putative CpG 
island, ESTs, and GSSs, complete sequence. //3. 6e-9 
8:199:98//AL022314 40 
F-HAMMA1001296//RPCI11-38B4.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-38B4, genomic survey seque 
nee. //4. 7e-33: 292: 71//AQ030084 
F-MAMMA1001298//Homo sapiens chromosome 17, clone 
hRPK. 849JU5, complete sequence. //I. 6e-182: 860: 98 
//AC005703 

F-HAMMA1001305//Human DNA sequence from clone 116F 
5 on chromosome 22ql3. Contains part of an unknown 
gene and part of a RhoGAP (CDC42 GTPAse Activating 
Protein) LIKE gene. Contains ESTs, STSs, GSSs, ge 50 
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nomic marker D22S1168 and a CA repeat polymorphis 
m, complete sequence. //1.9e- 70: 163: 97//Z93244 
F-MAMMA1001322//Human DNA sequence from clone 7741 
24 on chromosome lq24.1-24.3 Contains protein si mi 
lar to pregnancy- associated plasma protein Aprecur 
sor neuronal migration protein astrotactin, ESTs, 
STS and GSS, complete sequence. //2.6e- 19: 379: 68//A 
L031290 

F-MAMMA1001324//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 197L1, WORKING DRAFT SE 
QUENCE. //4. 5e-131: 751: 90//AL031390 
F-MAHHA1001330 

F-MAMMA1001341//Sus scrofa. //1. 6e-36: 420: 73//Z4690 
6 

F-MAHHA1001343//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P1, WORKING DRAFT S 
EQUENCE. //I. le-05: 818: 58//AL031744 
F-MAMMA1001346 

F-MAMHA1001383//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 52 unordered pieces. //2.0e-44: 505: 74//AC004086 
F-MAMKA1001388//Human IGF binding protein complex 
acid-labile subunit amRNA, complete cds.//1.5e-07: 
415:58//M86826 

F-MAMMA1001397//Human DNA sequence from clone 462D 
8 on chromosome 22qll. 21-12. 1 Contains EST, STS an 
d GSS, complete sequence. //1. 6e-23: 209: 75//AL02233 
2 

F-MAMMA1001408//HSJ242JUJ11J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3242 Col =21 Row=0, genomic surveysequenc 
e. 111. 7e-07: 181: 69//AQ207300 
F-MAMHA1001411//Homo sapiens autosomal dominant po 
lycystic kidney disease type II protein (PKD2) gen 
e, exon 14. //0. 98: 120: 68//AF004872 
F-MAHMA1001419//HS_2053_B1_F12J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2053 Col =23 Row=L, genomic surveysequenc 
e. Ill, 9e-75: 424: 93//AQ244585 
F-HAMMA1001420//Homo sapiens chromosome 4 clone B2 
03C23 map 4q25, complete sequence. //2.4e- 09: 199:70 
//AC004049 

F-MAHMA1001435//Homo sapiens chromosome 16pll.2 BA 
C clone CIT987SK-201104, WORKING DRAFT SEQUENCE, 4 
unordered pieces, lib. le-42: 558: 69//AC004529 
F-MAMMA1001442//Plasmodium falciparum chromosome 
2, section 37 of 73 ofthe complete sequence. //0. 00 
19:516:56//AE001400 

F-MAMMA1001446//Homo sapiens Xp22 BAC GSHB-519E5 
(Genome Systems Human BAC library) complete sequen 
ce. //3. 6e-42: 486: 70//AC003684 
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F-MAMMA1001452//RPCI1 1-48022. TJ RPCI11 Homo sapien 
s genomic clone R-48022, genomic survey sequence./ 
/5. 3e-87: 423: 98//AQ199294 

F-MAMHA1001465//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 414D7, WORKING DRAFT SE 
QUENCE. //0. 00038: 114: 75//AL033543 
F-HAMHA1001476//Mus musculus uridine kinase mRNA, 
parti al cds. //4. le-99: 604: 87//L31783 
F-MAMMA1001487//Homo sapiens clone DJ1070G24, WORK 
I NG DRAFT SEQUENCE, 12unordered pi eces. //I . Oe- 13: 1 10 
58: 77//AC005486 

F-KAMM1001501//Human mRNA for calcium activated n 
eutral protease largesubunit (muCANP, calpain, EC 
3. 4. 22. 17) . //9. 6e-52: 438: 81//X04366 
F-MAMHA1001502//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 356B7, WORKING DRAFT SE 
QUENCE. //3. 7e-152: 720: 99//AL031714 
F-MAMMA1001510//Human PAC clone DJ43804 from 22ql 
2. 1-qter, complete sequence. //I. le-05: 371:61//AC00 
2378 20 
F-MAMMA1001522 
F-MAMMA1001547 

F-MAMMA1001551//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds.//2.3e-128:614:98//AB007931 
F-MAMMA1001575//Human Chromosome 16 BAC clone CIT9 
87SK-A-815A9, completesequence. //0. 97: 154: 68//AF00 
1548 

F-MAMHA1001576//Human gamma- tubulin mRNA, complete 
cds. //1. 8e-95: 529: 91//M61764 

F-HAMMA1001590//Human DNA sequence from clone 125H 30 
2 on chromosome 22qll-12 Contains part of myosin h 
eavy chain gene, EST, CA repeat, STS, GSS, complet 
e sequence. //1. 8e-07: 104: 84//Z98949 
F-MAMMA1001600//HS_3022_ J A2J01_T7 CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3022 Col =2 Row=0, genomic survey sequenc 
e. //I . 6e-66: 405: 90//AQ163791 
F-MAMMA1001604//Human DNA sequence from clone 1114 
G22 on chromosome lq24-25 Contains EST, CA repeat, 
Ninenin like sequence, complete sequence. //0. 0004 40 
3:715:58//AL008626 

F-HAMMA1001606//jdll4 Trypanosome Shotgun H13 geno 
mic Trypanosoma bruceibrucei genomic clone 2G6, ge 
nomic survey sequence. //0. 19: 266: 62//B13685 
F-MAMMA1001620//Homo sapiens monocyte/neutrophil e 
lastase inhibitor gene, complete cds.//9. 7e-54:44 
2: 69//AF053630 

F-HAMHA1001627//X.borealis ribosomal spacer DNA, w 
ith a DNasel -hypersensitive site./A). 14: 221: 62//M2 
9833 50 
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F-MAMMA1001630//Homo sapiens chromosome 17, clone 
hRPK.22_N_12, W0RKINGDRAFT SEQUENCE, 2 ordered pi 
eces. 1/1. 0e-47: 611: 71//AC005412 
F-HAHHA1001633//Human zinc finger protein (LD5-1) 
mRNA, complete cds.//l. le-42: 611: 67//U57796 
F-MAMMA1001635//Human BAC clone RG072E11 from 7q21 
-7q22, compl ete sequence. //4. Oe-35: 407: 70//AC0001 1 
8 

F-MAMMA1001649//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26.2. Contains the alternativ 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. //0. 44: 245: 63//AL022577 
F-MAMMA1001654//Mouse transcriptional control el em 
ent. //0. 0025: 189: 63//M17284 
F-MAHMA1001663//CIT-HSP-2165E16.TR CIT-HSP Homo sa 
piens genomic clone 2165E16, genomic survey sequen 
ce. //9. 7e-05: 146: 66//B95491 

F-MAMMA1001670//HS_3136_A1_G06_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3136 Col =11 Row=M, genomic surveysequenc 
e. //3. le-28: 237: 85//AQ148779 
F- MAMMA 100 1671 //Homo sapiens chromosome 19, cosmid 
F23269, compl ete sequence. //3. 3e- 181 : 863: 98//AC00 
5614 

F-MAMMA1001679//HSJ054JU_H11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3054 Col =21 Row=0, genomic surveysequenc 
e.//1.0:89:70//AQ106118 

F-MAMMA1001683//Spennatozopsis similis mRNA for 90 
kD basal apparatus- protein. //8.3e-07: 480: 62//AJ22 
4970 

F-MAMHA1001686//HS_3219_BU03JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3219 Col =5 Row=B, genomic survey sequenc 
e. //0. 00072: 180: 65//AQ180345 
F-MAMMA1001692//HSJ047J1J10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3047 Col =19 Row=D, genomic surveysequenc 
e. //2. 5e-94: 459: 98//AQ134228 
F-HAHMA1001711//Homo sapiens clone DJ0635005, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //1.2e-42: 31 
6:82//AC004845 

F-MAMKA1001715//CIT-HSP-2347A14.TF CIT-HSP Homo sa 
piens genomic clone 2347A14, genomic survey sequen 
ce. //I. le-60: 413: 87//AQ059125 
F-MAMMA1001730//Homo sapiens brain and nasopharyng 
eal carcinoma susceptibility protein NSG-x mRNA, p 
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artial cds. //1. 8e-133: 646: 97//AF095687 
F-MAMMA1001735//chicken brain tubulin beta chain m 
rna. //3. 5e-110: 740: 84//J00913 
F-MAMHA1001740//Human DNA sequence from PAC 136017 
on chromosome X contains ESTs and STS.//0.98:416: 
57//Z72001 

F-MAMMA1001743//Homo sapiens clone DJ0981007, comp 
lete sequence. //3. 2e-16: 194: 75//AC006017 
F-MAMMA1001744//Homo sapiens DNA sequence from clo 
ne 46618 on chromosomeXqll. 1-13.2. Contains an unk 10 
nown gene similar to Coagulation Factor V (Activat 
ed Protein C Cof actor), Coagulation Factor VIII (P 
rocoagulant Component) and Ceruloplasmln (EC 1.16. 
3.1, Ferroxidase). Contains ESTs andan STS, comple 
te sequence. //0. 0036: 181: 66//AL030998 
F-HAMMA1001745//Homo sapiens BAC clone 529F11 from 
8q21, complete sequence. //1.2e-60: 822: 68//AF07071 

8 

F-MAMMA1001751//Human potassium channel KCN01 mRN 
A, compl ete cds. Ill . 2e-35: 583: 65//U90065 20 
F-MAMMA1001754//Bos taurus vacuolar proton pump su 
bunit SFD alpha isoform (SFD) mRNA, complete cds./ 
/8. 4e-102: 627: 87//AF041338 

F-HAMMA1001757//HS_2058_B2_C04^MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2058 Col =8 Row=F, genomic survey sequenc 
e. //I. 7e-24: 173: 88//AQ243865 
F-MAMMA1001760//Human DNA sequence from clone 354N 
19 on chromosome 6q22. Contains the 3' part of the 
gene for Mannosyl - 01 i gosacchari de Al pha- 1 , 2-Mannos 30 
idase (Han(9)-alpha-mannosidase, EC 3.2. 1. 113), a 
Cytochrome C Oxidase Polypeptide I (EC 1.9.3.1) ps 
eudogene and a pseudogene similar to60S Ribosomal 
Protein L13A. Contains genomic markers D6S287 and 
D6S1696,ESTs, STSs, GSSs and two CA repeat polymor 
phi sms, compl ete sequence. //6. 6e-76: 349: 87//AL0227 
22 

F-MAMMA1001764//Saccharomyces douglasii mitochondr 
ial cytochrome c oxidase subunit I (C0XI) gene, co 
mplete cds. //0. 23: 633: 57//H97514 40 
F- MAMMA 1 00 1768//Bovine herpesvirus 1 complete geno 
me. //2. 3e- 1 1 : 547: 60//AJ004801 
F-MAMHA1001769//Homo sapiens 12ql3. 1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //I. le- 76: 509: 78//AC004801 
F-MAMMA1001771//M.musculus mRNA for semaphorin B./ 
/2. 7e-106: 744: 82//X85991 

F-MAMMA1001783//Human PAC clone 127H14 from 12q, c 
omplete sequence. //6. 0e-20: 228: 75//AC002563 
F-MAMMA1001785 50 
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F-MAMHA1001788//Human DNA sequence from clone 425C 
14 on chromosome 6q22Contains the HSF2 gene for He 
at Shock Factor 2 (Heat Shock TranscriptionFactor 

2, HSTF 2) and an unknown gene similar to the plac 
ental proteinDIFF33 gene. Contains ESTs, STSs and 
GSSs, complete sequence. //5.0e-05: 152: 74//Z99129 
F-MAMMA1001790//Homo sapiens chromosome 12pl3.3 cl 
one RPCI 3-454B23, WORKING DRAFT SEQUENCE, 48 unord 
ered pi eces. //4. 5e-53: 318: 80//AC005845 
F-MAMMA1001806//Homo sapiens chromosome 19, cosmid 

R29368, compl ete sequence. //1 . 0: 131 : 67//AC004262 
F-MAMMA1001812//Human Chromosome X clone bWXD187, 
complete sequence. //3. Oe-34: 257: 83//AC004383 
F-MAMMA1001815//Homo sapiens PAC clone DJ0850G01 f 
rom 7q21.2-q22, complete sequence. //5.2e-61: 516: 79 
//AC004128 

F-MAMMA1001817//Homo sapiens 12q24 PAC RPCI1-261P5 

(Roswell Park Cancerlnstitute Human PAC library) 
complete sequence. //3. le-32: 295: 78//AC004031 
F-MAMMA1001818//Hcmo sapiens chromosome 2iq22.3, P 
AC clones 314N7, 225L15, BAC clone 7B7, complete s 
equence bases 1.. 333303. //0. 71: 179: 67//AJ01 1930 
F-MAMMA1001820//Rattus norvegicus mRNA for PAG608 
gene. //3. Oe-91 : 726: 79//Y13148 
F-MAMMA1001824//HSJ108^A1_G12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3108 Col=23 Row=M, genomic surveysequenc 
e. //3. 4e-05: 119: 74//AQ107508 
F-MAMMA1001836//Homo sapiens chromosome 18, clone 
hRPK. 537_E_1, compl etesequence. //3. 4e-45: 312: 85//A 
C006211 

F-MAMMA1001837//Rattus norvegicus zinc finger prot 
ein Yl (RLZF-Y) mRNA, complete cds.//4.5e-51:480: 75 
//AF052042 

F-MAMMA1001848//CITBI-E1-2516P17.TF CITBI-E1 Homo 
sapiens genomic clone2516P17, genomic survey seque 
nee. //I . Oe- 100: 486: 98//AQ279620 
F- MAMMA 100 1851 //Human DNA from overlapping chromos 
ome 19-specific cosmids R30072 and R28588, genomic 
sequence, complete sequence. //5. le-07: 197: 67//AC0 
02390 

F-MAMMA1001854 

F-MAMMA1001858//RPCI11-11L22.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-11L22, genomic survey seq 
uence. //0. 091: 161: 65//B75631 
F-MAMMA1001864//Human PAC clone DJ0205E24 from Xq2 

3, compl ete sequence. Ill, 6e-09: 397: 61//AC003013 
F-MAMMA1001868//HS_2196J2JV12^MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2196 Col =24 Row=B, genomic surveysequenc 
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e. //5. 8e-13: 86: 100//AQ032455 
F-MAMMA1001874//H. sapiens CpG island DNA genomic M 
sel fragment, clone 63h5, reverse read cpg63h5. rtl 
a.//1.0:127:63//Z62129 

F-MAHMA1001878//Human DNA sequence from BAC 999D10 
on chromosome 22ql3.3. Contains two BAC end-seque 
nces (GSSs) . //1. 7e- 19: 372: 67//Z94802 
F-MAMM1001880//RPCI11-90K3.TJ RPCI11 Homo sapiens 
genomic clone R-90K3, genomic survey sequence. //6. 
6e- 1 1 : 362: 62//AQ283465 10 
F-MAMMA1001890//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 508115, WORKING DRAFT S 
EQUENCE. //L 8e-45: 317: 86//AL021707 
F-MAMMA1001907//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. //2. 7e-23: 255: 77//Z82207 
F-MAMMA1001908//HS_2225^ALA03_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2225 Col =5 Row=A, genomic survey sequenc 
e.//5.4e-08:264:62//AQ301597 20 
F-MAMMA1001931//HSJ049J2_D09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3049 Col =18 Row=H, genomic surveysequenc 
e. //1. 7e-47: 295: 90//AQ100157 
F-MAMHA1001956//H. sapiens DNA sequence. //0. 056: 23 
3:66//Z22493 

F-MAMMA1001963//Homo sapiens adenylosuccinate lyas 
e gene, complete cds.//0.99:173:68//AF106656 
F-MAMHA1001969//Human DNA sequence from cosmid 232 
L22, between markers DXS366 and DXS87 on chromosom 30 
e X contains ESTs glycerol kinase pseudogene.//5.3 
e-63:479:78//Z73986 - 

F-MAMMA1001970//Homo sapiens BAC clone BK085E05 fr 
om 22ql2. 1-qter, complete sequence. //1. 4e- 126: 699: 
93//AC003071 

F-MAMHA1001992//HS_3078^ALA09_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3078 Col =17 Row=A, genomic surveysequenc 
e. //3. 3e-08: 257: 65//AQ143646 

F-HAMMA1002009//Homo sapiens chromosome 17, clone 40 
hRPK. 214JU, completesequence.//1.5e-07:244:62//A 
C005224 

F-HAMMA1002011//HS_3252J1_B05_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3252 Col =9 Row=D, genomic survey sequenc 
e. //I. 3e-07: 170: 69//AQ304711 
F-MA!DIA1002032//Homo sapiens chromosome 12pl3.3, W 
0RKING DRAFT SEQUENCE. 37 unordered pieces. //2. le-3 
4:315:79//AC004803 

F-MAMMA1002033//HSJ023 J^2_G04_T7 CIT Approved Hum 50 
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an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3023 Col =8 Row=M, genomic survey sequenc 
e. //4. 3e-69: 366: 94//AQ105493 
F-MAHHA1002041//Genomic sequence from Human 9q34, 
complete sequence. //5. 3e-85: 439: 82//AC001227 
F-MAMHA1002042//Homo sapiens chromosome 3, clone h 
RPK. 165J_16, completesequence. //I. 4e-20: 314: 70//A 
C005669 

F-MAMMA1002047//Homo sapiens 12pl3.3 BAC RPCI 11-42 
9A20 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //6. 8e- 14: 526: 62//AC005906 
F-HAMHA1002056//Human DNA sequence from clone 1189 
B24 on chromosome Xq25-26.3. Contains NADH-Ubiquin 
one Oxidoreductase HLRQ subunit (EC 1.6. 5. 3, EC 1. 
6.99.3, CI-MLRQ), Tubulin Beta and Proto-oncogene 
Tyrosine-proteinKinase FER (EC 2.7.1.112, P94-FER, 
C-FER, TYK3) pseudogenes, and part of a novel gen 
e similar to hypothetical proteins S. pombe C22F3. 
14C and C. elegans C16A3.8. Contains ESTs, an STS 
and GSSs, complete sequence. //I. le-47: 648: 71//AL03 
0996 

F-MAMMA1002058//Homo sapiens PAC clone DJ0732C22 f 
rom 7pll.2-pl3, complete sequence. //2.4e-19: 256: 74 
//AC004869 

F-MAMMA1002068//Homo sapiens, clone hRPK.2_A_l, co 
mplete sequence. //5. 4e-41: 407: 78//AC006197 
F-MAHHA1002078//Human DNA sequence from PAC 106120 
on chromosome 22ql2 Contains ESTs and STS, comple 
te sequence. //0. 021: 333: 64//Z81313 
F-MAMMA1002082 

F-MAMMA1002084//Caenorhabditis elegans cosmid F28C 
12, complete sequence. //0. 032: 469: 58//Z93380 
F-HAMMA1002093//HS_3050_B1_F06JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3050 Col=ll Row=L, genomic surveysequenc 
e. //1. 0: 77: 71//AQ105997 

F-MA10IA1002108//Hamo sapiens anion exchanger 3 gen 
e, exons 1 and 2 and complete 5'UTR.//8.3e-10:464: 
60//AF017308 
F-MAHHA1002118 

F-MAMMA1002125//Homo sapiens chromosome 17, clone 
HCIT217L10, complete sequence. //1.0e-35: 619: 68//AC 
003962 

F-MAMMA1 002 1 32//RPCI 1 1 - 78F1 1 . TJ RPCI 11 Homo sapien 
s genomic clone R-78F11, genomic survey sequence./ 
/1.0e-90: 357: 97//AQ286460 

F-MAMMA1002140//Homo sapiens 12q24 PAC RPCI1-66E7 
(Roswell Park Cancer Institute Human PAC library) 
compl ete sequence. //1 . 6e-45: 583: 64//AC004216 
F-MAMMA1002143//Human serum constituent protein (M 
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SE55) mRNA, compl ete cds. //6. Oe- 1 1 : 192: 70//M88338 
F-MAHHA1002145//HuiDan DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 102D24, WORKING DRAFT S 
EQUENCE. //0. 0028: 570: 59//AL021391 
F-MAMMA1002153//BSJ005_A1_D04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3005 Col =7 Row=G, genomic survey sequenc 
e.//4.9e-41:213:99//AQ132213 
F-MAMHA1002155//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 462023, WORKING DRAFT S 10 
EQUENCE. //I. 2e-45: 303: 78//AL031431 
F-HAMMA1002156 

F-MAMMA1002158//CITBI -E1-2508P18.TR CITBI-E1 Homo 
sapiens genomic clone2508P18, genomic survey seque 
nee. 1/1. le-42: 255: 92//AQ266165 
F-MAMMA1002170//Homo sapiens chromosome 17, clone 
HCIT187M2, complete sequence. //2.0e-81: 604: 81//AC0 
04448 

F-MAMHA1002174//Homo sapiens clone UWGC:y67cl26 fr 
om 6p21, complete sequence. //3.2e-43: 333: 83//AC004 20 
212 

F-MAMHA1002198//H. sapiens thiol -specific antioxida 
nt protein mRNA. //I. Oe-34: 121: 98//Z22548 
F-MAMMA1002209//HS_2197_B1_E07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2197 Col=13 Row=J, genomic surveysequenc 
e. //9. 6e- 18: 163: 84//AQ210058 
F-MAMHA1002215//Homo sapiens anion exchanger 3 gen 
e, exons 1 and 2 and complete 5UTR.//6.3e-08:435: 
60//AF017308 30 
F-HAMMA1002219//Rattus norvegicus rexo70 mRNA, com 
pi ete cds. //1 . 8e- 124: 752: 87//AF032667 
F-MAMMA1002230//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomlcsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. //0. 67: 356: 59//AC004710 
F-HAMMA1002236//Rattus norvegicus initiation facto 
r eIF-2B gamma subunit(eIF-2B gamma) mRNA, camplet 
e cds. //9. 3e- 140: 836: 87//U38253 
F-MAMMA1002243//Homo sapiens chromosome 17, clone 
hRPK.112_H_10, complete sequence. //1.4e- 145: 691: 98 40 
//AC005666 

F-MAMMA1002250//Homo sapiens chromosome 16, PI clo 
ne 109-9G (LANL), complete sequence. //6.0e- 138: 66 
0:98//AC005600 

F-HAMMA1002267//Homo sapiens chromosome 2, PI clon 
e 777H5 (LBNL H27), complete sequence. //0. 066: 333: 
60//AC003676 

F-MAMMA1002268//Mus musculus sphingosine kinase (S 
PHKla) mRNA, partial cds.//l. le-39:404: 74//AF06874 
8 50 
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F-MAMHA1002269//HS_3163_B1J03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3163 Col =5 Rorc=H, genomic survey sequenc 
e. //I. 0: 150: 63//AQ171576 

F-MAHMA1002282//Human Chromosome 16 BAC clone CIT9 
87SK- 327024, compl etesequence. //I. 5e-22: 315: 67//AC 
003108 

F-MAMMA1002292//B. gari ni i (strain TIsl) p83/100 ge 
ne (partial) . //0. 73: 200: 64//X81533 
F-HAMMA1002293//Homo sapiens clone DJ1147A01, WORK 
ING DRAFT SEQUENCE, 25unordered pieces. //L6e- 56: 4 
08: 75//AC006023 

F-MAMKA1002294//Sequence 2 from Patent W09516779./ 

/1 . 8e-06: 401 : 62//A45258 

F-MAMMA1002297 

F-MAMMA1002298//Homo sapiens DNA from chromosome 1 
9, cosmid R29144, complete sequence. //0. 0056: 525: 6 
1//AC004221 

F-HAMKA1002299//CIT-HSP-2345B2.TR CIT-HSP Homo sap 
iens genomic clone 2345B2, genomic survey sequenc 
e. //1. 2e-90: 446: 98//AQ053994 
F-MAMHA1002308//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 850H21, WORKING DRAFT S 
EQUENCE. //1. 3e-35: 329: 78//AL031680 
F-HAMMA1002310//Human gastric (H+ + K+)-ATPase gen 
e, compl ete cds. //0. 0060: 301 : 60//J05451 
F-MAHMA1002311 //Human Chromosome 15qll-ql3 clone p 
DJ276cl2 from the Prader-Willi/Angelman syndrome r 
egion, WORKING DRAFT SEQUENCE, 3 unordered pieces. * 
//8.6e-50:327:69//AC004737 

F-MAMHA1002312//Homo sapiens DNA sequence from PAC 
435D1 on chromosome Xq25. Contains ESTs and STS./ 
/1 . 3e- 09: 74 1 : 58//Z86064 
F-MAMMA1002317 

F-MAIfflA1002319//Homo sapiens chromosome 19, fosmid 
39347, compl ete sequence. //1 . 9e- 158: 746: 99//AC005 
756 

F-HAHMA1002322//Homo sapiens Chromosome Upl4.3 PA 
C clone pDJ1034g4, complete sequence. //5.3e-52: 61 
7:70//AC004796 

F-MAHMA1002329//Homo sapiens RaP2 interacting prot 
ein 8 (RPIP8) mRNA, complete cds. //0. 22: 143:67//U9 
3871 

F-MAHHA1002332//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 30G7, WORKING DRAFT SEQ 
UENCE. //1. 6e-31: 287: 74//AL034402 
F-MAMMA1002333//Mycobacterium tuberculosis H37Rv c 
ompl ete genome; segment 148/162. //2.5e-09: 674: 59// 
AL022022 

F-MAMHA1002339//Homo sapiens chromosome 21q22.3, c 
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osmid clone Q4H9 complete sequence bases 1.. 41604. 
//2.1e-57: 522: 77//AJ01 1932 

F-MAMHA1002347//HoiDO sapiens BAC clone RG136N17 fr 
om 7pl5-p21, completesequence.//2.0e-14:258:69//AC 
004129 

F-MAMM1002351//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1059H15, WORKING DRAFT 
SEQUENCE. 111. 8e-132: 723: 91//AL022100 
F-MAMMA1002352//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 12803, WORKING DRAFT SE 10 
QUENCE. 115. 8e-17: 326: 70//Z98742 
F-HAHMA1002353//Homo sapiens clone DJ0292L20, WORK 
ING DRAFT SEQUENCE, 2unordered pieces.//l. le-14:39 
9:63//AC004825 

F-MAMHA1002355//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 109G6, WORKING DRAFT SE 
QUENCE. //3. 7e-43: 420: 75//AL023879 
F-MAMMA1002356//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 0022: 534: 59//AC004153 20 
F-MAMMA1002359//Homo sapiens 12pl3.3 PAC RPCI5-118 
0D12 (Roswell Park Cancer Institute Human PAC Ubr 
ary) complete sequence. //5.3e- 18: 156: 75//AC005831 
F-MAMMA1002360//Human DNA sequence from cosmid L21 
F12B, Huntington's Disease Region, chromosome 4pl 
6.3, contains EST.//4.9e-43:353:69//Z68885 
F-MAMMA1002361//Human DNA sequence from clone 342B 
11 on chromosome 22ql2. 1-12. 3. Contains ESTs and a 
GSS, complete sequence. //1. 8e- 22: 282: 74//AL008719 
F-MAMMA1002362//Platemys spixii CRMike LINE, par 30 
ti al sequence. //0. 00058: 83: 79//D82938 
F-MAMMA1002380//CIT-HSP-2383K24.TF CIT-HSP Homo sa 
pi ens genomic clone 2383K24, genomic survey sequen 
ce. II A. 4e- 10: 85: 92//AQ196889 
F-MAMMA1002384//RPCI11-80J20.TV RPCI11 Homo sapien 
s genomic clone R-8QJ20, genomic survey sequence./ 
/2.7e-56:286:98//AQ284134 

F-MAMMA1002385//CIT-HSP-2328G13.TF CIT-HSP Homo sa 
piens genomic clone 2328G13, genomic survey sequen 
ce.//5.5e-46:335:84//AQ043985 40 
F-MAMMA1002392//Homo sapiens PAC clone DJ0797C05 f 
rom 7q31, complete sequence. //8. 5e- 29: 273: 78//AC00 
4888 

F-MAMMA1002411//Human DNA sequence from clone 1044 
017 on chromosome Xpll.3-11.4 Contains GSS and ST 
S, complete sequence. //8. 2e-09: 287: 63//AL023875 
F-MAMMA1002413//Plasmodium falciparum (strain Dd2) 
variant- specific surface protein (var-1) gene, co 
mplete cds. //9. 6e-08: 730: 57//L40608 
F-MAMHA1002417//Human DNA sequence *** SEQUENCING 50 
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IN PROGRESS *** from clone 30C7, WORKING DRAFT SEQ 
UENCE. //4. le-06: 181: 72//AL034402 
F-MAMMA1Q02427//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0366H07; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 28 unorderedpiece 
s. III. 3e-51: 593: 72//AC004604 
F-MAMMA1002428 

F-MAMMA1002434//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22.22. Contains EST 
s STS and CpG island. 117. 3e- 56: 388: 81//Z93023 
F-MAMMA1002446//CIT-HSP-2324022.TR CIT-HSP Homo sa 
piens genomic clone 2324022, genomic survey sequen 
ce. 112. 3e-56: 302: 95//AQ027479 
F-MAMMA1002454//Homo sapiens PAC clone DJ1136G13 f 
rom 7q35-q36, completesequence.//l. le-54: 190: 94//A 
C005229 

F-MAMMA1002461//Rattus norvegicus calcium channel 
alpha-1 subunit gene, partial cds. //0. 00045: 457: 60/ 
/U14005 

F-MAHMA1002470//Saccharomyces cerevisiae chromosom 
e VIII cosmid 9205. //9. 7e-33: 709: 60//U10556 
F-MAMHA1002475//Homo sapiens 12pl3.3 PAC RPCI 3-340 
13 (Roswell Park Cancer Institute Human PAC Librar 
y) complete sequence. 110. 092: 506: 58//AC004671 
F-MA1IMA1002480//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. 110. 025: 100: 
76//AC005077 

F-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC- 
2) mRNA, compl ete cds. 111. 9e- 1 18: 560: 98//AF055460 
F-MAMHA1002494//Homo sapiens Xp22- 175-176 BAC GSHB 
-484017 (Genome Systems Human BAC Library) compl et 
e sequence. III. 5e-22: 297: 73//AC005913 
F-MAMMA1002498//Human PAC clone DJ327A19 from Xq25 
-q26, compl ete sequence. 111. 2e- 10: 330: 64//AC002477 
F-MAMMA1002524//Homo sapiens huntingtin gene, part 
i al exon. 110. 0080: 124: 72//L49359 
F-MAMMA1002530//Homo sapiens cytosolic phospholipa 
se A2 gamma (cPLA2 gamma) mRNA, complete cds.//1.4 
e-160: 775: 97//AF065214 

F-MAMMA1002545//Homo sapiens chromosome 17, clone 
hRPK. 74_E_22, complete sequence. //1.9e-41: 345: 80/ 
/AC005696 
F-MAMMA1002554 
F-MAMMA1002556 
F-HAUMA1002566 

F-MAHHA1002571//CIT-HSP-2296N17.TR CIT-HSP Homo sa 
piens genomic clone 22 

96N17, genomic survey sequence. //1.7e-07: 76: 90//AQ 
006579 

F-MAMHA1002573//Homo sapiens DNA, trinucleotide re 
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peats region, clone GAA C27. //2. 7e-08: 195: 70//AB01 
8507 

F-MAMMA1002585 

F-HAM1IA1Q02590//Homo sapiens BAC clone GS250A16 fr 
om 7p21-p22, compl etesequence. III. le-26: 361: 69//AC 
005019 

F-MAMMA1002597//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1103G7, WORKING DRAFT S 
EQUENCE. //I. 3e-34: 550: 69//AL034548 
F-MAMMA1002598//H. sapiens mRNA for ribosomal prote 10 
in L7.//1. le-21: 123: 100//X57958 
F-MAMMA1002603//Homo sapiens chromosome 20, BAC cl 
one 99 (LBNL H80), complete sequence. //0. 0018: 358: 
61//AC005220 

F-MAMMA1002612//Homo sapiens PAC clone DJ0696N01 f 
rom 7p21-p22, compl etesequence. //2. le- 13: 336: 63//A 
C004861 

F-HAMMA1002617//Homo sapiens clone DJ1070G24, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //0. 14:229: 
64//AC005486 20 
F-MAMHA1002618 

F-HAMHA1002619//Homo sapiens chromosome 21 PAC RPC 
IP704E14135Q2. //9. 5e-71: 319: 85//AJ010598 
F-MAMMA1002622//Homo sapiens advillin mRNA, comple 
te cds. //I . 5e-20: 157: 90//AF041449 
F-MAMMA1002623//Homo sapiens T-cell receptor alpha 
delta locus from bases 501613 to 752736 (section 
3 of 5) of the Complete Nucleotide Sequence. //8.3e 
-06:137:72//AE000660 

F-MAMMA1002625//fluman DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 1056L3, WORKING DRAFT S 
EQUENCE. //1. 9e-171: 819: 98//AL031727 
F-MAMMA1002629//Human BAC clone RG385F02 from 7pl 
5, compl ete sequence. //4. 8e-85: 478: 78//AC003093 
F-MAMMA1002636//Human P0U daomain factor (Bm-3a) 
gene, exon 2, compl etecds. //5. 6e-09: 499: 62//U10063 
F-MAMMA1002637//Hus musculus kinesin light chain 2 
(Klc2) mRNA, completecds.//3.6e-115:785:82//AF055 
666 

F-MAMHA1002646//Homo sapiens chromosome 2 clone 10 40 
1B6 map 2pll, completesequence.//1.5e-45:291:90//A 
C002038 

F-MAMMA1002650//Homo sapiens candidate tumor suppr 
essor HIC-1 (HIC-1) gene, complete cds. //6. 6e-06: 6 
61:59//L41919 

F-MAMMA1002655//HS_2003_A2^A11_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2003 Col =22 Row=A, genomic surveysequenc 
e.//9.0e-15:198:74//AQ224233 

F-MAMMA1002662 50 
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F-MAMMA1002665//Homo sapiens BAC clone GS588G18 fr 
om 7pl2-pl4, compl etesequence. //1. 4e-37: 235: 84//AC 
005029 

F-MAMMA1002671//Huinan Cdk-inhibitor p57KIP2 (KIP2) 
mRNA, complete cds. //0. 00027: 272: 64//U22398 
F-MAMIA1002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA0214 pro 
tein, complete cds.//3.7e-161:752:99//D86987 
F-MAMMA1002685//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 39417. WORKING DRAFT SE 
QUENCE.//6. 2e-45: 510: 70//AL023585 
F-MAMMA1002698//HSJ024JLC06J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3024 Col=ll Row=F, genomic surveysequenc 
e.//1.7e-10:155:75//AQ072214 
F-MAMMA1002699//Rattus norvegicus EH domain bindin 
g protein Epsin mRNA, complete cds.//5.9e-75:509:83 
//AF018261 

F-HAMMA1002701//Homo sapiens gene for AF-6, comple 
te cds.//1.2e-159:749:99//AB011399 
F-HA1DIA1002708//Human DNA sequence from clone 267M 
20 on chromosome Xq22.2-22.3. Contains part of the 
DIAPH2 gene and a pseudogene, ESTs, STSs and GSS 
s, complete sequence. //3. Oe- 57: 347: 79//AL031053 
F-MAMMA1002711//Homo sapiens BAC clone GS589P19 fr 
om 7pl3-pl4, completesequence.//3.4e-31:484:69//AC 
005030 

F-MAMMA1002721//CIT-HSP-2350M5.TR CIT-HSP Homo sap 
iens genomic clone 2350M5, genomic survey sequenc 
e.//1.4e-06:265:63//AQ061245 
F-MAMMA1002727//Human DNA sequence from clone 67K1 
7 on chromosome 6q24.1-24.3. Contains the HIVEP2 
(Schnurri-2) gene for HIV type 1 Enhancer-binding 
Protein 2, and a possible pseudogene in an intron 
of this gene. Contains STSs and GSSs and an AAAT r 
epeat polymorphism, complete sequence. //0. 18: 386:5 
8//AL023584 

F-HAHMA1002728//Human DNA sequence from PAC 296K21 
on chromosome X contains cytokeratin exon, delta- 
aminolevulinate synthase (erythroid); 5-aminolevul 
inic acid synthase. (EC 2.3.1.37). 6-phosphofructo- 
2-kinase/fructose-2, 6-bisphosphatase (EC 2. 7. 1. 10 
5, EC 3. 1. 3. 46) , ESTs and STS. //3. 2e-05: 362: 63//Z8 
3821 

F-MAMHA1002744//Plasmodium falciparum chromosome 
2, section 5 of 73 of the complete sequence. //0. 00 
010:535:58//AE001368 

F-MAMMA1002746//Homo sapiens chromosome 17, clone 
hRPK. 136X19, complete sequence. //1. 2e-182: 880: 97 
//AC005856 
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F-MAMMA1002748//Homo sapiens 3p22 Contig 7 PAC RPC 
I4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence. III. 7e- 175: 829: 98//AC0 
06055 

F-MAMHA1002754//Homo Sapiens Chromosome X clone bW 
XD171, WORKING DRAFT SEQUENCE, 1 ordered pieces.// 
3. le-31: 372: 75//AC004676 

F-MAMMA1002758//Homo sapiens RIAA0442 mRNA, partia 
1 cds. //3. 3e-26: 151: 98//AB007902 
F-MAMMA1002764//Human Chromosome 11 Cosmid cSRL166 10 
al , compl ete sequence. //5. 2e-49: 355: 81//U73636 
F-MAMMA1002765//RPCI 11-20A22. TPB RPCI-11 Homo sapi 
ens genomic clone RPCI-11-20A22, genomic survey se 
quence. //6. 7e-13: 155: 76//B92153 
F-MAMMA1002769//CIT-HSP-2323G1.TF CIT-HSP Homo sap 
iens genomic clone 2323G1, genomic survey sequenc 
e. //9. 7e-21: 151: 90//AQ028244 
F-MAMMA1002775//Human ABL gene, exon lb and intron 
lb, and putative M8604 Met protein (H8604 Met) g 
ene, compl ete cds. 115. 6e- 105: 179: 99//U07561 20 
F-MAMMA1002780//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***from contig 3-08, complete s 
equence. 110. 071 : 277: 58//Z98546 
F-MAMMA1002782//HSJ213_B2_B08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3213 Col=16 Row=D, genomic surveysequenc 
e. 110. 00018: 219: 63//AQ175845 
F-MAMMA1002796 

F-MAMMA1002807//Human Chromosome X PAC RPCI1-290C9 
from the Pieter de Jong Human PAC library; compl e 30 
te sequence. //6. 9e-22: 332: 69//AC002404 
F-MAMMA1002820//Homo sapiens Xp22 bins 87-93 PAC R 
PCI1-122K4 (Roswell Park Cancer Institute Human PA 
C Library) complete sequence. //5.9e-ll: 483: 62//AC0 
03035 

F-MAMMA1002830//Homo sapiens chromosome 17, clone 
hCIT529I10, complete sequence. //1.0e-64: 320: 83//AC 
002553 

F-MAMMA1002833//Homo sapiens PAC clone DJ0745R06 f 
rom 7q31, complete sequence. //2.8e- 47: 413: 80//AC00 40 
4875 

F-HAMHA1002835 

F-MAMMA1002838//A-916H10.TP CIT978SR Homo sapiens 
genomic clone A-916H10, genomic survey sequence.// 
1. le-39: 164: 83//B14462 

F-MAMMA1002842//Mus musculus c-Cbl associated prot 
ein CAP mRNA, completecds.//1.9e-62:373:81//U58883 
F-MAMMA1002843//Homo sapiens mRNA for KIAA0810 pro 
tein, partial cds.//1.7e-135:635:99//AB018353 
F-MAMMA1002844//F1707-T7 IGF Arabidopsis thaliana 50 
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genomic clone F1707, genomic survey sequence. IIS. 7 

e-17:383:66//B11616 

F-MAMHA1002858 

F-MAMMA1002868//RPCI11-54F9.TJ RPCI11 Homo sapiens 
genomic clone R-54F9. genomic survey sequence. //8. 
3e-81:392:99//AQ081566 

F-MAMMA1002869//Sequence 1 from patent US 5552529. 
//2.2e-86: 696: 78//I 25863 

F-MAMMA1002871//Lupinus angustifolius nodulin-45 g 
ene, complete cds.//0.029:370:59//L12388 
F-MAMMA1002880//RPCI11-23M23.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-23M23, genomic survey seq 
uence. III. 8e-20: 271: 74//B86518 
F-MAMMA1002881//Homo sapiens mRNA for 25 kDa tryps 
in inhibitor, completecds.//1.2e-28:680:61//D45027 
F-MAMMA1002886//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 380A1, WORKING DRAFT SE 
QUENCE. 110. 00040: 505: 57//Z97653 
F-MAMMA1002887//HS_3238_B2_G08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3238 Col =16 Row=N, genomic surveysequenc 
e.//5.5e-79:401:97//AQ219814 
F-MAMMA1002890//Mus musculus MHC class III region 
RD gene, partial cds;Bf, C2, G9A, NG22, G9, HSP70, 
HSP70, HSC70t t and smRNP genes, complete cds; G7A 
gene, partial cds; and unknown genes. //4.6e-35: 13 
6: 73//AF109906 

F-MAMMA1002892//Mouse Cosmid ma66al00 from 14D1-D 

2, complete sequence. 115. 7e- 14: 450: 60//AC004096 
F-MAMMA1002895//H. sapi ens CpG island DNA genomic M 
sel fragment, clone 46b6, forward read cpg46b6.ftl 
a.//3.7e-36: 190: 100//Z58616 
F-MAMMA1002908//Penaeus monodon microsatellite loc 
us Pmo27. III. le-05: 195: 62//AF068828 
F-MAMMA1002909//Huraan Chromosome 11 pac pDJ205d23, 

compl ete sequence. Ill . Oe- 13: 457: 61//AC002402 
F-MAMMA1002930//Homo sapiens Xp22 BAC GSHB-512P14 
(Genome Systems HumanBAC library) complete sequenc 
e.//0. 25:260:62//AC004467 

F-MA1OIA1002937//H. sapi ens ZNF74-1 mRNA.//6.3e-13:5 
77: 59//X71623 

F-MAMMA1002938//Homo sapiens mRNA for KIAA0698 pro 
tein, complete cds.//5. le-193: 910: 98//AB014598 
F-MAMMA1002941//Homo sapiens Chromosome 22qll.2 BA 
C Clone b437gl0 In BCRL2-GGT Region, complete sequ 
ence. III. 7e-23: 174: 77//AC004032 
F-MAMMA1002947//Rhodobacter capsulatus strain SB10 

03, partial genome. //1.3e-09: 475: 61 //AF010496 
F-MAMMA1002964//Human thiopurine methyl transferase 

(TPMT) gene, exon 5. //0. 0029: 314: 60//AF019366 
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F-MAMMA1002970//Human DNA sequence from PAC 436H11 
on chromosome Xp22. 11-22.2. Contains the serine t 
hreonine protein phosphatase gene PPEF1, andthe fi 
rst coding exon of the RSI gene for retinoschisis 
(X-l inked, juvenile) 1 (XLRS1). Contains ESTs, an 
STS and GSSs, complete sequence. //4.0e-10: 194: 71// 
Z94056 

F-MAMMA1002972//H. sapiens CpG island DNA genomic M 
sel fragment, clone 2gl0, forward read cpg2gl0.ftl 
aa.//0.38:156:66//Z55272 10 
F-MAHMA1002973//Homo sapiens chromosome 17, clone 
hRPK. 142 JJ9, complet e sequence.// 
2. 9e-41 : 2 3 4 : 7 9//AC0 0 5 9 1 9 
F -MAMMA 1 0 0 2 9 8 2//H omo s a p i 
ens DNA sequence from PAC 

5 1 0 L 9 on chromosome 6 p 2 
4. 1 - p 2 5 . 3 . // 1 . 7e-05:322:6 
3//AL0 2 2 0 9 8 

F-MAMMA 1 0 0 2 9 8 7//C ITBI-E1- 
2 5 1 4 J 1 2 . T R CITBI-E1 Homo 20 
sapiens genomic clone2514 
J 1 2 , genomic survey seque 
nee. //0. 0 0 6 4:1 3 5:6 6//AQ 2 7 
5 8 7 1.. 

F —MAMMA 10 0 3 0 0 3//c SRL-145D 
12-u cSRL flow sorted Chr 
omosome 11 specific cosmi 
d Homo sapiens genomic cl 
one cSRL— 14 5D12, genomic 
survey sequence. // 2 . 8 e - 3 30 
1 : 2 0 1 : 8 9 //BO 19 9 8 
F-MAMMA 1 0 0 3 0 0 4//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e Y2 3 7C10, WORKING DRAFT 
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nee. //I. 2 e-8 6 : 3 4 1 : 7 9//AC0 

0 3 6 9 4 

F-MAMMA 1 0 0 3 0 1 5 //Homo s a p i 
ens Chromosome 16 BAC clo 
ne CIT987SK— 591M7, comple 
te sequence. // 2. 6e-l 3 : 44 
3 : 6 1//AC0036 6 1 

F-MAMMA 1 0 0 3 0 1 9//HS_3 2 2 1_A 
1_A0 1_MR CIT Approved Hum 
an Genomic Sperm Library 
D Homo sapiens genomic cl 
one Plate = 3 2 2 1 Co 1=1 Row = 
A, genomic survey sequenc 
e. //2. 8e-5 1 : 2 9 9 : 9 2//AQ 1 8 4 

2 7 1 

F-MAMMA 10 0 3 0 2 6 

F -MAMMA 1 0 0 3 0 3 1 //H omo s a p i 
ens chromosome 5, BAC clo 
ne 319C17 (LBNL H 1 5 9) , com 
plete sequence. //0. 0 0 3 7 : 1 

3 4 : 7 3//AC0 0 5 2 1 4 

F-MAMMA 1 0 0 3 0 3 5//RPC 111-11 
P4. TP RPCI-11 Homo sapien 
s genomic clone RPCI— 11— 1 
1P4, genomic survey seque 
nee. //I. 1 e -0 7 : 6 6 : 1 0 0//B 7 4 
9 3 6 

F-MAMMA 1 0 0 3 0 3 9//Homo s a p i 
ens 12pl3. 3 PAC RPCI 3-340 
13 (Roswell Park Cancer I 
nstitute Human PAC Librar 
y) complete sequence. // 2 . 

1 e- 1 9 : 2 2 0 : 76//AC004 6 7 1 
F-MAMKA1003040//Human DNA sequence from PAC 340N1 
on chromosome lp35-36.2. Contains ESTs, polymorphi 
c CA repeat, trna and endogenous retrovirus. //9.5e 
-91:469:78//Z98257 

F-MAMHA1003044//Human DNA sequence from clone 496N 
17 on chromosome 6pll. 2-12. 3 Contains EST, GSS, co 
mpl ete sequence. //0. 21 : 289: 61//AL031321 
F-MAMMA1003047//Homo sapiens protein inhibitor of 
activated STAT proteinPIASy mRNA, complete cds.// 
1.7e-139:663:98//AF077952 
F-MAMMA1003049 

F-MAHMA1003055//BS_3014_B2_F10_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3014 Col =20 Row=L, genomic surveysequenc 
e. //4. 2e-05: 215: 64//AQ164940 
F-MAHMA1003056//HSJ221J2J12JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
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one Plate=3221 Col =24 Row=H t genomic surveysequenc 
e. //1 . 4e- 16: 206: 74//AQ302772 
F-MAMMA1003057//M.domesticus MD6 mRNA.//8.5e-128:6 
54:94//X54352 

F-HAMHA1003066//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 273F20, WORKING DRAFT S 
EQUENCE. //1. 0: 142: 71//AL034371 
F-MAMHA1003089//Homo sapiens Chromosome llpl4.3 PA 
C clone pDJ1034g4, complete sequence. //I. 7e-42: 37 
3: 78//AC004796 10 
F-MAMHA1003099//Homo sapiens beta-filamin mRNA, co 
mplete cds. //2. 6e-42: 288: 88//AF042166 
F-MAMHA1003104//Mus musculus rostral cerebellar ma 
lformation protein (rem) mRNA, complete cds.//1.6e 
-12:477:64//U72634 

F-MAMMA1003113//Mus musculus C0P9 complex subunit 
7a (C0PS7a) mRNA, complete cds. //3.4e- 121: 789:85// 
AF071316 

F-HAMMA1003127//R.norvegicus MYR1 mRNA for myosin 

I heavy chain. //9.4e- 58: 423: 83//X68199 20 

F-MAMHA1003135//Mus musculus dentin sialophosphopr 

otein precursor (DSPP)mRNA, complete cds. //0. 62: 67 

6:58//U67916 

F-HAMMA1003140 

F-MAMMA1003146//Homo sapiens mRNA for GalT3 protei 
n. //2.2e-80: 397: 97//Y1 5062 
F-MAMMA1003150//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 598F2, WORKING DRAFT SE 
QUENCE. 111. 3e-123: 266: 88//AL021579 
F-HAMHA1003166//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 250D10, WORKING DRAFT S 
EQUENCE. //1. 6e-33: 143: 82//Z99716 
F-NT2RH1000001//Human DNA sequence from clone 393P 
23 on chromosome Xq21. 1-21.33. Contains GSSs, comp 
lete sequence. //0. 50: 216: 61//Z95400 
F-NT2RM1000018//Human mRNA for KIAA0066 gene, part 
ial cds.//4.8e-65:385:92//D31886 
F-NT2RM1000032 

F-NT2RM1000035//Cricetulus griseus SREBP cleavage 
activating protein (SCAP) mRNA, complete cds.//6.3 40 
e-135:565:84//U67060 

F-NT2RM1000037//Homo sapiens mRNA for KIAA0690 pro 
tein, partial cds.//l. le- 106: 542: 95//AB0 14590 
F-NT2RM1000039//Mouse genetic suppressor element m 
RNA.//0.080: 239: 60//L27155 
F-NT2RM1000055//Rattus norveglcus mRNA for TIP120, 
complete cds. //8. 4e-96: 535: 91//D87671 
F-NT2RM1000059//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 390E6, WORKING DRAFT SE 
QUENCE. //1 . 0: 257: 59//AL031600 50 
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F-NT2RM1000062//Nephila clavlpes dragline silk pro 
tein spidroin 1 gene,partial cds.//0.54:306:63//U3 
7520 

F-NT2RM1000080//Sequence 2 from patent US 5763589. 
//1 . 5e- 115: 566: 97//AR012692 
F-NT2RM1000086//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds. //1. 8e-114: 550: 97//AB014561 
F-NT2RM1000092//Homo sapiens chromosome 19, cosmid 

R26894, compl ete sequence. //0. 63: 180: 65//AC005594 
F-NT2RH1000118//Homo sapiens clone 23763 unknown m 
RNA, partial cds. //0. 027: 126: 70//AF007155 
F-NT2RM1000119//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 466N1, WORKING DRAFT SE 
QUENCE. //0. 022: 644: 58//Z97630 
F-NT2RM1000127//RPCI11-44E5.TJ RPCI11 Homo sapiens 

genomic clone R-44E5, genomic survey sequence. III. 
6e-45: 254: 94//AQ195884 

F-NT2RM1000131//Homo sapiens mRNA for KIAA0792 pro 
tein, complete cds.//5.5e-153:778:95//AB018335 
F-NT2RH1000132//Homo sapiens NADH: ubiquinone oxido 
reductase NDUFS6 subunit mRNA, nuclear gene encodi 
ng mitochondrial protein, complete cds. //I. le-90:4 
48: 97//AF044959 

F-NT2RM1000153//Human NotI linking clone 924A081D, 
genomic survey sequence. 115. 9e-07: 66: 96//U49890 
F-NT2RM1000186//Hamo sapiens clone 23763 unknown m 
RNA, partial cds. //0. 025: 126: 70//AF007155 
F-NT2RM1000187//CITBI -E1-2510J4.TR CITBI-E1 Homo s 
apiens genomic clone 2510J4, genomic survey sequen 
ce. //I. le-05: 56: 98//AQ261184 
F-NT2RM1000199//Mouse mRNA for seizure- related gen 
e product 6 type 2 precursor, complete cds.//1.6e- 
38:711:65//D64009 
F-NT2RM1000242 

F-NT2RM1000244//HS_2229_A1_C04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2229 Col =7 Row=E, genomic survey sequenc 
e. //2. Oe-13: 95: 95//AQ298474 
F-NT2RM1000252//Homo sapiens chromosome 17, clone 
hRPK. 206JL20, complete sequence. 110. 023: 225: 61//A 
C006070 

F-NT2RM1000256//Caenorhabditis elegans cosmid F22B 
3, compl ete sequence. IIS. 5e-24: 473: 64//Z68336 
F-NT2RM1000257//Homo sapiens HAG0H mRNA, complete 
cds. 116. 4e-69: 455: 85//AF035940 
F-NT2RM1000260//Human mRNA for KIAA0130 gene, comp 
lete cds.//6.5e-57:460:80//D50920 
F-NT2RM1000271 
F-NT2RM1000272 

F-NT2RM1000280//Bos gaums vacuolar H-ATPase subun 
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it D (VATD) mRNA, complete cds.//6.7e-97:430:92//U 
11927 

F-NT2RM1000300//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 92N15, WORKING DRAFT SE 
QUENCE. III. le-96: 170: 100//Z93097 
F-NT2RM1000314//Human mRNA for RIAA0159 gene, comp 
1 ete cds. //8. le- 1 27: 708: 92//D63880 
F-NT2RM1000318//Bomo sapiens mRNA for ribosomal pr 
otein L39, complete cds.//5.7e-34: 182: 99//D79205 
F-NT2RM1000341//Homo sapiens full length insert cD 10 
NA clone YP1 1F06. //1 . 3e- 100: 504: 97//AF085879 
F-NT2RM10OO354//HSJ00LBl_EO6_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2001 Col =11 Row=J, genomic surveysequenc 
e.//1.6e-ll:201:73//AQ218494 
F-NT2RM1000355//Hus musculus E25B protein mRNA, co 
mplete cds. //I. 8e-77: 578: 82//U76253 
F-NT2RM1000365//Homo sapiens clone DJ0098022, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //9.4e-113: 3 
67: 97//AC004821 20 
F-NT2RM1000377//H. sapiens mRNA for MAP kinase phos 
phatase 4. //6. le-14: 362: 62//Y08302 
F-NT2RM1000388//Azospirillum brasilense lateral fl 
agellin (lafl) gene, complete cds.//1.0:482:58//U2 
6679 

F-NT2RM1000394//M. musculus mRNA for hi stone H3.3A. 

//I . 7e-94: 549: 89//Z85979 

F-NT2RM1000399 

F-NT2RM1000421//HS_2213_B1_E01_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 30 
one Plate=2213 Col=l Row=J, genomic survey sequenc 
e. III. 6e-08: 195: 72//AQ032737 
F-NT2RM1000430//Homo sapiens erythroblast macropha 
ge protein EMP mRNA, complete cds.//3.7e-84:418:97 
//AF084928 

F-NT2RM1000499//Human mRNA for KIAA0167 gene, comp 
lete cds.//1.3e-35:525:69//D79989 
F-NT2RM1000539//Homo sapiens PAC clone DJ1194E14 f 
rom 7p21, complete sequence. //4. 6e- 73: 533: 83//AC00 
4993 40 
F-NT2RM1000553 

F-NT2RM1000555//Homo sapiens clone 24514 unknown m 
RNA. III. 3e- 1 10: 555: 97//AF070542 
F-NT2RM1000563//Homo sapiens clone DJ0742P04, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //1. 3e- 123: 4 
77: 100//AC004873 

F-NT2RM1000623//HS_2213JLE01_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2213 Col=l Row=J, genomic survey sequenc 
e. //8. 2e-06: 75: 89//AQ032737 50 
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F-NT2RH1000648//Halobium cutirubrum Lll, LI, L10 a 
nd LI 2 equivalent ribosomal protein gene cluster./ 
/1. 3e-06: 414: 61//X15078 

F-NT2RM1000661//Homo sapiens cap-binding protein 4 
EHP mRNA, complete cds. //9. 3e-54: 275: 97//AF047695 
F-NT2RM1000666//HSJ016_B2_H08JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2016 Col =16 Row=P, genomic surveysequenc 
e. 115. 7e- 13: 199: 73//AQ227865 
F-NT2RH1000669//Human DNA sequence from clone 281H 
8 on chromosome 6q25.1-25.3. Contains up to four n 
ovel genes, one with similarity to KIAA0323and wor 
m C30F12.1 and another with Ubi qui tin- Like protein 

gene SMT3 (thelatter in an intron of a novel gen 
e). Contains ESTs, STSs, GSSs, a putative CpG isla 
nd and genomic marker D6S1553, complete sequence./ 
12. 7e-94: 4 9 9:9 4//A L O 3 1 1 3 3 

F-NT 2RM1000672 

F-NT2RM1 0006 9 l//Homo s a p i 
ens HRIHFB2060 mRNA, part 
i a 1 cds. // 2. 2 e - 1 1 9 : 5 8 2 : 9 8 
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equence bases 1 . . 333303./ 
/O. 9 2:3 9 5:5 8//A J 011930 
F-NT 2RM1 000 7 7 0//Homo s a p i 
ens inosine monophosphate 

dehydrogenase type I I gen 
e, complete cds. // 2 . 1 e — 7 
0:4 0 7:9 2//L 3 9 2 1 0 
F-NT2RM 100077 2//Huma n Ch r 
omosome 3 pac pD J 70 i 1 1, W 
ORKING DRAFT SEQUENCE, 2 u 10 
nordered pieces. // 6 . 6 e — 3 
6:9 8:9 3//AC0 0 0 3 8 0 
F-NT2RM 100078 0//Huma n DNA 

for 5' terminal region o 
f LINE— 1 transposableelem 
ent clone CGL1-4. //9. 3 e-2 
2:1 2 6:9 9//X 5 2 2 3 3 
F-NT2RM 1 000781 //PI a smod iu 
m falciparum 3D7 chromoso 
me 12 PFYAC812 g e n o m i c s e q 20 
uence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 
//7. 1 e -0 9 : 5 4 0 : 5 9//AC0 0 4 1 5 
3 

F-NT2RM 1 00080 0//Mu s mu s c u 
lus m R N A for B-IND1 prote 
in.// 4. 0e-8 1 : 4 9 7 : 8 8//Z 9 7 2 
0 7 

F-NT2RM1000802 

F-NT2RM1000811//Homo sapiens AC133 antigen mRNA, c 30 
omplete cds. //3. 7e-63: 490: 84//AF027208 
F-NT2RM1000826//Homo sapiens clone 24514 unknown m 
RNA. 111. 2e-153: 749: 96//AF070542 
F-NT2RM1000829//HS_3047_A1 _A05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3047 Col =9 Row=A f genomic survey sequenc 
e. //0. 74: 215: 67//AQ099134 

F-NT2RM1000833//Canis familiaris sec61 homologue m 
RNA, complete cds.//5. le- 1 14: 683: 88//M96629 
F-NT2RM1000850//F.mbripes GSS sequence, clone 163 40 
A22aFll, genomic survey sequence. III. le-26: 279: 74/ 
/AL018762 

F-NT2RM1000852//Homo sapiens mRNA for ATP-dependen 
t RNA helicase, parti al.//9.3e- 148: 726: 97//AJ01084 
0 

F-NT2RM1000857//Rattus norvegicus gene for cytochr 
ome P450/6 beta B, exon 2. HQ. 97: 124: 65//AB008378 
F-NT2RH1000867//H. sapiens DNA sequence surrounding 
NotI site, clone NRLA143D.//1.2e-31:172:98//X9583 
4 50 
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F-NT2RM1000874//Homo sapiens KE05 protein mRNA, co 
mpl ete cds. 112. 8e- 131 : 632: 97//AF064605 
F-NT2RM1000882//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ519ol3 containing human gene for ferrit 
in heavy chain (FTH), complete sequence. //1.2e-98: 
214:99//AC004228 

F-NT2RM1000883//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds.//2.7e-156:762:97//AF 
082516 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds.//2.0e-17:310:67//AB014561 
F-NT2RH1000894//Mus musculus second largest subuni 
t of RNA polymerase I(RPA2) mRNA, complete cds.// 
3. 2e-95: 469: 83//D58280 
F-NT2RM1000898 

F-NT2RH1000905//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 466N1, WORKING DRAFT SE 
QUENCE. III. 8e-74: 188: 98//Z97630 
F-NT2RM1000924//Homo sapiens clone DJ0742P04, WORK 
ING DRAFT SEQUENCE, 6unordered pieces.//5.7e-148:6 
01:98//AC004873 

F-NT2RM1000927//Homo sapiens clone DJ0647C14, WORK 
ING DRAFT SEQUENCE, 21unordered pieces. 110. 071: 39 
2:60//AC004846 

F-NT2RM1000962//H. sapiens CpG island DNA genomic M 
sel fragment, clone 140dl, forward read cpgHOdl.f 
tla. //4. le-35: 187: 99//Z56803 
F-NT2RM1000978//Homo sapiens Chromosome 15q22.3-23 
PAC 88m3, WORKING DRAFT SEQUENCE, 2 ordered piece 
s. III. le-23: 266: 77//AC005959 
F-NT2RM1001003//Homo sapiens alpha-catenin-like pr 
oteinmRNA, complete cds.//4.0e-160:760:98//U97067 
F-NT2RM1001008//Kaposi's sarcoma- associated herpes 
-like virus 0RF73 homolog gene, complete cds.//1.7 
e-ll:602:61//U52064 

F-NT2RM1001043//Human DNA sequence from PAC 27K14 
on chromosome Xpll.3-Xpll.4. Contains monoamine ox 
idase B (MAOB), ESTs and polymorphic CA repeats.// 
3.9e-93:645:86//Z95125 

F-NT2RM1001044//S.pombe chromosome III cosmid c32 
0. //0. 90: 128: 66//AL022245 

F-NT2RM1001059//Homo sapiens chromosome 5, Bac clo 
ne 58gl4 (LBNL H76), complete sequence. //3.8e-53: 2 
61:80//AC005915 

F-NT2RM1001066//CIT-HSP-2172N17.TF CIT-HSP Homo sa 
piens genomic clone 2172N17, genomic survey sequen 
ce.//0.64:285:59//B94391 

F-NT2RM1001072//HSJ115J1_D07_T7 CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3115 Col=13 Row=H, genomic surveysequenc 
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e. //7. 3e-23: 140: 95//AQ147905 
F-NT2RM1001074//Homo sapiens chromosome 19, cosmid 
F20489, complete sequence. //5.0e- 50: 186: 98//AC005 
263 

F-NT2RM1001082//Sequence 1 from Patent W09718303. / 
/2. le-144: 736: 95//A62731 

F-NT2RM1001085//CIT-HSP-2310F21.TR CIT-HSP Homo sa 
pi ens genomic clone 2310F21, genomic survey sequen 
ce. //8. 8e-45: 235: 97//AQ020757 

F-NT2RM1001092//HS_3055_Bl_CO5_MF CIT Approved Hum 10 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3055 Col =9 Row=N, genomic survey sequenc 
e.//l.le-89:471:95//AQ155489 
F-NT2RM1001102//Human HEM45 mRNA, complete cds.// 
1.2e-28:482:63//U88964 

F-NT2RM1001105//Homo sapiens hREDl gene, exon 1 
(5' UTR) . //0. 0014: 349: 61//Z95973 
F-NT2RM1001112//Homo sapiens chromosome 19, cosmid 
R34094, complete sequence. //0. 060: 429: 58//AC00467 
8 20 
F-NT2RM1001115//Plasmodium falciparum merozoite su 
rface protein 3 (MSP- 3) gene, partial cds. //0. 93:1 
56: 62//AF024624 

F-NT2RM1001139//Homo sapiens chromosome 19, fosmid 
37502, complete sequence. //1. 2e-l 0:466: 59//AC0047 
55 

F-NT2RH2000006//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 796F18, WORKING DRAFT S 
EQUENCE. //5. 3e-150: 724: 98//AL031291 
F-NT2RM2000013//D.melanogaster DmRP128 gene for RN 30 
A polymerase III second- largest subunit.//1.5e-58: 
749: 69//X58826 

F-NT2RM2000030//Homo sapiens clone DJ0708P22, WORK 
ING DRAFT SEQUENCE, llunordered pieces. //2. le-97: 2 
70: 77//AC004863 

F-NT2RM2000032//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. U\, 9e-25: 172: 76//AL034379 
F-NT2RM2000042//Human DNA sequence from cosmid U55 
E4, between markers DXS6791 and DXS8038 on chromos 40 
ome X contains ESTs.//5.0e-05:325:65//Z73418 
F-NT2RM2000092//Homo sapiens (D8S321 locus) DNA se 
quence, tetranucl eoti de repeat polymorph! sm.//0. 6 
3:117:68//L12269 

F-NT2RM2000093//Mus musculus major histocompatibil 
ity locus class III regions Hsc70t gene, partial c 
ds; smRNP, G7A, NG23, HutS homolog, CLCP, NG24, NG 
25, and NG26 genes, complete cds; and unknown gene 
s. //0. 38: 312: 62//AF109905 

F-NT2RM2000101 50 
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F-NT2RM2000124//Mouse cAMP- dependent protein kinas 
e catalytic subunit mRNA, complete cds. //3. 8e-58: 2 
97:97//M12303 

F-NT2RM2000191//Homo sapiens cGMP phosphodiesteras 
e A2 (PDE9A) mRNA, complete cds.//3.8e-138:653:98/ 
/AF067224 

F-NT2RM2000192//CIT-HSP-2172B3.TF CIT-HSP Homo sap 
iens genomic clone 2172B3, genomic survey sequenc 
e. //2.2e-33: 191: 95//B93289 

F-NT2RM2000239//F.rubripes GSS sequence, clone 156 
P04aG12, genomic survey sequence. //8.9e-44: 445: 69/ 
/AL018549 

F-nnnnnnnnnnnn//Homo sapiens fibroblast growth fac 
tor 18 (FGF18) mRNA, complete cds. //0. 00020: 380: 61 
//AF075292 

F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 pro 
tein, complete cds. //3. le- 128: 615: 98//AB01 1162 
F-NT2RM2000259//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 310013, WORKING DRAFT S 
EQUENCE. //0. 0013: 305: 63//AL031658 
F-NT2RM2000260//Mus musculus WW domain binding pro 
tein 15 mRNA, partialsequence.//3.0e-14:645:61//AF 
073934 

F-NT2RM2000287//*** SEQUENCING IN PROGRESS *** EPM 
1/APECED region of chromosome 21, clones A68E8, Bl 
27P21, B173L3, B23N8, C1242C9, C579E2, A70B6, B159 
G9, B175D10, B52C10, C124G1 Note: Sequencing in th 
is region has been discontinued by the Stanford Hu 
man Genome Center, WORKING DRAFT SEQUENCE, 50 unor 
dered pi eces. //1 . 3e- 1 1 : 96: 86//AC003656 
F-NT2RM2000322//Human DNA sequence from clone 612B 
18 on chromosome lq24-25. 3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Islan 
d, complete sequence. //8. 5e- 115: 233: 97//AL031864 
F-NT2RH2000359//Homo sapiens mRNA for KIAA0560 pro 
tein, complete cds. //8. 8e- 175: 805: 99//AB01 1132 
F-NT2RM2000363//RPCI11-90B10.TJ RPCI11 Homo sapien 
s genomic clone R-90B10, genomic survey sequence./ 
/6. 7e-15:96:98//AQ285300 

F-NT2RM2000368//Homo sapiens protein kinase C-bind 
ing protein RACK7 mRNA, partial cds.//l. 2e-94:599: 
86//U48251 

F-NT2RM2000371//RPCI 11-5714. TJ RPCI11 Homo sapiens 
genomic clone R-571 4, genomic survey sequence. //I. 
le-52:312:91//AQ083343 

F-NT2RM2000374//M. musculus nodal gene, a TGF-beta 
-like gene. //6.7e-31: 196: 91//X70514 
F-NT2RM2000395//Leishmania major chromosome 1, com 
plete sequence. //0. 99: 345: 58//AE001274 
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F-NT2RM2000402//Arabi dopsi s thai i ana BAC T19D16 ge 
nomlc sequence. III. le-23: 414: 63//U95973 
F-NT2RM2000407//Mus musculus semaphorin Via mRNA, 
compl ete cds. Ill . 4e- 131 : 439: 88//AF030430 
F-NT2RM2000420//HS_3063J2J11_MF CIT Approved Hun 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3063 Col =22 Row=L ( genomic surveysequenc 
e. //3. 2e-25: 154: 95//AQ103204 
F-NT2RM2000422//Rat orphan transporter v7-3 (NTT7 
3) mRNA, compl ete cds. Ill . 7e- 128: 782: 86//L22022 10 
F-NT2RM2000452//HS_3009_B2_DG5JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3009 Col =10 Row=H, genomic surveysequenc 
e. //I. 2e-16: 122: 90//AQ130794 
F-NT2RM2000469//HS_2019JU_G02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2019 Col =3 Row=M, genomic survey sequenc 
e. //9. 6e-22: 176: 85//AQ229041 
F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 pro 
tein, partial cds.//7.5e-15:386:63//AB018290 20 
F-NT2RM2000502 

F-NT2RM2000504//Homo sapiens metal 1 oprotease 1 (MP 
1) mRNA, complete cds. //5. le-171: 824: 97//AF061243 
F-NT2RH2000522 
F-NT2RM2000540 

F-NT2RM2000556//Homo sapiens 12ql3.1 PAC RPCI5-105 
7120 (Roswell Park Cancer Institute Human PAC libr 
ary) compl ete sequence. III. 9e-42: 344: 82//AC004466 
F-NT2RM2000566//Homo sapiens integrin alpha-7 mRN 
A, complete cds. //2.8e- 154: 751: 97//AF072132 30 
F-NT2RM2000567//Pseudomonas aeruginosa enoyl-CoA h 
ydratase gene, partial cds; pilin biosynthetic prot 
ein (fimL) gene, complete cds; and unknowngene. // 
3.0e-06:664:58//AF083252 

F-NT2RM2000569//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 862K6, WORKING DRAFT SE 
QUENCE. //1.3e-15: 348: 67//AL031681 
F-NT2RM2000577//RPCI11-43G22.TJ RPCI11 Homo sapien 
s genomic clone R-43G22, genomic survey sequence./ 
/1.6e-14: 155: 80//AQ199391 40 
F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 pro 
tein, complete cds.//5.4e-174:820:98//D86987 
F-NT2RM2000588//Homo sapiens 12ql3. 1 PAC RPCI5-105 
7120 (Roswell Park Cancer Institute Human PAC libr 
ary) complete sequence. //l.le-60: 344: 82//AC004466 
F-NT2RM2000594//Mus musculus DNA cytosine-5 methyl 
transferase 3B1 (Dnmt3b) mRNA, alternatively splic 
ed, compl ete cds. //4. 9e- 1 18: 761 : 85//AF068626 
F-NT2RM2000599//0.sativa osr40g3 gene. //0. 30: 585: 5 
6//Y08988 50 



%ffl 2002-191363 
3280 

F-NT2RM2000609 

F-NT2RM2000612//Rattus norvegicus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 

ompl ete cds. 111. 8e- 102: 709: 83//D35776 

F-NT2RM2000623//Hoao sapiens chromosome 19, cosmid 
F19847, complete sequence. //3.4e- 17: 450: 65//AC005 

952 

F-NT2RM2000624 
2.9e-06:231:64//Z82061 

F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds.//6.3e-142:664:98//AB018272 
F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 pro 
tein, partial cds.//7.4e-138:664:98//AB014558 
F-NT2RM2000639//RPCI 1 1-69E5. TJ RPCI11 Homo sapiens 
genomic clone R-69E5, genomic survey sequence. //3. 
7e- 14 : 97: 97//AQ267491 

F-NT2RM2000649//Homo sapiens mRNA for KIAA0676 pro 
tein, partial cds.//l. le-167: 518: 99//AB014576 
F-NT2RM2000669 

F-NT2RM2000691//Homo sapiens chromosome 2 clone 10 
1B6 map 2pll, compl etesequence.//l. le-106: 748: 82// 
AC002038 

F-NT2RM2000714//Human mRNA for KIAA0231 gene, part 
ial cds.//6.8e-49:748:64//D86984 
F-NT2RH2000718//Homo sapiens HRIHFB2436 mRNA, part 
ial cds. III. 4e-124: 594: 98//AB015342 
F-NT2RM2000735//Human ZNF43 mRNA. //8. 4e- 1 1 1 : 756: 82 
//X59244 

F-NT2RM2000740//Mus musculus lymphocyte specific h 
elicase mRNA, compl etecds. //I. 3e- 14 1:815: 89//U2569 
1 

F-NT2RM2000795//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 439F8, WORKING DRAFT SE 
QUENCE. Il\. Oe-78: 723: 76//AL021392 
F-NT2RM2000821//Rat mRNA for beta C0P.//2.0e-150:8 
79: 88//X57228 

F-NT2RM2000837//Homo sapiens BAC clone GS214N13 fr 
om 7pl4-pl5, completesequence.//l.le-05:361:62//AC 
005017 

F-NT2RM2000951//Homo sapiens XYLB mRNA for xylulok 
inase, complete cds.//8.7e-184:847:99//AB015046 
F-NT2RM2000952 

F-NT2RM2000984//Mus musculus major histocompatibil 
ity locus class III regions Hsc70t gene, partial c 
ds; smRNP, G7A, NG23, MutS homolog, CLCP, NG24, NG 
25, and NG26 genes, complete cds; and unknown gene 
s. 111. 6e-41: 239: 76//AF109905 
F-NT2RM2001004//CIT-HSP-2333N18.TR CIT-HSP Homo sa 
pi ens genomic clone 2333N18, genomic survey sequen 
ce. Il\. le-11: 298: 66//AQ035862 
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F-NT2RM2001035//Mus musculus mCAFl protein mRNA, c 
omplete cds. //1.4e-120: 627: 91//U21855 
F-NT2RM2001065//Mus musculus C0P9 complex subunit 
4 (C0PS4) mRNA, complete cds. //6.8e- 11 8:690: 88//AF 
071314 

F-NT2RM2001100//Homo sapiens clone DJ0742P04, WORK 
ING DRAFT SEQUENCE, 6unordered pieces.//2.3e-145:6 
14:99//AC004873 

F-NT2RM20Q1105//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 50024, WORKING DRAFT SE 10 

QUENCE. III. 7e-95: 461 : 99//AL034380 

F-NT2RM2001131//Kaposi's sarcoma- associated herpes 

-like virus 0RF73 homolog gene, complete cds.//7.2 

e-24:726:62//U52064 

F-NT2RM2001141 

F-NT2RM2001152//Homo sapiens DNA sequence from PAC 
93L7 on chromosome Xq21. Contains part of the CHH 
(TCD, REP1) gene coding for RAB Escort protein 1 
(REP-1, RAB proteins geranylgeranyl transferase com 
ponent A 1, Choroideraemia protein, Tapetochoroida 20 
1 Dystrophy (TCD) protein). Contains ESTs and an S 
TS, compl ete sequence. //0. 98: 300: 62//AL022401 
F-NT2RM2001177//Homo sapiens clone NH0313P13, WORK 
ING DRAFT SEQUENCE, 15unordered pieces. //1.2e- 147: 
741:96//AC005488 

F-NT2RM2001194//Suid herpesvirus 1 UL5 gene, parti 
al cds, UL6 and UL7 genes, complete cds, UL8 gene, 
parti al cds. //0. 026: 408: 59//U66829 
F-NT2RM2001196//Homo sapiens clone DJ1173I20, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //2.2e- 135: 6 30 
27:98//AC004987 

F-NT2RM2001201//Mus musculus clone 0ST431, genomic 
survey sequence. //6. le-80: 503: 86//AF046700 
F-NT2RM2001221//Chimpanzee (P.paniscus) involucri 
n, compl ete cds. 110. 53: 670: 55//M26514 
F-NT2RM2001238//Rat glutaminase mRNA, complete cd 
s. //3. 4e- 128: 719: 90//M65150 
F-NT2RM2001243 

F-NT2RM2001247//CITBI -E1-2521M18.TR CITBI-E1 Homo 

sapiens genomic clone2521M18, genomic survey seque 40 

nee. //0. 001 1 : 274: 59//AQ276184 

F-NT2RM2001256//H. musculus mRNA for 200 kD protei 

n.//2.3e- 129: 742:90/7X80169 

F-NT2RM2001291//CIT-HSP-2010I15.TR CIT-HSP Homo sa 

pi ens genomic clone 2010115, genomic survey sequen 

ce.//4,6e-09:156:72//B57734 

F-NT2RM2001306//RPCI 11-2815. TP RPCI-11 Homo sapien 

s genomic clone RPCI- 11-281 5, genomic survey seque 

nce.//0.069:234:64//B84850 

F-NT2RM2001312//Homo sapiens chromosome 17, clone 50 
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hRPK. 142 JJ9, complete sequence. III. le-22: 111: 81/ 
/AC005919 

F-NT2RM2001319//Borrelia burgdorferi (section 4 of 
70) of the complete genome. //0. 99: 340: 58//AE001 11 

8 

F-NT2RM2001324//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 209H1, WORKING DRAFT SE 
QUENCE. 113. 7e-44: 340: 85//Z84465 
F-NT2RM2001345//HS_3005JU02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3005 Col =3 Row=A, genomic survey sequenc 
e. //0. 042: 290: 58//AQ089514 

F-NT2RM2001360//Human HeLa mRNA isolated as a fals 
e positive in a two-hybrid-screen.//5.0e-60:365:87 
//U56429 

F-NT2RM2001370//Homo sapiens PAC clone DJ0815D20 f 
rom 7pll-pl3, completesequence.//0.98:415:58//AC00 
4899 

F-NT2RM2001393//Homo sapiens Chromosome 22qll.2 PA 
C Clone pjnll In BCRL2-GGT Region, complete sequen 
ce. //4. Oe-54: 394: 75//AC004033 
F-NT2RM2001420//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 349A12, WORKING DRAFT S 
EQUENCE. 111. 8e-169: 789: 99//AL033520 
F-NT2RM2001424//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. 111. le-96: 453: 99//AJ007509 
F-NT2RM2001499//Rattus norvegicus mRNA for cationi 
c amino acid transporter 3, complete cds.//7. le-9 
1:601:83//AB000113 

F-NT2RM2001504//Homo sapiens chromosome 19, cosmid 
R30017, compl ete sequence. 110. 81 : 200: 69//AC005624 
F-NT2RM2001524//Arabidopsis thai i ana DNA chromosom 
e 4, ESSA I AP2 contigfragment No. 2.//3.8e-16:31 
6: 65//Z99708 
F-NT2RM2001544 

F-NT2RM2001547//Caenorhabditis elegans cosmid Y47H 
9C, complete sequence. //3.3e-24: 318: 67//AL032657 
F-NT2RM2001575//Human 52-kD ribonucleoprotein Ro/S 
SA mRNA, compl ete cds. 112. le-26: 582: 64//M34551 
F-NT2RM2001582//H. musculus red-1 gene.//1.4e-102:5 
81:90//X92750 

F-NT2RM2001588//Homo sapiens KIAA0442 mRNA, partia 
1 cds. 111. Oe- 10: 282: 65//AB007902 
F- NT2RM200 1 592//Rattus norvegicus rexo70 mRNA, com 
pi ete cds. 119. 6e-131: 736: 90//AF032667 
F-NT2RM2001605//RBP2=retinoblastoma binding protei 
n 2 [human, Nalm-6 pre-B cell leukemia, mRNA, 6455 
nt] . 112. 3e-85: 749: 75//S66431 
F-NT2RM2001613//Rattus rattus sec61 homologue mRN 
A, compl ete cds. I IB. 6e- 118: 779: 85//M96630 
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F-NT2RM2001632//Homo sapiens PAC clone DJ0740D02 f 
rom 7pl4-pl5 t completesequence.//1.5e-50:561:7l//A 
C004691 

F-NT2RM2001635//Homo sapiens mRNA for KIAA0618 pro 
tein, complete cds. 119. 2e-153: 740: 98//AB014518 
F-NT2RM2001637//F.rubripes GSS sequence, clone 155 
D22bD8, genomi c surveysequence. Ill, 5e- 13: 224: 64//Z 
91020 

F-NT2RM2001641//CIT-HSP-2347F23.TF CIT-HSP Homo sa 
piens genomic clone 2347F23, genomic survey sequen 10 
ce. Ill . 3e-67: 340: 98//AQ060913 
F-NT2RH2001648//Canis familiaris sec61 homologue m 
RNA, complete cds.//L4e-110:459:89//M96629 
F-NT2RM2001652//B6s taurus guanine nucleotide-exch 
ange protein (ARF-GEP1) mRNA, complete cds.//1.2e- 
153:807: 93//AF023451 

F-NT2RM2001659//nbxb0002cE07f CUGI Rice BAG Librar 
y Oryza sativa genomi ccl one nbxb0002J13f, genomic 
survey sequence. //I. 0: 485: 56//AQ051653 
F-NT2RM2001664//flomo sapiens IkappaB kinase comple 20 
x associated protein (IKAP) mRNA, complete cds.// 
3. 7e- 172: 802: 99//AF044195 
F-NT2RM2001668 

F-NT2RM2001670//Homo sapiens complete genomic sequ 
ence between D16S3070and D16S3275, containing Fami 
lial Mediterranean Fever gene disease. //3.2e- 18: 27 
9:70//AJ003147 

F-NT2RM2001671//0iyctolagus cuniculus sarcolemmal 
associated protein-3 mRNA, complete cds.//1.6e-13 
7:683:94//U21157 30 
F-NT2RM2001675//RPCI11-51J16.TJ RPCI11 Homo sapien 
s genomic clone R-51J16, genomic survey sequence./ 
/1. 0: 394: 58//AQ053677 

F-NT2RM2001681//Arabidopsis thaliana DNA chromosom 
e 4, BAC clone T805 (ESSAII proj ect) . //0. 87: 220: 61 
//AL021890 

F-NT2RM2001688//B. parapertussis bvg locus (transcr 
iption regulators of virulence factors) with bvgA 
and bvgS genes. //1.0: 286: 62//X52948 
F-NT2RM2001695//CIT-HSP-345H13.TVB CIT-HSP Homo sa 40 
piens genomic clone 345H13, genomic survey sequenc 
e.//3.2e-53:241:82//B59854 

F-NT2RM2001696//Mouse DNA with homology to EBV IR3 
repeat, segment 2, clone Mu2.//1. 2e-05: 306: 58//H1 
0668 

F-NT2RM2001698//Homo sapiens DNA sequence from PAC 
163M9 on chromosome lp35. l-p36. 21. Contains prote 

in synthesis factor (eIF-4C), D1F15S1A pseudogene, 
ESTs, STS, GSS, complete sequence. //6. 0e-06: 548: 5 

9//AL021920 50 
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F-NT2RM2001699//HSJ195J2J01J7 CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3195 Col =2 Row=H, genomic survey sequenc 
e. //2. 7e-07: 322: 61//AQ189056 
F-NT2RM2001700//Mycobacterium tuberculosis H37Rv c 
omplete genome; segment 109/162. //7.8e-05: 354: 58// 
Z95556 

F-NT2RM2001706//Homo sapiens chromosome Xp22-67-6 
8, WORKING DRAFT SEQUENCE, 99 unordered pieces.// 
7.5e-42:335:81//AC004469 
F-NT2RM2001716 

F-NT2RM2001718//Drosophila melanogaster DNA sequen 
ce (PI DS04106 (D172)), complete sequence. //4.2e-0 
8: 536: 58//AC004290 

F-NT2RM2001723//Homo sapiens clone 23770 mRNA sequ 
ence. III. 4e-26: 163: 95//AF052123 
F-NT2RM2001727//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds.//6.2e-lll:530:98//AB007931 
F-NT2RM2001730//Homo sapiens chromosome 21 PAC RPC 
IP704E14135Q2. //3. le-102: 248: 95//AJ010598 
F-NT2RM2001743 

F-NT2RM2001753//Caenorhabditis elegans cosmid F45E 
6, complete sequence. //0. 11: 138: 66//Z68117 
F-NT2RM2001760//Canis familiaris sec61 homologue m 
RNA, complete cds.//9.4e-100:418:88//M96629 
F-NT2RM2001768//HS_3064J2J^04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col=8 Row=B, genomic survey sequenc 
e.//3. le-28:153: 100//AQ136993 
F-NT2RM2001771//Homo sapiens chromosome 19, BAC CI 
T-B-3931 15 (BC301323) , complete sequence. Ill . 3e-66: ' 
680:72//AC006116 
F-NT2RM2001782 

F-NT2RM2001784//Bovine herpesvirus type 1 (Cooper) 
DNA (30 kb).//0.027:384:60//Z48053 
F-NT2RM2001785//Homo sapiens chromosome 11, BAC CI 
T-HSP-311e8 (BC269730) containing the hFENl gene, c 
ompl ete sequence. Ill . 6e- 18: 229: 65//AC004770 
F-NT2RM2001797//HSJ045JUJ)01_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3045 Col=l Row=G, genomic survey sequenc 
e. //1. 4e-74: 381: 97//AQ129456 
F-NT2RM2001800 

F-NT2RM2001803//Homo sapiens IkappaB kinase comple 
x associated protein (IKAP) mRNA, complete cds.// 
8. 3e-178: 827: 99//AF044195 

F-NT2RM2001805//Malus domestica leucine-rich recep 
tor-like protein kinase (LRPKml) gene, 5' flanking 
region and 5* UTR. //1 . 0: 290: 58//AF053126 
F-NT2RM2001813//CIT-HSP-2169F21.TR CIT-HSP Homo sa 
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piens genomic clone 2169F21, genomic survey sequen 
ce. //3. 3e-16: 109: 95//B89870 
F-NT2RM2001823//Drosophila mel anogaster DNA sequen 
ce (PI DS07049 (D133)), complete sequence. //5. 8e-6 
2:819:68//AC004274 

F-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, 
complete cds. //3. 6e-131: 738: 90//AF013759 
F-NT2RM2001840//Bomo sapiens chromosome 17, clone 
297N7, complete sequence. //I. le- 57: 422: 79//AC00234 
7 10 
F-NT2RM2001855//HS_3224_A1_H07JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3224 Col =13 Row=0, genomic surveysequenc 
e. //0. 00012: 68: 91//AQ205285 
F-NT2RM2001867//Human DNA sequence from clone 889N 
15 on chromosome Xq22. 1-22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cor 
tical Thymocyte Marker CTX, the possibly alternati 
vely spliced gene for 26S Proteasome subunit p28 
(Ankyrin repeat protein), a novel geneand exons 36 20 
through 45 of the C0L4A6 for Collagen Alpha 6(1 
V). ContainsESTs, STSs, CSSs and a putative CpG is 
1 and, compl ete sequence. //0. 068: 102: 70//AL031 177 
F-NT2RM2001879//Human DNA sequence from cosmid c07 
2E5, between markers DXS366 and DXS87 on chromosom 
e X.//0. 0029: 500: 59//Z68328 
F-NT2RH2001886//Homo sapiens mRNA for KIAA0710 pro 
tein, complete cds.//1.9e-187:866:97//AB014610 
F-NT2RM2001896//S.cerevisiae chromosome III compl e 
te DNA sequence. //8. 6e-30: 613: 63//X59720 30 
F-NT2RM2001903//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds.//2.9e-176:859:97//AB007931 
F-NT2RM2001930//M. musculus mRNA for semaphorin G./ 
/4. 7e- 1 17: 730: 85//X97818 

F-NT2RM2001935//Sequence 11 from Patent W09610637. 
//1.0:356:60//A50028 

F-NT2RM2001936//Homo sapiens clone 614 unknown mRN 
A, compl ete sequence. //6. 9e- 138: 653: 98//AF091080 
F-NT2RM2001950//RPCI 1 1-24L12. TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-24L12, genomic survey seq 40 
uence. //2. 7e-19: 188: 81//B86700 
F-NT2RM2001982//Arabidopsis thai i ana chromosome II 
BAC T24I21 genomic sequence, complete sequence.// 
0.42: 179: 65//AC005825 

F-NT2RM2001983//Homo sapiens RGS-GAIP interacting 
protein GIPC mRNA, complete cds. //3.8e- 20: 123:98// 
AF089816 

F-NT2RM2001989//Sequence 3 from patent US 5747317. 
//1.9e-167:786:98//AR004981 

F-NT2RM2001997//Human HepG2 partial cDNA, clone ho 50 
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dlb08m5. //9. 6e-25: 160: 95//D16955 
F-NT2RM2001998//Homo sapiens DNA, chromosome 21q2 
2.2, PAC clone 25P16 complete sequence, encoding c 
arbonyl reductase and carbonyl reductase 3 (compl e 
te cds).//0.88:380:60//AB003151 
F-NT2RM2002004//Human Chromosome X, complete seque 
nee. //5. Oe-88: 831: 77//AC002407 
F-NT2RH2002014 

F-NT2RM2002030//Mus musculus gl utamine: fructose- 6- 
phosphate ami dotransf erase mRNA, complete cds. //I. 
5e-89: 822: 74//U00932 

F-NT2RM2002049//Bovine elastin mRNA, partial cds./ 

/8. 8e-ll: 125: 81//M26132 

F-NT2RM2002055 

F-NT2RM2002088//Mus musculus WW domain binding pro 
tein 17 mRNA, partialsequence.//1.4e-15:421:63//AF 
073936 

F-NT2R«2002091//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 50024, WORKING DRAFT SE 
QUENCE. //4. 6e-160: 771: 98//AL034380 
F-NT2RM2002100//Homo sapiens mRNA for ATP-dependen 
t RNA helicase, parti al.//7.7e- 164: 776: 98//AJ01084 
0 

F-NT2RM2002109//Homo sapiens glioma amplified on c 
hromosome 1 protein (GAC1) mRNA, complete cds.//2. 
4e-143: 684: 98//AF030435 

F-NT2RM2002128//Mesocricetus auratus guanine nucle 
otide- binding proteinbeta 5 (Cnb5) mRNA, complete 
cds.//7.0e-27:330:73//U13152 
F-NT2RH2002142//Danio rerio gastrulation specific 
(G12) mRNA, complete cds.//6.3e-10: 135: 80//U27121 
F-NT2RM2002145//Homo sapiens erythroblast macropha 
ge protein EHP mRNA, complete cds.//4.2e-143:800:9 
2//AF084928 

F-NT2RH2002178//Homo sapiens mRNA for KIAA0467 pro 
tein, partial cds.//5.2e-164:787:97//AB007936 
F-NT2RM2002580//Drosophila mel anogaster DNA sequen 
ce (PI DS02110 (D147)), complete sequence. //7.4e-l 
3: 337: 62//AC004423 

F-NT2RM4000024//D. mel anogaster DmRP128 gene for RN 
A polymerase III second- largest subunit. //1.2e-62: 
801:70//X58826 

F-NT2RM4000027//Caenorhabditis elegans cosmid F09E 
5. //0. 36: 336: 60//U37429 

F-NT2RH4000030//H. sapiens CpG island DNA genomic H 
sel fragment, clone 56hl0, forward read cpg56hl0. f 
tla.//9.3e-22:127: 100//Z55685 
F-NT2RM4000046//Curcuitita maxima 25S - 18S rDNA i 
ntergenic spacer. //4. le-05: 386: 60//X13059 
F-NT2RM4000061 
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F-NT2RM4000085//B.taurus mRNA for nuclear DNA heli 
case I I . //I . 9e- 10: 485: 59//X82829 
F-NT2RM4000086 

F-NT2RM4000104//Homo sapiens chromosome 16 zinc fi 
nger protein ZNF210 (ZNF210) mRNA, complete cds.// 
4.2e-23:345:69//AF060865 

F-NT2RH4000139//R.norvegicus trg mRNA.//1.4e-56:70 
8:69//X68101 

F-NT2RM4000155//CIT-HSP-2282N15.TR CIT-HSP Homo sa 

pi ens genomic clone 2282N15, genomic survey sequen 10 

ce. //3. Oe-09: 88: 90//AQ000070 

F-NT2RM4000156//H. sapiens HPBRII-7 gene. //2.0e-21: 

586:60//X67336 

F-NT2RM4000167//Mouse kif4 mRNA for microtubule-ba 
sed motor protein KIF4, complete cds.//2.7e-143:81 
0:90//D12646 

F-NT2RM4000169//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQD 
ENCE, 9 unordered pieces. //0. 0054: 746: 57//AC004157 
F-NT2RM4000191//Mus musculus cathepsin S (CatS) ge 20 
ne, promoter region and exons 1 and 2. //0. 00018: 46 
8:60//AF051726 
F-NT2RM4000197 

F-NT2RM4000199//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 620E11, WORKING DRAFT S 
EQUENCE. //0. 67: 461 : 60//AL031667 
F-NT2RM4000200 

F-NT2RM4000202//H. sapiens CpC island DNA genomic M 
sel fragment, clone 34c2, forward read cpg34c2.ftl 
a. //1 . 7e-27: 190: 90//Z65361 30 
F-NT2RM4000210//Homo sapiens mRNA for KIAA0712 pro 
tein, complete cds.//1.4e-182:856:98//AB018255 
F-NT2RM4000215//S.cerevisiae MAK16 protein gene, c 
omplete cds, and LTElprotein gene, 3' end.//3.1e-3 
1:731:62//J03852 

F-NT2RM4000229//Homo sapiens chromosome 10 clone C 
IT987SK-1144G6 map 10q25.1. complete sequence. //4. 
6e-102: 233: 94//AC005383 

F-NT2RM4000233//Mus musculus semaphorin Via mRNA, 
compl ete cds. //1 . 6e- 135: 835: 86//AF030430 40 
F-NT2RM4000244//RPCI11-24P15.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-24P15, genomic survey seq 
uence. //5. 5e-08: 422: 62//B86757 
F-NT2RM4000251//Mus musculus clone UWGC:mbac92 fro 
m 14D1-D2 (T-Cell Receptor Alpha Locus), complete 
sequence. //0. 98: 207: 60//AC005855 
F-NT2RM4000265//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ1081b4 containing human mRNA for T-cell 
glycoprotein CD6, complete sequence. //5.2e-41: 70 
7: 65//AC003689 50 
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F-NT2RM4000290//Human transducin-like enhancer pro 
tein (TLE3) mRNA, complete cds.//7.9e-153:609:93// 
H99438 

F-NT2RM4000324 

F-NT2RM4000327//Rattus norvegicus guanine nucleoti 

de binding protein beta 4 subunit mRNA, partial cd 

s.//3.9e-44:727:68//AF022085 

F-NT2RM4000344//Mus musculus ATP-dependent metal lo 

protease FtsHl mRNA, complete cds.//1.0e-143:801:9 

0//AF090430 

F-NT2RM4000349//Hus musculus clone 0ST431, genomic 
survey sequence. //6. le-80: 503: 86//AF046700 
F-NT2RM4000354//HS_2221 J2_C07JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2221 Col=14 Row=E, genomic surveysequenc 
e. //I. 0e-20: 180: 83//AQ253449 
F-NT2RM4000356 

F-NT2RH4000366//Homo sapiens mRNA for KIAA0642 pro 
tein, partial cds.//1.6e-133:628:99//AB014542 
F-NT2RM4000368//RPCI11-91B5.TJ RPCI11 Homo sapiens 
genomic clone R-91B5, genomic survey sequence. //5. 
0e-12:431:61//AQ283217 

F-NT2RM4000386//Mus musculus D0C4 (Doc4) mRNA, com 
pi ete cds. //7. 4e-86: 845: 72//AF059485 
F-NT2RH4000395//Saccharomyces cerevisiae chromosom 
e VI cosmid 9965.//2.5e-34: 767: 61//D44597 
F-NT2RM4000414//Homo sapiens XYLB mRNA for xylulok 
inase, complete cds.//1.5e-15:U4:94//AB015046 
F-NT2RM4000421 

F-NT2RM4000425//Homo sapiens chromosome 17, clone 
hRPK. 294 J_22, compl ete sequence. Ill . 5e-37: 295: 82/ 
/AC005921 

F-NT2RM4000433//Mus musculus retinoic acid-respons 
ive protein (Stra6) mRNA, complete cds.//3.9e-94:7 
40: 78//AF062476 

F-NT2RM4000457//CIT-HSP-2346B17.TR CIT-HSP Homo sa 
pi ens genomic clone 2346B17, genomic survey sequen 
ce.//l. 5e-22: 149: 92//AQ062111 
F-NT2RM4000471//Homo sapiens mRNA for putative tRN 
A spl i ci ng protei n, parti al . //1 . 3e- 76: 386: 97//AJ01 
0952 

F-NT2RM4000486//Homo sapiens mRNA, complete cds, c 
lone: RES4-22A, . //I . le-22: 356: 67//AB000459 
F-NT2RH4000496//Homo sapiens 12pl3.3 BAC RPCI 11-47 
6H19 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //0. 53: 198: 70//AC005908 
F-NT2RM4000511 
F-NT2RM4000514 

F-NT2RM4000515//CIT-HSP-2285L3.TR CIT-HSP Homo sap 
iens genomic clone 2285L3, genomic survey sequenc 
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e. //0. 0012: 200: 66//AQ000113 
F-NT2RM4000520 

F-NT2RM4000531//Human zinc finger protein 42 (MZF- 
1) mRNA, complete cds.//2.9e-31:732:64//M58297 
F-NT2RM4000532//HS_323LBLC05J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3231 Col =9 Row=F, genomic survey sequenc 
e.//1.3e-59:362:90//AQ192093 
F-NT2RM4000534 

F-NT2RM4000585//CITBI-E1-2508I18.TR CITBI-E1 Homo 10 
sapiens genomic clone2508I18, genomic survey seque 
nee. //I . le-34: 208: 93//AQ260706 
F-NT2RM4000590//CIT-HSP-2291M14.TF CIT-HSP Homo sa 
pi ens genomic clone 2291M14, genomic survey sequen 
ce. //8. 3e-34: 180: 99//AQ004125 
F-NT2RM4000595//Homo sapiens chromosome 17, clone 
hCIT. 131JL11, complete sequence. //1. 2e-09: 203: 66/ 
/AC005288 

F-NT2RM4000603//Human mRNA for KIAA0392 gene, part 
i al cds. IIS. 3e- 14: 305: 68//AB002390 20 
F-NT2RM4000611//CIT-HSP-2169F21.TR CIT-HSP Homo sa 
piens genomic clone 2169F21, genomic survey sequen 
ce. //8. 4e- 16: 109: 94//B89870 
F-NT2RM4000616//D.melanogaster mRNA for acetyl -CoA 
synthetase. III. 3e-59: 721: 68//Z46786 
F-NT2RM4000674 

F-NT2RM4000689//CIT-HSP-2381013.TF CIT-HSP Bono sa 
piens genomic clone 2381013, genomic survey sequen 
ce. 111. 6e-31: 174: 97//AQ110303 

F-NT2RM4000698 30 
F-NT2RM4000700 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA, partial cds.//l. le-89:744:77 
//AF022789 
F-NT2RM4000717 

F-NT2RM4000733//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. III. le-140: 299: 99//AL034379 
F-NT2RM4000734//Homo sapiens mRNA for KIAA0760 pro 
tein, partial cds. //3.8e- 158: 743: 98//AB0 18303 40 
F-NT2RM4000741 

F-NT2RM4000751//Human zinc finger protein 20 (ZNF2 
0) pentanucleotide repeat polymorphism. 111. le- 95: 7 
54: 77//M99593 
F-NT2RM4000764 

F-NT2RM4000778//Caenorhabditis elegans cosmid F36H 
12. //0. 30: 523: 60//AF078790 

F-NT2RM4000779//Homo sapiens mRNA for KIAA0451 pro 
tein, complete cds.//5.5e-172:810:98//AB007920 
F-NT2RM4000787//Human DNA sequence from PAC 370H22 50 
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on chromosome 22ql2-qter. contains GRB2 ADAPTOR L 
IKE PROTEIN, UBI QUI N0L- CYTOCHROME C REDUCTASE IR0 
N-SULFUR SUBUNIT PRECURSOR (UQCRFS1) exon, ESTs, S 
TS, CA repeat and CpG island. //0. 0057: 163: 69//Z822 
06 

F-NT2RM4000790//Homo sapiens chromosome 19, cosmid 
R27216, complete sequence. //6. 9e- 39: 237: 94//AC005 
306 

F-NT2RM4000795//Rattus norvegicus neuroligin 3 mRN 
A, complete cds. //5.9e-97: 857: 74//U41663 
F-NT2RM4000796//HSJ214_B1_F1LT7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3214 Col =21 Row=L, genomic surveysequenc 
e.//l.le-14:254:68//AQ175988 
F-NT2RM4000798//Bos taurus guanine nucleotide-exch 
ange protein (ARF-GEP1) mRNA, complete cds.//6.2e- 
78: 816: 72//AF023451 

F-n2RM4000813//Leishmania major glycoprotein 96-9 
2 (GP 96-92) gene, partial cds. 110. 33: 276: 63//M631 
09 

F-NT2RM4000820//, complete sequence. //2.6e- 142: 45 
0: 97//AC005406 

F-NT2RM4000833//Drosophila melanogaster DNA sequen 
ce (PI DS05273 (D80)), complete sequence. //1.9e-52: 
501:71//AC004373 

F-NT2RM4000848//Homo sapiens chromosome 17, clone 
hRPK. 167 _N_20, cranpl ete sequence. Ill . 0: 477: 56//AC0 
05940 

F-NT2RM4000852 

F-NT2RM4000855//Homo sapiens chromosome 17, clone 
hCIT.457_LJ6, complete sequence. //3.4e-29: 229: 83/ 
/AC003957 
F-NT2RM4000887 

F-NT2RH4000895//Homo sapiens HuUAPl mRNA for UDP-N 
-acetyl glucosamine pyrophosphorylase, complete cd 
s. //2. le-20: 407: 64//AB011004 
F-NT2RM4000950//Homo sapiens clone DJ0917G04, WORK 
ING DRAFT SEQUENCE, 35unordered pieces. 110. 41: 311: 
64//AC004929 

F-NT2RM4000971//RPCI11-53H3.TJ RPCI11 Homo sapiens 
genomic clone R-53H3, genomic survey sequence. III. 
0:208:64//AQ053735 

F-NT2RM4000979//Homo sapiens chromosome 17, clone 
hRPK. 642_C_21 , compl ete sequence. Ill . 3e- 19: 207: 78/ 
/AC005245 

F-NT2RM4000996//CITBI-E1-2506B10.TF CITBI-E1 Homo 
sapiens genomic clone2506B10, genomic survey seque 
nee. III. 4e-73: 361: 98//AQ263651 
F-NT2RH4001002//Homo sapiens mRNA for KIAA0729 pro 
tein. partial cds.//5. le- 170: 803: 98//AB018272 
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F- NT2RM400 1 0 1 6//Homo sapiens mRNA for KIAA0639 pro 
tein, partial cds.//3.3e-125:584:99//AB014539 
F-NT2RM4001032//Gallus gall us chicken brain factor 
-2 (CBF-2) mRNA, complete cds. //0. 00034: 777: 58//U4 
7276 

F-NT2RM4001047//M025 gene [mice, embryos, mRNA, 23 
22 nt] . //2. 5e-92: 776: 74//S51858 
F-NT2RM4001054//Canis familiaris sec61 homologue m 
RNA, compl ete cds. //3. le- 102: 859: 76//M96629 
F-NT2RM4001084//CIT-HSP-2330F9.TR CIT-HSP Homo sap 10 
iens genomic clone 2330F9, genomic survey sequenc 
e. //4. 6e-78: 379: 99//AQ044479 
F-NT2RM4001092//cSRL-71bl-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-71bl, genomic survey sequence. //Lie- 12: 15 
2: 75//B05776 
F-NT2RM4001116 

F-NT2RH4001140//Homo sapiens PAC clone DJ0964C11 f 
rom 7pl4-pl5, completesequence.//L9e-136:717:93// 
AC004593 20 
F-NT2RM4001151//Streptomyces antibioticus ATP-bind 
ing protein and membrane protein (oleC-ORFl, oleC- 
0RF2, oleC-0RF3, oleC-0RF4, and oleC-0RF5) genes, 
complete cds; 3427 base-pairs.//0. 0083: 368: 60//L06 
249 

F-NT2RM4001155//Bos taums 50 kDa protein (adp50) 
mRNA, complete cds. //3. 9e- 120: 764: 85//U04706 
F-NT2RM4001160 
F-NT2RM4001187 

F-NT2RM4001191//CIT-HSP-2Q10E7.TF CIT-HSP Homo sap 30 
iens genomic clone 2010E7, genomic survey sequenc 
e.//6.2e-12:181:72//B53378 

F-NT2RM4001200//H. sapiens HZF10 mRNA for zinc fing 
er protei n. //1 . 3e-66: 799: 69//X78933 
F-NT2RM4001203//Homo sapiens rab3-GAP regulatory d 
omain mRNA, complete cds.//4.2e-152:707:99//AF0048 
28 

F-NT2RM4001204 

F-NT2RM4001217//Homo sapiens ectoderm-neural corte 
x-1 protein (ENC-1) mRNA, complete cds.//L6e-62:7 40 
15: 70//AF005381 

F-NT2RM4001256//Human NotI linking clone 924A058R, 
genomic survey sequence. //7.6e- 14: 109: 90//U49884 
F-NT2RH4001258//HS_317LB2_G09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3171 Col =18 Row=N, genomic surveysequenc 
e. 1 71. 5e-18: 215: 77//AQ149676 
F-NT2RH4001309//Human DNA sequence from clone 551E 
13 on chromosome Xpll.2-11.3 Contains farnesyl pyr 
ophosphate synthetase pseudogene, VT4 protein pseu 50 
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dogene, EST, GSS, complete sequence. //4.9e-28: 526: 
66//AL022163 

F-NT2RM4001313//H. sapiens mRNA for phosphatidylino 
sitol 3-kinase. 111. 5e-77: 474: 89//Z46973 
F-NT2RH4001316//Caenorhabditis elegans cosmid K09H 
1L//L2e-16:230: 73//U97002 
F-NT2RM4001320//Homo sapiens mRNA for Neuroblastom 
a. complete cds.//l. le-41: 642: 66//D89016 
F-NT2RM4001340//EP(3)0614 Drosophila melanogaster 
EP line Drosophila melanogaster genomic Sequence r 
ecovered from 5' end of P element, genomic survey 
sequence. //0. 0040: 141: 68//AQ025127 
F-NT2RM4001344//Caenorhabditis elegans DNA *** SEQ 
DENCING IN PROGRESS *** from clone Y1E3, WORKING D 
RAFT SEQUENCE. //5.5e-06: 469: 60//AL021388 
F-NT2RM4001347 

F-NT2RM4001371//Arabidopsis thaliana chromosome II 
BAC T20R9 genomic sequence, complete sequence.// 
0. 10: 400: 61//AC004786 

F-NT2RM4001382//Homo sapiens RanBP7/importin 7 mRN 
A, compl ete cds. //2. 2e- 167: 790: 98//AF098799 
F-NT2RM4001384//Homo sapiens DNA sequence from BAC 
747E2 on chromosome 22ql2.L Contains ESTs, STSs 
and GSSs and genomic marker D22S56, compl etesequen 
ce.//0.99: 255: 59//AL02 1393 

F-NT2RM4001410//Homo sapiens genomic DNA, chromoso 
me 21qll.l t segment 1/5, WORKING DRAFT SEQUENCE. // 
0.027: 336: 58//AP000023 

F-NT2RM4001411//Mus musculus Pro-rich, PH, SH2 dom 
ain- containing signaling mediator (PSM) mRNA, comp 
lete cds. //5. 9e- 124: 783: 85//AF020526 
F-NT2RM4001412//Rattus norvegicus GTPase activatin 
g protein SynGAP-c mRNA, complete cds.//2.2e-34:41 
8:71//AF050183 

F-NT2RM4001414//Homo sapiens full length insert cD 
NA clone ZE16C1L//9. le-76:363: 100//AF086563 
F-NT2RM4001437//Homo sapiens chromosome 5, BAC clo 
ne 313n8 (LBNL HI 46), compl ete sequence. //2.0e- 47: 6 
23: 69//AC004226 

F-NT2RH4001444//Streptococcus pneumoniae penicilli 
n-binding protein 2b (pbp2b), RecM (recH), D-Ala-D 
-Ala ligase (ddl), D-Ala-D-Ala adding enzyme (mur 
F), HutT (mutT), cell division protein FtsA (fts 
A), cell division protein FtsZ (ftsZ), YlmE (ylm 
E), YlmF (ylmF), YlmG (ylmG). YlmH (ylmH),cell div 
ision protein DivIVA (divIVA), and isoleucine-tRNA 
synthetase (lleS) genes, complete cds; and unknow 
n gene. //3.6e-09: 566: 58//AF068901 
F-NT2RM4001454 
F-NT2RM4001455 
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F-NT2RM4001483//Human zinc finger protein ZNF136./ 
/3. 2e-36: 329: 78//U09367 

F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds.//l. 2e-155: 724: 99//AB014585 
F-NT2RM4001519//Plasmodium falciparum 3D7 chramoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 00019: 418: 59//AC004688 
F-NT2RM4001522//Human HepG2 3' region Hbol cDNA, c 
lone hmd6a08m3. //1. 4e-16: 130: 88//D17274 
F-NT2RM4001557 10 
F-NT2RM4001565 
F-NT2RM4001566 

F-NT2RM4001569//HS_2050Jl_C08JfR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2050 Col =15 Row=F, genomic surveysequenc 
e. III. 7e-09: 109: 84//AQ234720 
F-NT2RM4001582//Hus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA, complete cds. //1. 2e- 127: 740: 89// 
AF071317 

F-NT2RM4001592//M. musculus mRNA of enhancer- trap- 1 20 
ocus 1. 111. 3e-117: 710: 88//X69942 
F-NT2RM4001594//Homo sapiens chromosome 9q34, clon 
e 107G20, WORKING DRAFT SEQUENCE, 2 ordered piece 
s. //0. 34: 388: 59//AC002355 

F-NT2RM4001597//M. musculus red-1 gene.//6.2e-139:7 
88: 90//X92750 

F-NT2RM4001605//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds. //3. 3e-162: 750: 99//AB018334 
F-NT2RM4001611//Synechocystis sp. PCC6803 complete 
genome, 12/27, 1 4304 19-1 576592. Ill, 5e- 05: 490: 58// 30 
D90910 

F-NT2RM4001629//Mus musculus palmytoylated protein 
p55 mRNA, compl ete cds. 110. 65: 186: 64//U38196 
F-NT2RM4001650//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0435P12; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 10 unorderedpi ece 
S.//0.99: 422: 59//AC004689 

F-NT2RM4001662//Human mRNA for KIAA0322 gene, part 
ial cds.//2.6e-81:449:93//AB002320 
F-NT2RM4001666 40 
F-NT2RM4001682//Mus musculus clone 0ST9187, genomi 
c survey sequence. //3. 2e- 35: 240: 87//AF046699 
F-NT2RM4001710//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 126A5, WORKING DRAFT SE 
QUENCE. Ill . 9e- 151 : 564: 97//AL031447 
F-NT2RM4001714//Human mRNA for KIAA0202 gene, part 
ial cds. 111. 0e-85: 748: 74//D86957 
F-NT2RM4001715//Human DNA sequence from clone 931K 
24 on chromosome 20pl2Contains ESTs and GSSs, comp 
1 ete sequence. //I . 2e-91 : 488: 94//AL034430 50 
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F-NT2RM4001731//0rang-utan involucrin gene, compl e 
te cds. //0. 40: 530: 59//M25312 
F-NT2RM4001741//Mouse mRNA for talin. //I. le-129: 73 
7:90//X56123 

F-NT2RM4001746//Human DNA sequence *+* SEQUENCING 
IN PROGRESS *** from clone 316G12, WORKING DRAFT S 
EQUENCE. III. 3e-49: 320: 89//AL031709 
F-NT2RM4001754//Homo sapiens 12pl3.3 PAC RPCI5-118 
0D12 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. //6.3e-64: 379: 76//AC005831 
F-NT2RM4001758//R.norvegicus mRNA for serine/threo 
nine kinase MARK1.//3. 7e- 146: 871 : 87//Z83868 
F-NT2RM4001776//Homo sapiens mRNA for KIAA0727 pro 
tein, partial cds.//2.3e-173:803:99//AB018270 
F-NT2RM4001783//Homo sapiens clone DJ0981007, comp 
lete sequence. III. Oe-165: 593: 99//AC006017 
F-NT2RH4001810 

F-NT2RM4001813//Homo sapiens BAC clone NH0364H22 f 
rom 2, complete sequence. 111. le-31: 176: 84//AC00503 
6 

F-NT2RM4001819//Human p58/GTA (galactosyltransfera 
se associated proteinkinase) mRNA, complete cds.// 
4.4e-34:195:95//M37712 

F-NT2RM4001823//Mus musculus zinc finger protein 
(Zfp64) mRNA, completecds.//3.3e-51:490:75//U49046 
F-NT2RM4001828//Human zinc finger containing prote 
in ZNF157 (ZNF157) mRNA, complete cds. //5.6e-74:68 
8: 72//U28687 

F-NT2RM4001836//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 2h In DCCRRegion, complete sequence.// 

I. 0:406:60//AC000076 

F-NT2RM4001841//Mus musculus A kinase anchor prote 
in (AKAP-KL) mRNA, alternatively spliced isoform 
2, complete cds.//1.6e-131:831:86//AF033275 
F-NT2RM4001842//HSJ163^A2_G10^MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3163 Col =20 Row=M, genomic surveysequenc 
e. III. 5e-05: 355: 60//AQ168513 
F-NT2RM4001856//Caenorhabditis elegans cosmid K08F 

II. //4. Oe-23: 823: 60//U70855 
F-NT2RM4001858//Notophthalmus viridescens NvTboxl 
mRNA, partial cds.//6.4e-ll:266:66//U64433 
F-NT2RM4001865//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//6.9e-149:704:98//Y177U 
F-NT2RM4001876//F.rubripes GSS sequence, clone 060 
E22bA4, genomic surveysequence.//5.7e-48:600:68//Z 
88651 

F-NT2RM4001880//CIT-HSP-2348J1.TF CIT-HSP Homo sap 
iens genomic clone 2348J1, genomic survey sequenc 
e. //0. 0025: 61 : 88//AQ060809 
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F-NT2RM4001905//R.norvegicus CYP3A1 gene, 5' flank 
1 ng region. III. 5e-29: 535: 67//X98335 
F-NT2RM4001922//HS_2237JLC10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2237 Col =19 Row=E, genomic surveysequenc 
e. III. 2e-73: 364: 98//AQ033732 
F-NT2RM4001930//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: MXI10, complete sequence./ 
/4. 9e-10: 269: 63//AB005248 

F-NT2RM4001938//Homo sapiens chromosome 17, clone 10 
hRPC. 1081_P_3, complete sequence. 111. 6e-152: 311: 10 
0//AC005207 

F-NT2RM4001940//Homo sapiens timeless homolog mRN 
A, complete cds.//l. le- 170: 808: 98//AF098162 
F-NT2RM4001953//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone B13E4; HTGS phas 
e 1, WORKING DRAFT SEQUENCE, 10 unordered pieces./ 
/2.7e-45:310:86//AC004046 

F-NT2RM4001965//Homo sapiens genomic DNA of 8p21.3 
-p22 anti-oncogene ofhepatocellular colorectal and 20 
non- small cell lung cancer , segment 11/11. III. 6e 
-107:622:90//AB020868 

F-NT2RM4001969//R.norvegicus mRNA for IP63 protei 
n.//3.9e-24:221:76//X99330 

F-NT2RM4001979//Homo sapiens mRNA for KIAA0798 pro 
tein, complete cds. //I. Oe-61: 527: 76//AB018341 
F-NT2RM4001984//Human DNA sequence from cosmid U15 
1E3, between markers on chromosome X.//5.8e-07: 50 
2:60//Z82253 

F-NT2RM4001987//RPCI11-49L11.TJ RPCI11 Homo sapien 30 
s genomic clone R-49L11, genomic survey sequence./ 
/2.6e-33: 177: 99//AQ051701 

F-NT2RM4002013//Homo sapiens chromosome 17, clone 
hRPK. 294 J_22, compl ete sequence. 110. 019: 65: 90//AC 
005921 

F-NT2RH4002018//Human high molecular weight B cell 
growth factor mRNA sequence. //1.0: 527: 57//L15344 
F-NT2RM4002034//Human DNA sequence from PAC 84F12 
on chromosome Xq25-Xq26.3. Contains glypican-3 pre 
cursor (intestinal protein 0CI- 5) (GTR2-2),ESTs an 40 
d CA repeat. 110. 11: 322: 60//AL008712 
F-NT2RM4002044//Homo sapiens SS-A/Ro autoantigen 5 
2 kda component gene, complete cds. 110. 015: 513: 61// 
U01882 

F-NT2RM4002054//Homo sapiens clone DJ1039L24, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //2.0e- 44: 47 
3: 76//AC005283 

F-NT2RM4002055//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds. //I. 0e-171: 803: 98//AB014540 
F-NT2RM4002062//Drosophila melanogaster; Chromosom 50 
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e 2L; Region 36B1-36B3; PI clone DS02528, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.0031:298:59 
//AC005122 

F-NT2RM4002063//0ryctolagus cuni cuius sarcosine ox 
idase (SOX) mRNA, complete cds. III. le- 147: 705: 98// 
U82267 

F-NT2RM4002066//Human mRNA for KIAA0192 gene, part 
ial cds.//3.4e-73:889:69//D83783 
F-NT2RM4002067//Homo sapiens chromosome 5, BAC clo 
ne 282B7 (LBNL HI 92), compl ete sequence. III. le-53: 2 
95: 76//AC005216 

F-NT2RM4002073//Mus musculus fatty acid transport 
protein 3 mRNA, partial cds.//7.8e-25:277:75//AF07 
2758 

F-NT2RM4002075//Homo sapiens actin binding protein 
MAYVEN mRNA, compl etecds.//9.0e- 23: 588: 61//AF0595 
69 

F-NT2RM4002093//Rat PYBP1 mRNA for pyrimidine bind 
ing protein 1.//3. le-68: 544: 69//X60789 
F-NT2RM4002109//Mouse kif4 mRNA for microtubule-ba 
sed motor protein KIF4, complete cds.//2.0e-121:76 
2:86//D12646 

F-NT2RM4002128//HS_3084_A1_D04_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3084 Col =7 Row=G, genomic survey sequenc 
e.//7.7e-18:117:95//AQ186312 
F-NT2RM4002140 

F-NT2RM4002145//Homo sapiens chromosome 19, fosmid 
37308, complete sequence. //1.8e-49: 736: 65//AC0041 
52 

F-NT2RM4002146//Homo sapiens MAG0H mRNA, complete 
cds. //6. 5e-70: 454: 85//AF035940 
F-NT2RM4002161//Homo sapiens mRNA for UFPTPase, i 
soform 1, parti al.//4.2e- 151: 763: 96//AJ130763 
F-NT2RM4002174//Helicobacter pylori 26695 section 
18 of 134 of the complete genome. III. le- 16: 580: 60/ 
/AE000540 

F-NT2RM4002189//Homo sapiens DNA sequence from BAC 
722E9 on chromosome 22ql3. 2-13. 33. Contains ESTs. 
//1.0e-07:792:61//AL008636 
F-NT2RM4002194//Mus musculus semaphorin Via mRNA, 
complete cds. III. 2e-132: 782: 87//AF030430 
F-NT2RM4002205//Rattus norvegicus nuclear- encoded 
mitochondrial elongation factor G mRNA, complete c 
ds.//1.5e-40:292:84//L14684 
F-NT2RM4002213 

F-NT2RM4002226//Mus musculus pl90-B gene, complete 
cds.//0.099:350:59//U67160 
F-NT2RM4002251//Homo sapiens chromosome 17, clone 
HCIT187H2, complete sequence. //1.0: 428: 58//AC00444 
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F-NT2RM4002256//Mouse genomic DNA, chromosome 17, 
clone cosmid 49.1, genomic survey sequence. 11%. 4e- 
60:294:81//AB005959 

F-NT2RM4002266//Fugu rubripes GSS sequence, clone 
0061 18aG12, genomi c survey sequence. //3. 3e- 12: 217: 
67//AL024779 

F-NT2RM4002278//HS_3089_A1_E05JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3089 Col =9 Row=I, genomic survey sequenc 10 
e.//1.9e-64:381:92//AQ121653 
F-NT2RM4002281 

F-NT2RM4002287//CIT-HSP-2327E14.TF CIT-HSP Homo sa 
pi ens genomic clone 2327E14, genomic survey sequen 
ce. //9. Oe-49: 336: 86//AQ042515 
F-NT2RM4002294//Human mRNA for KIAA0281 gene, comp 
lete cds. III. le-48: 511: 72//D87457 
F-NT2RM4002301//Human NotI linking clone 924A053D, 

genomi c survey sequence. //8. 9e-05: 62: 91//U49881 
F-NT2RM4002323//Human DNA sequence from clone 59B1 20 
6 on chromosome 6p22. 1-22.3. Contains a pseudogene 

similar to GPISG20 and other exonucl eases). Contai 
ns ESTs, STSs, GSSs, genomic markers D6S1691 and D 
6S299 and a carepeat polymorphism, complete sequen 
ce. I I A. 9e-115: 729: 87//AL032822 
F-NT2RM4002339//Homo sapiens PAC clone DJ0728D04, 
compl ete sequence. Ill . le-97: 457: 93//AC004865 
F-NT2RM4002344//Caenorhabditis elegans cosmid R04A 
8.//2.2e-06:190:69//U64849 

F-NT2RM4002373//Homo sapiens mRNA for KIAA0649 pro 30 
tein, complete cds.//2.8e-149:708:98//AB014549 
F-NT2RM4002374//Homo sapiens 12q24 PAC P336P3 (Res 
earch Park Cancer Institute Human Genome PAC libra 
ry) compl ete sequence. //0. 00040: 312: 63//AC002978 
F-NT2RH4002383//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 469D22, WORKING DRAFT S 
EQUENCE. //6. 8e-29: 378: 66//AL031284 
F-NT2RM4002390 

F-NT2RM4002398//CI T-HSP-2288N22.TR CIT-HSP Homo sa 
pi ens genomic clone 2288N22, genomic survey sequen 40 
ce. III. 4e-35: 184: 100//AQ001 1 10 
F-NT2RM4002409//Archaeoglobus fulgidus section 15 
of 172 of the completegenome.//2.0e-16:468:59//AE0 
01092 

F-NT2RM4002438//Human HLA class III region contain 
ing N0TCH4 gene, partial sequence, homeobox PBX2 
(HPBX) gene, receptor for advanced glycosylation e 
nd products (RAGE) gene, complete cds, and 6 unide 
ntified cds, complete sequence. //1.6e- 16: 123: 91//0 
89336 50 
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F-NT2RM4002446//Human DNA sequence from cosmid 443 
D9 from a contig fromthe tip of the short arm of c 
hramosome 16, spanning 2Mb of 16pl3.3 Contains EST 
s, STS and CpG islands, .//9.6e-64: 467: 84//Z92845 
F-NT2RM4002452 

F-NT2RM4002457//Human DNA sequence from PAC 151B14 
on chromosome 22, complete sequence. //2.2e-24: 20 
1:86//Z85988 

F-NT2RM4002460//Homo sapiens PAC clone DJ0630C24 f 
rom 7q31-q32, completesequence.//1.3e-45:487: 70//A 
C004690 

F-NT2RM4002479//Homo sapiens RNA heli case- related 
protein mRNA, compl etecds. III. 7e-163: 777: 98//AF083 
255 

F-NT2RM4002482//Hamo sapiens mRNA for KIAA0691 pro 
tein, complete cds.//2.3e-93:464:97//AB014591 
F-NT2RM4002493 

F-NT2RM4002499//Homo sapiens clone DJ0847008, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //3.5e-41: 44 
2: 75//AC005484 

F-NT2RM4002504//Human DNA sequence from clone 3910 
22 on chromosome 6p21.2-21.31 Contains pseudogenes 
similar to ribosomal protein, ESTs, GSSs, complet 
e sequence. 113. 8e-31: 233: 87//AL031577 
F-NT2RM4002527//Fugu rubripes GSS sequence, clone 
096G17aC8 t genomic survey sequence. //7.7e-08: 274: 6 
2//AL027162 
F-NT2RM4002532 
F-NT2RM4002534 

F-NT2RM4002558//Mus musculus fatty acid transport 
protein 4 mRNA, partial cds.//3.8e-53:394:81//AF07 
2759 

F-NT2RH4002565//Mus musculus Sec8 mRNA, complete c 
ds. //6. 4e- 160: 902: 89//AF022962 
F-NT2RM4002567//CITBI-E1-2503J7.TR CITBI-E1 Homo s 
apiens genomic clone 2503 J7, genomic survey sequen 
ce. I IB. 5e-31: 220: 88//AQ263402 
F-NT2RM4002571//Rattus norvegicus UDP- Gal NAc: polyp 
eptide N- acetyl gal actosaminyl transferase T5 mRNA, 
complete cds. //5. 2e-05: 199: 65//AF049344 
F-NT2RH4002593//Homo sapiens PAC, clone DJ0745K06 f 
rom 7q31, complete sequence. //0. 89: 275: 61//AC00487 
5 

F-NT2RM4002594//Drosophila mel anogaster, chromosom 
e 2R, region 31C1-31D6, PI clone DS08879, complete 
sequence. //3. 7e-44: 768: 64//AC005454 
F-NT2RM4002623//Drosophila melanogaster; Chromosom 
e 2L; Region 36B1-36B3; PI clone DS02528, WORKING 
DRAFT SEQUENCE, 8 unordered pieces. //7.8e-34: 574: 6 
5//AC005122 
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F- NT2RP1 0000 1 8//Homo sapiens mRNA for NIK, partial 
cds. //3. 9e- 1 1 1 : 582: 95//AB013385 
F-NT2RP1000035//Homo sapiens mRNA for NS1 -binding 
protein (NS1-BP) . //I. le-153: 747: 96//AJ012449 
F-NT2RP1000040//Homo sapiens genomic DM, chromoso 
me Zlqll.l, segment 18/28, WORKING DRAFT SEQUENCE. 
//1 . 6e- 125: 243: 88//AP000047 
F-NT2RP1000063//Caenorhabditis elegans cosmid F31C 
3, complete sequence. //9.6e-09: 414: 59//Z92784 
F-NT2RP1000086//H. sapiens mRNA for zinc finger pro 10 
tein, Hsal2. III. 8e-183: 548: 91//X98834 
F-NT2RP1000101//H. sapiens CpG island DNA genomic H 
sel fragment, clone 28b4, forward read cpg28b4.ftl 
a.//6.0e-27:163:95//Z60555 

F-NT2RP1000111//CIT-HSP-2307014.TR CIT-HSP Homo sa 
piens genomic clone 2307014, genomic survey sequen 
ce. //1. 2e-ll: 128: 81//AQ016069 
F-NT2RP1000112//Human kinase (TTK) mRNA, complete 
cds. III. Oe-38: 324: 81//M86699 

F-NT2RP1000124//Plasmodium falciparum DNA *** SEQU 20 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. 110. 59: 476: 59//AL034557 
F-NT2RP1000130//DNA encoding human Hepatoma-derive 
d Growth Factor. //2. 7e- 35: 535: 68//E08546 
F-NT2RP1000163//Homo sapiens cell cycle progressio 
n 2 protein (CPR2) mRNA, complete cds.//6.7e-05:7 
7:90//AF011792 

F-NT2RP1000170//Homo sapiens clone NH0001P09, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //1.9e- 20: 43 
1:64//AC006030 30 
F-NT2RP1000174//Homo sapiens clone 24432 mRNA sequ 
ence. III. 5e- 138: 679: 97//AF070535 
F-NT2RP1000191 

F-NT2RP1000202//Porcine mRNA for H130 of smooth mu 
scle myosin phosphatase, partial cds.//5.3e-05:22 
0:61//D89496 

F-NT2RP1000243//Drosophila melanogaster DNA sequen 
ce (PI DS05273 (D80)) complete sequence. //4.7e- 51: 
508: 69//AC004373 

F-NT2RP1000259 40 
F-NT2RP1000272//Mus musculus TLS- associated protei 
n with SR repeats mRNA, complete cds.//7.8e-142:86 
6: 88//AF042383 

F-NT2RP1000324//RPCI 11-81021. TJ RPCI11 Homo sapien 
s genomic clone R-81021, genomic survey sequence./ 
/2.8e-29:182:92//AQ285136 

F-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRN 
A, nuclear gene encoding mitochondrial protein, co 
mplete cds. 1 1 A. 2e- 147: 693: 98//AF053551 
F-NT2RP1000333//Caenorhabditis elegans cosmid C03D 50 
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6, complete sequence. //1.4e-08: 281: 61//Z75525 

F-NT2RP1000348//H. sapiens CpG island DNA genomic H 

sel fragment, clone 12fl, reverse read cpgl2fl.rtl 

c.//1.7e-09:71:100//Z56610 

F-NT2RP1000357 

F-NT2RP1000358 

5. 7e-16: 403: 61//AC005456 

F-NT2RP1000363//Homo sapiens mRNA for KIAA0638 pro 
tein, partial cds. //9.8e- 125: 497: 86//AB01 4538 
F-NT2RP1000376//Homo sapiens calcium- independent p 
hospholipase A2 mRNA, complete cds.//1.8e-176:877:9 
6//AF064594 

F-NT2RP1000409//Hmio sapiens repetitive sequences, 
al phoi d DNA, 2482bp. 1 1 A. 6e- 106: 700: 84//AJ001558 
F-NT2RP1000413//Homo sapiens mRNA for KIAA0587 pro 
tein, complete cds. //9. 4e- 178: 710: 98//AB01 1159 
F-NT2RP1000416 

F-NT2RP1000418//0ryctolagus cuni cuius troponin T c 
ardiac isofonn mRNA, 3' end of cds.//1.0: 198:60//L 
40178 

F-NT2RP1000439//HS_2182_ALD06_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2182 Col =11 Row=G, genomic surveysequenc 
e. 112. le-68: 441 : 87//AQ024305 " 
F-NT2RP1000443//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 18/28, WORKING DRAFT SEQUENCE. 
//3.8e-57: 185: 88//AP000047 
F-NT2RP1000460//Homo sapiens PAC clone DJ0844F09 f 
rom 7pl2-pl3, completesequence.//2. 7e- 132: 204:99// 
AC004453 

F-NT2RP1000470//Human DNA from chromosome 19-speci 
fic cosmid R27090, genomic sequence, complete sequ 
ence. //4. 9e-80: 196: 95//AC002985 
F-NT2RP1000478//Human beta-tubulin class III isoty 
pe (beta-3) mRNA, complete cds.//1.9e-55:440:80//U 
47634 

F-NT2RP1000481//Homo sapiens DNA sequence from PAC 
262D12 on chromosomelq23.3-24.3. Contains a Tenas 
cin (Hexabrachion, Cytotactin, Neuronectin.Hyotend 
inous antigen) -LIKE gene and a mitochondrial/chlor 
oplast 30S ribosomal protein S14-UKE gene preceed 
ed by a CpG island. Contains ESTs, genomic marker 
D1S2691 and STSs.//2.6e-92:562:88//Z99297 
F-NT2RP1000493//Homo sapiens mRNA for KIAA0017 pro 
tein, complete cds.//2.0e-130:622:98//D87686 
F-NT2RP1000513//Xanthomonas campestris campestris 
xpsD, xpsM, and xpsN genes, complete cds's.//0.U: 
360: 58//M81648 

F-NT2RP1000522//Homo sapiens clone DJ0810E06, WORK 
ING DRAFT SEQUENCE, 8unordered pieces. //4.9e- 34: 20 
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9: 93//AC004895 

F-NT2RP1000547//Cri cetul us griseus COP-coated vesl 
cle membrane protein CH0p24 mRNA, partial cds.//l. 
2e-08:331:63//U26264 

F-NT2RP1000574//Homo sapiens homeobox protein HEIS 
2 (MEIS2) mRNA, partial cds.//4.4e-81:295:92//AF01 
7418 

F-NT2RP1000577//HSJ228J2_C05JiR CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=2228 Col=10 Row=F, genomic surveysequenc 10 

e. //I. 9e-31: 179: 75//AQ185128 

F-NT2RP1000581//Pan troglodytes von Willebrand fac 

tor (vWF) gene, partial cds.//4.7e-34:223:90//U316 

20 

F-NT2RP1000609//Homo sapiens chromosome 11, BAG CI 
T-HSP-311e8 (BC269730) containing the hFENl gene, c 
ompl ete sequence. //1 . 6e- 18: 229: 65//AC004770 
F-NT2RP1000629//Mouse clathrin- associated protein 
(AP47) mRNA, compl etecds. //9. 3e-89: 584: 84//M62419 
F-NT2RP1000630//Human DNA sequence from PAC 151B14 20 
on chromosome 22 Contains EST, complete sequence. 
//1.0:203:63//Z85989 

F-NT2RP1000677//Homo sapiens chromosome 19, cosmid 
R30538, complete sequence. //0. 0034: 350: 61//AC0059 
43 

F-NT2RP1000688//H. sapiens gene for mitochondrial A 
TP synthase c subunit(Pl fonn).//5.2e-10: 120:80//X 
69907 

F-NT2RP1000695 

F-NT2RP1000701//Sequence 1 from patent US 5580968. 30 
//2.4e-99: 624: 86//I 30536 

F-NT2RP1000721//Homo sapiens clone DJ0943F02, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //I. le- 19: 18 
8:81//AC004932 
F-NT2RP1000730 

F-NT2RP1000733//Human chromosome 16pl3.1 BAC clone 
CIT987SK-551G9 complete sequence. //I. 3e- 30: 315: 75 
//U95742 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndr 
ome candidate 2 protein (WHSC2) mRNA, complete cd 40 
s. //8. Oe- 122: 604: 96//AF101434 
F-NT2RP1000746//HS_3084_A1_H03JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3084 Col =5 Row=0, genomic survey sequenc 
e.//1.5e-83:466:92//AQ186344 
F-NT2RP1000767//Homo sapiens full length insert cD 
NA clone ZD81B04.//2.8e-21: 144: 91//AF086442 
F-NT2RP1000782//Homo sapiens tetraspan TH4SF (TSPA 
N-3) mRNA, complete cds.//2. 1 e- 1 2 1 : 59 1 : 97//AF05484 
0 50 
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F-NT2RP1000796//T. thermophilus phosphof ructoki nase 
1 (PFK1) gene, complete cds.//0.76:263:64//M71213 
F-NT2RP1000825//Human DNA sequence from clone 116F 
5 on chromosome 22ql3. Contains part of an unknown 
gene and part of a RhoGAP (CDC42 GTPAse Activating 
Protein) LIKE gene. Contains ESTs, STSs, GSSs, ge 
nomic marker D22S1168 and a CA repeat polymorphis 
m, complete sequence. 5e- 77: 163: 96//Z93244 
F-NT2RP1000833//Homo sapiens cGMP-specific phospho 
di esterase (PDE9A2) mRNA, complete cds.//1.3e-147: 
424:96//AF048837 

F-NT2RP1000834//Homo sapiens alpha- methyl acyl-CoA 
racenase mRNA, complete cds.//1.9e-89:702:79//AF04 
7020 

F-NT2RP1000836//Homo sapiens DNA sequence from PAC 
434014 on chromosomelq32. 3. -41. Contains the HSD1 
1B1 gene for Hydroxysteroid (11-beta) Dehydrogenas 
el, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 
ctor 6 and two novel genes. ContainsESTs and GSSs, 
complete sequence. //8. 7e- 169: 842: 96//AL022398 
F-NT2RP1000846//Human chromosome 8 BAC clone C1T98 
7SK-2A8 complete sequence. //3.3e- 15: 196: 76//U96629 
F-NT2RP1000851//Homo sapiens PAC clone 267D11 from 
12, complete sequence. //1.6e-144: 724: 96//AC004812 
F-NT2RP1000856//Homo sapiens tetraspan TH4SF (TSPA 
N-3) mRNA, complete cds.//2. le-121: 591: 97//AF05484 
0 

F-NT2RP1000860//Homo sapiens KL04P mRNA, complete 
cds. //6. 7e-106: 551: 95//AF064094 
F-NT2RP1000902//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 316D5, WORKING DRAFT SE 
QUENCE. //0. 0097: 55: 100//Z82199 
F-NT2RP1000915//H. sapiens genomic DNA fragment (cl 
one J32A032R) . 3e-30: 174: 97//Z94761 
F-NT2RP1000916 

F-NT2RP1000943//Hylobates lar huntingtin gene, par 
tial exon. //0. 19: 103: 72//L49362 
F-NT2RP1000944//HS_2179_B2_C12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2179 Col =24 Row=F, genomic surveysequenc 
e. //0. 032: 140: 63//AQ065269 

F-NT2RP1000947//Mus musculus ubiquitin conjugating 
enzyme (ubc4) mRNA, complete cds.//3.7e-53:461:78 
//U62483 

F-NT2RP1000954//cSRL-143G4-u cSRL flow sorted Chro 
mosame 11 specific cosmid Homo sapiens genomic clo 
ne cSRL-143G4, genomic survey sequence. //0. 030: 89: 
78//B01950 

F-NT2RP1000958//Caenorhabditis elegans cosmid K01C 
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8, compl ete sequence. //3. 9e- 1 1 : 445: 61//Z49068 
F-NT2RP1000959//Bomo sapiens PAC clone 278C19 from 
12q, complete sequence. //3. 3e- 57: 326: 92//AC004263 
F-NT2RP1000966//Human nucleolin gene, complete cd 
s.//3.4e-64:197:98//M60858 

F-NT2RP1000980//CIT-HSP-2314B10.TF CIT-HSP Homo sa 
pi ens genomic clone 2314B10, genomic survey sequen 
ce. //0. 32: 137: 68//AQ017126 

F-NT2RP1000988//Human chromosome 3p21.1 gene seque 
nee. //8. Oe-72: 665: 80//L13435 10 
F-NT2RP1001011//Drosophila melanogaster DNA repair 
protein (mei-41) gene, complete cds, and TH1 gen 
e, partial cds.//1.3e-31:497:65//U34925 
F-NT2RP1001013//HS_3068_BLB09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3068 Col =17 Row=D f genomic surveysequenc 
e.//1.0e-24:414:66//AQ127667 
F-NT2RP1001014//HS_3252_B1_B05JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3252 Col =9 Row=D, genomic survey sequenc 20 
e.//0. 00052: 83: 81//AQ304711 
F-NT2RP1001033//Homo sapiens chromosome 17, clone 
hRPC. 1073_F_15, compl ete sequence. //1 . 3e- 134: 241 : 9 
9//AC004686 

F-NT2RP1001073//Homo sapiens PAC clone DJ1194E14 f 
rom 7p21 , compl ete sequence. 1 72. 5e-59: 451 : 83//AC00 
4993 

F-NT2RP1001079//0ryctolagus cuni cuius sarcosine ox 
idase (SOX) mRNA, complete cds. //4.5e-93: 476: 96//U 
82267 30 
F-NT2RP1001080//Homo sapiens clone DJ0971C03, WORK 
ING DRAFT SEQUENCE, 18unordered pieces. //6.6e-54: 2 
17:89//AC004938 
F-NT2RP100U13 
F-NT2RP1001173 

F-NT2RP1001177//Rattus norvegicus histone macroH2A 
1.2 mRNA, complete cds.//8. le-26: 373: 68//U79139 
F-NT2RP1001185//Homo sapiens clone NH0319F03, WORK 
ING DRAFT SEQUENCE, 3unordered pieces.//3.5e-32:38 
8:73//AC006039 40 
F-NT2RP1001199 

F-NT2RP1001247//Homo sapiens signaling molecule LE 
FTY-Agene, exon l.//2.0e-29: 166: 96//AF08 1508 
F-NT2RP1001248//Homo sapiens Chromosome llq23 PAC 
clone pDJ356d6, complete sequence. //7.3e-50: 128:99 
//AC002036 

F-NT2RP1001253//Homo sapiens oscillin (hLn) mRNA, 
complete cds. //4. 3e-91: 344: 93//AF029914 
F-NT2RP1001286//Homo sapiens chromosome X region f 
rom filamln (FLN) geneto glucose- 6- phosphate dehyd 50 
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rogenase (G6PD) gene, complete cds's.//0.54;292:63 

//L44140 

F-NT2RP1001294 

F-NT2RP1001302 

F-NT2RP1001310//Rabbit skeletal muscle mRNA for ry 
anodine receptor. //1. 5e-07: 335: 64//X15750 
F-NT2RP1001311//RPCI 11-67014. TK RPCI11 Homo sapien 
s genomic clone R-67014, genomic survey sequence./ 
/0. 26: 80: 75//AQ239291 

F-NT2RP1001313//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ519ol3 containing human gene for ferrit 
in heavy chain (FTH), complete sequence. //8.8e- 75: 
304:98//AC004228 

F-NT2RP1001361//B.taurus CI-B14.5b mRNA for NADH d 
ehydrogenase (ubiquinone) . //2. 7e-57: 412: 84/7X68647 
F-NT2RP1001385 

F-NT2RP1001395//Mus musculus C0P9 complex subunit 
7a (C0PS7a) mRNA, complete cds.//1.4e-72:535:83//A 
F071316 

F-NT2RP1001410//Homo sapiens DNA sequence from PAC 
257120 on chromosame22ql3. 1-13.2. Contains cytoch 

rome P450 pseudogenes CYP2D7P, CYP2D8P, CYP2D6(D), 

TCF20, NADH ubiquinone oxidoreductase B14 subunit, 
ESTs, CA repeat, STS, GSS.//5.8e-105:570:94//AL02 

1878 

F-NT2RP1001424 
F-NT2RP1001432 

F-NT2RP1001449//Homo sapiens clone 24733 mRNA sequ 
ence. //1. 7e-84: 422: 97//AF052149 
F-NT2RP1001457//Xenopus laevis notchless (nle) mRN 
A, compl ete cds. //1 . 3e-47: 471 : 73//AF069737 
F-NT2RP1001466//HS_3006_ J A2_D08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3006 Col=16 Row=G, genomic surveysequenc 
e. //0. 56: 289: 60//AQ154336 

F-NT2RP1001475//H. sapiens genomic DNA fragment (cl 
one NLMA194R) . //0. 0001 1:91: 79//Z95375 
F-NT2RP1001482//Mouse oncogene (ect2) mRNA, compl e 
te cds. //4. Oe-87: 563: 85//L11316 
F-NT2RP1001494 

F-NT2RP1001543//Drosophila melanogaster DNA sequen 
ce (PI DS01142 (D148)), complete sequence. //1.9e-2 
7:387:67//AC004280 

F-NT2RP1001546//Homo sapiens tetraspan TM4SF (TSPA 
N-3) mRNA, complete cds.//8.0e-63:314:98//AF054840 
F-NT2RP1001569//Mus musculus signal recognition pa 
rticle receptor beta subunit mRNA, complete cds.// 
1. 2e-68: 514: 81//U17343 

F-NT2RP1001616//Human clone 23665 mRNA sequence.// 
7.6e-40:496:74//U90913 
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F-NT2RP1001665//CIT-HSP-2059N5.TF CIT-HSP Homo sap 
lens genomic clone 2059N5, genomic survey sequenc 
e. //2. 4e-45: 305: 88//B69912 

F-NT2RP2000001//Homo sapiens clone 617 unknown mRN 
A, complete sequence. //1. 5e- 135: 685: 96//AF091081 
F-NT2RP2000006//HS_3061_B2_C03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3061 Col =6 Row=F, genomic survey sequenc 
e. //I. 9e-17: 394: 67//AQ178856 

F-NT2RP2000007//Human mRNA for KIAA0392 gene, part 10 
ial cds. //3. 5e-14: 241: 68//AB002390 
F-NT2RP2000008//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 257E24, WORKING DRAFT S 
EQUENCE. //1. 7e-34: 147: 99//AL034424 
F-NT2RP2000027//Homo sapiens BAC clone RG118P15 fr 
om 8q21, complete sequence. //I. 4e- 32: 345: 75//AC005 
066 

F-NT2RP2000032//F.rubripes GSS sequence, clone 060 
E22aG10 t genomic survey sequence. //5.0e-41: 445: 72/ 
/Z88655 20 
F-NT2RP2000040//Homo sapiens mRNA for KIAA0747 pro 
tein, partial cds.//1.9e-76:383:97//AB018290 
F-NT2RP2000045//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cd 
s.//2.4e-95:467:97//AF061749 
F-NT2RP2000054//CIT-HSP-2328J24.TF CIT-HSP Homo sa 
pi ens genomic clone 2328J24, genomic survey sequen 
ce. III. 3e-39: 236: 91//AQ043092 
F-NT2RP2000056//Rat mRNA for protein tyrosine phos 
phatase epsilon C, partial cds.//3.2e-50:311:90//D 30 
78610 

F-NT2RP2000067//Mus musculus D0C4 (Doc4) mRNA, com 
plete cds. //3. 0e-55: 766: 66//AF059485 
F-NT2RP2000070//Homo sapiens chromosome 5, BAC clo 
ne 34j 15 (LBNL H 1 69) , complete sequence. //2.0e- 118: 
597:95//AC005754 

F-NT2RP2000076//Homo sapiens clone NH0263G22, comp 
lete sequence. //0. 0017: 423: 60//AC006037 
F-NT2RP2000077//Homo sapiens growth arrest specif! 
c 11 (GASH) mRNA, complete cds. 111. le- 77: 278: 97// 40 
AF050079 

F-NT2RP2000079//H. sapiens CpG island DNA genomic M 
sel fragment, clone 40c2, forward read cpg40c2.ftl 
k.//3.2e-33: 197: 95//Z55440 

F-NT2RP2000088//Homo sapiens mRNA for RIAA0795 pro 
tein, partial cds.//2.2e-158:752:98//AB018338 
F-NT2RP2000091//HS_2228_A2_B02JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2228 Col =4 Row=C, genomic survey sequenc 
e.//0.26:55:90//AQ146363 50 
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F-NT2RP2000097 

F-NT2RP2000098//Homo sapiens clone DJ1098J04, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. III. 5e- 05: 48 
2: 60//AC004961 

F-NT2RP2000108//Homo sapiens DNA from chromosome 1 
9, BAC 33152, completesequence.//1.0e-22:274:69//A 
C003973 

F-NT2RP2000114//Homo sapiens mRNA for GM3 synthas 
e, compl ete cds. //4. 9e- 1 14: 551 : 97//AB018356 
F-NT2RP2000120//HS_3000J1_E03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3000 Col =5 Row=J, genomic survey sequenc 
e. Il\. 8e-21: 129: 97//AQ090365 
F-NT2RP2000126//Homo sapiens chromodomain-helicase 
-DNA-binding protein mRNA, complete cds.//4.2e-ll 
9:607: 96//AF054177 

F-NT2RP2000133//Homo sapiens PAC clone DJ044L15 fr 
om Xq23, complete sequence. //1.3e-07: 339: 63//AC004 
827 

F-NT2RP2000147//Mouse clathrin-associated protein 
(AP47) mRNA, completecds.//9.0e-101:638:85//M62419 
F-NT2RP2000153//Human DNA sequence from clone 218J 
18 on chromosome Xpll.3-11.4. Contains the NDP (No 
rrie Disease (Pseudoglioma)) gene and a CC1.3 Spli 
cing Factor pseudogene. Contains ESTs, STSs and GS 
Ss, complete sequence. //0. 45: 377: 58//AL034370 
F-NT2RP2000157//Homo sapiens Chr.14 PAC RPCI4-794B 
2 (Roswell Park Cancerlnstitute Human PAC Library) 
complete sequence. 1 1 A. Oe- 73: 317: 87//AC005924 
F-NT2RP2000161//CIT-HSP-2353L5.TF.1 CIT-HSP Homo s 
apiens genomic clone 2353L5, genomic survey sequen 
ce. III. 0e-14: 123: 90//AQ263431 
F-NT2RP2000173 
F-NT2RP2000175 

F-NT2RP2000183//F.rubripes GSS sequence, clone 168 
M02aC2, genomic surveysequence. III. 7e-06: 152: 66//A 
L007295 

F-NT2RP2000195//Human DNA sequence from clone 4514 
on chromosome 6q24. 1-24.3. Contains two putative 
unknown genes, ESTs, STSs and GSSs, compl etesequen 
ce. 111. 6e-62: 170: 99//AL023581 
F-NT2RP2000205 

F-NT2RP2000208//Homo sapiens chromosome 19, overla 
pping cosmids R29828 and F25496, complete sequenc 
e. 111. 2e-80: 170: 90//AC003030 
F-NT2RP2000224//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-152E5, complete sequence. //5. 5e- 64: 4 
00: 85//AC004382 

F-NT2RP2000232//Human DNA sequence from PAC 196E23 
on chromosome Xq26. 1-27.2. Contains the TAT-SF1 
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(HI V- 1 transcriptional elongation factor TATcofact 
or TAT-SF1) gene f the BRS3 (Bombesin Receptor subt 
ype-3 (Uterine Bombesin Receptor, BRS-3) gene, an 
unknown gene coding for two isofonns,a predicted C 
pG island, ESTs and STSs.//2,2e-07:280:66//Z97632 
F-NT2RP2000233//Mus musculus tumor metastasis asso 
ciated gene product (MAG) mRNA, complete cds.//8.8 
e-30:508:67//U88401 

F-NT2RP2000239//Homo sapiens chromosome 4 clone B3 
53C18 map 4q25, complete sequence. 7/4.06-79:504: 87 10 
//AC004066 
F-NT2RP2000248 

F-NT2RP2000257//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y1E3, WORKING D 
RAFT SEQUENCE. //0. 0078: 286: 60//AL021388 
F-NT2RP2000258//CIT-HSP-2349P21.TF CIT-HSP Homo sa 
pi ens genomic clone 2349P21, genomic survey sequen 
ce. //5. 7e-82: 416: 97//AQ059184 
F-NT2RP2000270//Homo sapiens chromosome 19, BAC CI 
T-B-393il5 (BC301323), complete sequence. //4.5e- 29: 20 
310: 73//AC006116 
F-NT2RP2000274 

F-NT2RP2000283//G.gallus mRNA for LRP/alpha-2-macr 
oglobulin receptor. //6. 3e-20: 260: 73//X74904 
F-NT2RP2000288 
F-NT2RP2000289 

F-NT2RP2000297//Figure 2. Nucleotide and translate 
d protein sequences ofHPFl, -2, and -9.//4.6e-69:7 
44: 70//M27877 

F-NT2RP2000298//Streptomyces coelicolor cosmid 2E 30 
9. //4. 4e-05: 502: 59//AL021530 
F-NT2RP2000310//WORKING DRAFT SEQUENCE, 6 unordere 
d pieces. 111. le-13: 173: 76//AC006082 
F-NT2RP2000327//Homo sapiens DNA sequence from PAC 

434014 on chromosome lq32. 3. -41. Contains the HSD1 
1B1 gene for Bydroxysteroid (11-beta) Dehydrogenas 
el, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 
ctor 6 and two novel genes. ContainsESTs and GSSs, 

complete sequence. //8. 3e-144: 731: 95//AL022398 40 
F-NT2RP2000328//Buman DNA sequence from clone 93 IK 
24 on chromosome 20pl2Contains ESTs and GSSs, comp 
1 ete sequence. Ill . 9e- 102: 555: 90//AL034430 
F-NT2RP2000329//Bovine mitochondrial GTP:AMP phosp 
hotransferase mRNA, compl ete cds. 116. 4e- 105: 639: 87 
//M25757 

F-NT2RP2000337//HS_2060J1_E01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2060 Col=l Row=J, genomic survey sequenc 
e. //0. 78: 218: 60//AQ243333 50 



ftffl 2002-191363 
3308 

F-NT2RP2000346//Homo sapiens apoptosis associated 
protein (GADD34) mRNA, complete cds.//3.6e-129:627: 
97//U83981 

F-NT2RP2000369//HS_2182J1_B11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2182 Col =21 Row=D, genomic surveysequenc 
e. 112. 5e-87: 421 : 99//AQ024835 
F-NT2RP2000412//Human DNA sequence from PAC 12409 
on chromosome 6q21. Contains DNAJ2 (HDJ1) like pse 
udogene, ESTs, STSs and GSSs. //0. 72: 170: 65//AL0213 
27 

F-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, 
complete cds. lib. Oe-66: 375: 93//L28010 
F-NT2RP2000420//Homo sapiens full length insert cD 
NA YQ86E07. 119. 2e-77: 423: 93//AF075093 
F-NT2RP2000422//Homo sapiens N- acetyl glucosamine-p 
hosphate mutase mRNA, complete cds. 111. le- 126: 609: 9 
6//AF102265 

F-NT2RP2000438//CITBI-E1-2519019.TR CITBI-E1 Homo 
sapiens genomic clone2519019, genomic survey seque 
nce.//0.96:61:78//AQ276878 

F-NT2RP2000448//Homo sapiens PAC clone DJ0740D02 f 
rom 7pl4-pl5, compl etesequence.//7. le-17: 341: 67//A 
C004691 

F-NT2RP2000459//H. sapiens mRNA for Imogen 38. //5. 7 
e-21:158: 87//Z68747 

F-NT2RP2000498//Human DNA sequence from PAC 435C23 
on chromosome X. Contains ESTs. 113. 2e- 11: 160: 73// 
Z92844 

F-NT2RP2000503//Homo sapiens PAC clone DJ1136G13 f 
rom 7q35-q36, compl etesequence. //0. 0031: 187: 66//AC 
005229 

F-NT2RP2000510//Fugu mbripes GSS sequence, clone 
066G04aCl, genomic survey sequence. //8.8e-07: 179: 6 
4//AL026277 

F-NT2RP2000516//Mus musculus t complex testis-spec 
ific protein (Tctex2)gene, wild type, promoter seq 
uence.//0. 19: 72: 81//U21671 
F-NT2RP2000523//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 150C2. WORKING DRAFT SE 
QUENCE. IIS. Oe-115: 570: 96//AL022318 
F-NT2RP2Q00603//Homo sapiens mRNA for MCM3 import 
factor, complete cds.//8.4e-37: 196: 98//AB005543 
F-NT2RP2000617//Homo sapiens chromosome 19, cosmid 
R27377, complete sequence. 110. 81: 354: 60//AC005321 
F-NT2RP2000634//Homo sapiens mRNA for KIAA0614 pro 
tein, partial cds.//1.3e-149:732:97//AB014514 
F-NT2RP2000644//HSJ21LA1_F06_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3211 Col=ll Row=K, genomic surveysequenc 
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e. //3. 6e-42: 282: 86//AQ175486 
F-NT2RP2000656 

F-NT2RP2000658//CITBI-E1-2518N15.TF CITBI-E1 Homo 
sapiens genomic clone2518N15, genomic survey seque 
nee. 110. 57: 141: 66//AQ278386 
F-NT2RP2000668 

F-NT2RP2000678//Homo sapiens clone DJ0891L14, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //4.3e-22: 4 
33:62//AC004916 

F-NT2RP2000704//Homo sapiens Xp22-175-176 BAC GSHB 10 
-484017 (Genome Systems Human BAC Library) complet 
e sequence. III. 7e-22: 270: 75//AC005913 
F-NT2RP2000710//Drosophila mel anogaster; Chromosom 
e 2L; Region 36B1-36B3; PI clone DS02528, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//1.4e-32:574:6 
4//AC005122 

F-NT2RP2000715//Homo sapiens PAC clone DJ1066K24 f 
rom 7pl5, complete sequence. //4.8e- 113: 546: 98//AC0 
04540 

F-NT2RP2000731//Homo sapiens clone DJ1106H14, WORK 20 
ING DRAFT SEQUENCE, 42unordered pieces. //0. 97: 115: 
70//AC004965 

F-NT2RP2000758//Human LIM-kinasel and alternativel 
y spliced LIM-kinasel (LI MK1) gene, complete cds.// 
9. 7e- 16: 162: 77//U62293 

F-NT2RP2000764//HS_2254_B2_D07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2254 Col =14 Row=H, genomic surveysequenc 
e. //0. 071 : 45: 95//AQ068887 

F-NT2RP2000809 30 

F-NT2RP2000812//Egernia stokesii clone EST3 micros 

atel 1 i te. //0. 040: 158: 64//AF069698 

F-NT2RP2000814 

F-NT2RP2000816 

F-NT2RP2000819 

F-NT2RP2000841//Human mRNA for KIAA0294 gene, comp 
lete cds. //I. le-26: 390: 70//AB002292 
F-NT2RP2000842//H. sapiens mRNA for G protein-coupl 
ed receptor Edg-2.//1.2e-44:255:93//Y09479 
F-NT2RP2000845 40 
F-NT2RP2000863//Human partial cDNA sequence, clone 
x874; . //5. 9e-29: 173: 94//Z47045 
F-NT2RP2000880//Homo sapiens mRNA for KIAA0741 pro 
tein, complete cds. //2.4e- 140: 732: 94//AB01 8284 
F-NT2RP2000892 

F-NT2RP2000931//Homo sapiens mRNA for KIAA0723 pro 
tein, complete cds.//3.4e-129:610:98//AB018266 
F-NT2RP2000932//Homo sapiens BAC clone GS166A23 fr 
om 7p21, complete sequence. //1.8e-37: 212: 84//AC005 
014 50 
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F-NT2RP2000938//Human DNA sequence from cosmid RJ1 
4 from a contig from the tip of the short arm of c 
hromosome 16, spanning 2Mb of 16pl3.3. Contains ES 
Ts and CpG island. //1.6e-126: 682: 93//Z69890 
F-NT2RP2000943//Homo sapiens mRNA for KIAA0755 pro 
tein, complete cds.//5.8e-112:533:98//AB018298 
F-NT2RP2000965 

F-NT2RP2000970//Homo sapiens DNA sequence from BAC 
747E2 on chromosome 22ql2. 1. Contains ESTs, STSs 
and GSSs and genomic marker D22S56, completesequen 
ce. //9. 2e- 101: 505: 96//AL021393 
F-NT2RP2000985//Homo sapiens chromosome 17, clone 
hRPK. 597JJ2, compl ete sequence. //1 . 6e-72: 498: 82/ 
/AC005277 

F-NT2RP2000987//Human Chromosome 16 BAC clone CIT9 
87SK-A-211C6, completesequence. 111. 4e-12: 171: 77//A 
C002394 

F-NT2RP2001036//Homo sapiens chromosome 17, clone 
HRPC1096F1, complete sequence. III. 2e- 37: 390: 76//AC 
004167 

F-NT2RP2001044//HS_2253_B1_G01JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2253 Col=l Row=N, genomic survey sequenc 
e. //0. 21: 276: 61//AQ069224 

F-NT2RP2001056//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488.//3.2e-144:696:97//AB00 
7957 

F-NT2RP2001065 

F-NT2RP2001070//Rattus norvegicus pyridbxine 5'-ph 
osphate oxidase mRNA, complete cds.//4.3e-104:775:8 
1//U91561 

F-NT2RP2001081//Rattus norvegicus synaptotagmin XI 
mRNA, complete cds. //3. 7e-69: 488: 82//AF000423 

F-NT2RP2001094//Human DNA sequence from PAC 410B11 
on chromosome X contains STS. //7. 4e-ll: 490: 61//Z8 

6063 

F-NT2RP2001119//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 745C22, WORKING DRAFT S 
EQUENCE. 115. le-30: 316: 76//AL031596 
F-NT2RP2001127//Human mRNA for KIAA0234 gene, comp 
lete cds.//l.le-31:519:63//D87072 
F-NT2RP2001137//HS_2193_B2J)12JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2193 Col=24 Ro*=H, genomic surveysequenc 
e.//1.8e-ll:136:78//AQ032187 
F-NT2RP2001149//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 2h In DGCRRegion, complete sequence.// 
6.2e-29:247:78//AC000076 

F-NT2RP2001168//Human DNA sequence from clone 431P 
23 on chromosome 6q27. Contains the first coding ex 
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on of the MLLT4 gene for myeloid/lymphoid or mixed 
-lineage leukemia (tri thorax (Drosophila) homolo 
g); translocatedto, 4 (AF-6, Afadin, MLLT-4, ALL-1 

fusion partner), and a Serine Palmitoyltransferas 
e 2 (EC 2.3.1.50, Long Chain Base Biosynthesis pro 
tein 2, LCB-2, SPT-2) pseudogene. Contains ESTs, S 
Tss, GSSs, and a putative CpG island, complete seq 
uence. 110. 23: 207: 66//AL009178 
F-NT2RP2001173//Homo sapiens mRNA for RIAA0480 pro 
tein, complete cds.//2. 3e- 112: 567: 96//AB007949 10 
F-NT2RP2001174//RPCI11-58L2.TK RPCI11 Homo sapiens 

genomic clone R-58L2, genomic survey sequence. 111. 
6e-07: 196: 64//AQ237306 
F-NT2RP2001196 
F-NT2RP2001218 

F-NT2RP2001226//Homo sapiens LERK-6 (EPLG6) gene, 
exon 1. III. le-09: 320: 65//U92893 
F-NT2RP2001233//Human ZFP-36 mRNA for a zinc finge 
r protein. //6. le-71: 681: 72//X51760 
F-NT2RP2001245//HS_3062_B1_F07_MR CIT Approved. Hum 20 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3062 Col=13 Row=L, genomic surveysequenc 
e. //1. 5e-05: 268: 63//AQ143177 
F-NT2RP2001268//Homo sapiens mRNA for RIAA0810 pro 
tein, partial cds.//2.5e-106:514:97//AB018353 
F-NT2RP2001277//Plasmodium falciparum chromosome 
2, section 67 of 73 ofthe complete sequence. //0. 3 
2:183:64//AE001430 

F-NT2RP2001290//H.musculus mRNA for 147 clone. //8. 
6e- 102: 641:86/7X61455 30 
F-NT2RP2001295//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y105E8, WORKING 
DRAFT SEQUENCE. //0. 20: 171: 63//AL022594 
F-NT2RP2001312//Bovine synaptophysi n mRNA, complet 
e cds.//0.98:253:58//M22967 
F-NT2RP2001327//Human B12 protein mRNA, complete c 
ds.//5.8e-29:359:71//M80783 
F-NT2RP2001328//CIT-HSP-2335A5.TF CIT-HSP Homo sap 
iens genomic clone 2335A5, genomic survey sequenc 
e.//1.3e-65:366:94//AQ038539 40 
F-NT2RP2001347//Homo sapiens complete genomic sequ 
ence between D16S3070and D16S3275, containing Fami 
lial Mediterranean Fever gene disease. //3.8e-31: 32 
5: 77//AJ003147 

F-NT2RP2001366//H. sapiens CpG island DNA genomic H 
sel fragment, clone 4ell, forward read cpg4ell.fl 
a.//1.7e-12:98:92//Z61305 

F-NT2RP2001378//HS_3054_B2 _A03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3054 Col =6 Row=B, genomic survey sequenc 50 
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e.//9.8e-17:131:89//AQ100721 
F-NT2RP2001381//Arabidopsis thaliana BAC T2L5.//0. 
080: 434: 59//AF096371F-NT2RP2001392//S. pri sti naespi 
rails snbC gene & snbDE gene. //0. 019: 267: 59//Y1 154 
8 

F-NT2RP2001394//Human DNA sequence from PAC 389A20 
on chromosome X contains ESTs STS, CpG islands an 

d polymorphic CA repeat. //1. 9e- 16: 133: 78//Z93242 

F-NT2RP2001397//Bos taurus cyclin B2 (CYCB2) mRNA, 
complete cds. III. 3e-63: 419: 84//AF080219 

F-NT2RP2001420//Mus musculus nuclear protein NIP45 
mRNA, complete cds. //3. le-98: 747: 79//U76759 

F-NT2RP2001423//Xenopus laevis ER1 mRNA, complete 

cds. //3. 7e-34: 269: 85//AF015454 

F-NT2RP2001427//Homo sapiens Chromosome 2pl3 BAC C 

lone hl73, complete sequence. //3.2e- 13: 164: 78//AC0 

03065 

F-NT2RP2001436//Mus musculus clone 0ST1784, genomi 
c survey sequence. //3.0e-06: 136: 71//AF046702 
F-NT2RP2001440//cDNA sequence coding for gamma pro 
tein. 111. 9e-83: 553: 86//E02350 
F-NT2RP2001445//P. falciparum complete gene map of 
plastid-like DNA (IR-A) . //L 5e-09: 829: 57//X95275 
F-NT2RP2001449//B. taurus mRNA for cleavage and pol 
yadenylation specificity factor. //1.3e-136: 766: 90/ 
/X75931 

F-NT2RP2001450 
F-NT2RP2001467 

F-NT2RP2001506//CIT-HSP-2374H2LTF CIT-HSP Homo sa 
pi ens genomic clone 2374H21, genomic survey sequen 
ce. 111. 9e-14: 151: 80//AQ109561 
F-NT2RP2001511//0ryctolagus cuniculus translation 
initiation factor eIF2C mRNA, complete cds.//2.6e- 
22: 462: 64//AF005355 

F-NT2RP2001520//Homo sapiens mRNA for mitochondria 
1 carrier protein ARALARl.//2.0e-136:657:97//Y1449 
4 

F-NT2RP2001526//Homo sapiens chromosome 17, clone 
hCIT. 175_E_5, completesequence. III. 2e-37: 357: 64//A 
C004596 

F-NT2RP2001536//Homo sapiens X-ray repair cross-co 
mplementing protein 3(XRCC3) mRNA, complete cds.// 
1 . 6e- 103: 384: 94//AF035586 
F-NT2RP2001560 

F-NT2RP2001569//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KI AA0488. //4. 4e- 123: 590: 98//AB00 
7957 

F-NT2RP2001576//Schistocerca americana Antennapedi 
a homeotic protein (Antp) mRNA, complete cds.//0.0 
38: 580: 58//U32943 
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F- NT2RP2001 581 //Mus musculus semaphorln Via mRNA, 
complete cds. //6. 5e-09: 222: 66//AF030430 
F-NT2RP2001597//Homo sapiens alpha2-C4-adrenergic 
receptor gene, complete cds.//0. 0057: 361: 60//U7264 
8 

F-NT2RP2001601//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds.//7.2e-137:647:98//AB018340 
F-NT2RP2001613 

F-NT2RP2001628//H. sapiens (xs!28) mRNA, 380bp.//l. 
7e-15:279:68//Z36784 10 
F-NT2RP2001634//Bomo sapiens alpha-catenin-like pr 
otein (CTNNAL1) mRNA, complete cds.//5.4e-123:606:9 
6//AF030233 

F-NT2RP2001660//Homo sapiens putative 13 S Golgi t 
ransport complex 90kDsubunit brain-specific isofor 
m mRNA, complete cds.//4.2e-144:687:97//AF058718 
F-NT2RP2001663//H. sapiens mRNA for 2-*phosphopyruva 
te-hydratase-alpha-enolase. //1. Oe-36: 372: 74//X8490 
7 

F-NT2RP2001675//S.pombe chromosome I cosmid c2Gll. 20 
//0. 070: 507: 59//Z54354 

F-NT2RP2001677//Mouse BAG CitbCJ7 219m7, genomic s 
equence, compl ete sequence. //2. Oe-60: 232: 96//AC005 
259 

F-NT2RP2001678//HS_2007 J12_A04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2007 Col =8 Row=A, genomic survey sequenc 
e. 111. 3e-62: 370: 91//AQ269699 
F-NT2RP2001699//RPCI11-57B17.TK RPCI11 Homo sapien 
s genomic clone R-57B17, genomic survey sequence./ 30 
/0.99:141:63//AQ115592 

F-NT2RP2001720//Homo sapiens PAC clone DJ0167F23 f 
rom 7pl5, complete sequence. //9. 4e- 117: 604: 95//AC0 
04079 

F-NT2RP2001721//Homo sapiens DNA sequence from clo 
ne 46618 on chromosomeXql 1 . 1-13.2. Contains an unk 
nown gene similar to Coagulation Factor V (Activat 
ed Protein C Cof actor), Coagulation Factor VIII (P 
rocoagulant Component) and Cerul opl asmi n (EC 1.16. 
3.1, Ferroxidase). Contains ESTs andan STS, compl e 40 
te sequence. //I . 0: 273: 61//AL030998 
F-NT2RP2001740//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 8c In DGCRRegion, complete sequence.// 
1.0: 356: 62//AC000090 

F-NT2RP2001748//Human mRNA for RIAA0003 gene, camp 
lete cds.//3.7e-18:151:86//D14697 
F-NT2RP2001762//Hamo sapiens chromosome 1, BAC CIT 
-HSP-292g8 (BC262482), compl ete sequence. //6.0e- 14 
5:715:97//AC004783 

F-NT2RP2001813//Plasmodium falciparum chromosome 50 
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2, section 15 of 73 ofthe complete sequence. //0. 3 
8: 340: 60//AE001378 

F-NT2RP2001839//HSJ000JLC07JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3000 Col=13 Row=F, genomic surveysequenc 
e.//0.026:253:60//AQ090347 
F-NT2RP2001861//Homo sapiens mRNA for paraplegin./ 
/0. 89: 146: 71//Y16610 

F-NT2RP2001869//Homo sapiens ZNF202 beta (ZNF202) 
mRNA, complete cds.//0.040: 174: 62//AF027219 
F-NT2RP2001876//Cyprinus carpi o mRNA for allograft 
inflammatory factor-1, complete cds.//2.8e-44:48 
3: 71//AB012309 

F-NT2RP2001883//Human DNA sequence from clone 612B 
18 on chromosome lq24-25.3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Islan 
d, complete sequence. //1.8e-87: 496: 92//AL031864 
F-NT2RP2001898//Human inositol polyphosphate 5-pho 
sphatase (Sptase) mRNA, 3' end.//9.2e-112:633:90// 
H74161 

F-NT2RP2001900//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone R08A5, WORKING 
DRAFT SEQUENCE. //0. 0026: 360: 62//Z82281 
F-NT2RP2001907//H. sapiens CpG island DNA genomic H 
sel fragment, clone 97fll, forward read cpg97fll.f 
tla. //4. 2e-26: 206: 84//Z64125 
F-NT2RP2001926//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQDE 
NCE, 4 unordered pieces. //5.5e-06: 621: 59//AC004688 
F-NT2RP2001936//cSRL-47D9-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-47D9, genomic survey sequence. //3. le- 50: 28 
2: 93//B04856 

F-NT2RP2001943//Drosophila melanogaster cosmid 25E 
8. //0. 00036: 248: 60//AL009196 
F-NT2RP2001946//Hamo sapiens clone NH0140K04, comp 
lete sequence. III. 8e-78: 232: 99//AC005033 
F-NT2RP2001947//Hamo sapiens full length insert cD 
NA clone ZD81B04.//2.0e-28: 172: 94//AF086442 
F-NT2RP2001969//H. sapiens CpG island DNA genomic M 
sel fragment, clone 152a8, reverse read cpgl52a8. r 
tla. //1.0e-20: 123: 99//Z59378 
F-NT2RP2Q01976 

F-NT2RP2001985//Homo sapiens mRNA for KIAA0545 pro 
tein, partial cds.//0. 0023: 235: 62//AB011117 
F-NT2RP2001991//Rat orphan transporter v7-3 (NTT7 
3) mRNA, complete cds.//3.1e-35:180:80//L22022 
F-NT2RP2002025//Homo sapiens mRNA for KIAA0756 pro 
tein, partial cds.//9.8e-61:314:97//AB018299 
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F- NT2RP2002032//Homo sapiens chromosome 5, tec clo 
ne 5m9 (LBNL H220), complete sequence. I/O. 76: 189: 6 
5//AC005895 

F-NT2RP2002033//Homo sapiens clone DJ0292L20, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. //2.9e- 12: 16 
0: 79//AC004825 

F-NT2RP2002041//Human BAC clone RG035E18 from 7q3 
1 , compl ete sequence. //0. 0014: 123: 73//AC004029 
F-NT2RP2002046//Homo sapiens Xp22 BAC GSHB-184P14 
(Genome Systems flumanBAC library) complete sequenc 10 
e. III. 2e-86: 722: 77//AC004552 
F-NT2RP2002047//Human DNA sequence from clone 21F7 
on chromosome 6q 16. 1-21. Contains part of an exon 
of a putative new gene and STSs and GSSs, compl et 
e sequence. 110. 13: 350: 61//AL033375 
F-NT2RP2002058//S. cerevi si ae chromosome XII readin 
g frame 0RF YLR129w.//9.7e-ll:480:60//Z73301 
F-NT2RP2002066//Rattus norvegicus transmembrane re 
ceptor Unc5H2 mRNA t complete cds.//6.5e-97:610:86/ 
/U87306 20 
F-NT2RP2002070//beta -ADD=adducin beta subunit 63 
kda isofono/membrane skeleton protein, beta -ADD=a 
dducin beta subunit 63 kda isofora/membraneskeleto 
n protein {alternatively spliced, exon 10 to 13 re 
gion} [human, Genomic, 1851 nt, segment 3 of 3].// 
0.0059: 107: 73//S81083 

F-NT2RP2002076//Homo sapiens clone 24804 mRNA sequ 
ence. //I. Oe- 127: 643: 96//AF052183 
F-NT2RP2002078//F12016-T7. 1 IGF Arabidopsis thalia 
na genomic clone F12016, genomic survey sequence./ 30 
/0. 14: 191: 64//AQ249805 

F-NT2RP2002079//Homo sapiens clone DJ0892G19, comp 
lete sequence. 110. 0094: 325: 60//AC004917 
F-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-as 
soci ated protei n. //9. 8e- 1 1 1 : 533: 97//AJ007509 
F-NT2RP2002105//H, sapiens CpG island DNA genomic H 
sel fragment, clone 10h8, forward read cpgl0h8. ftl 
a.//2.4e-29:178:94//Z58857 

F-NT2RP2002124//CIT-HSP-2023E9.TF CIT-HSP Homo sap 

iens genomic clone 2023E9, genomic survey sequenc 40 

e.//2.5e-32:202:92//B64468 

F-NT2RP2002137//Human plasma membrane calcium ATPa 

se (hPMCA4) mRNA, complete cds. 110. 095: 319: 59//M25 

874 

F-NT2RP2002154//Mus musculus mRNA for myosin, comp 
1 ete cds. //1 . 0: 258: 63//D85923 
F-NT2RP2002172//HS_3020J1_H02J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3020 Col =3 Row=P, genomic survey sequenc 
e. Ill . 2e- 1 1 : 124: 82//AQ093169 50 
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F-NT2RP2002185//RPCI11-67B15.TJ RPCI11 Homo sapien 
s genomic clone R-67B15, genomic survey sequence./ 
/2.8e-18: 109: 100//AQ201833 

F-NT2RP2002192//Human PM-Scl-75 autoantigen (PM-sc 
1) mRNA, complete cds.//2.7e-36:363:78//U09215 
F-NT2RP2002193//Rattus norvegicus potassium channe 
1 regulatory protein KChAP mRNA, complete cds.//9. 
5e-82:477:89//AF032872 
F-NT2RP2002208 

F-NT2RP2002219//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. III. 0: 378: 58//AL034557 
F-NT2RP2002231//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. 110. 60: 560: 56//AC005308 
F-NT2RP2002235//P. falciparum glutamic acid-rich pr 
otein gnen, complete cds.//0.59:341:60//J03998 
F-NT2RP2002252//Mus musculus mSin3A (sin3A) mRNA, 
complete cds. //3. 5e-81: 398: 87//U22394 
F-NT2RP2002256//Homo sapiens retinoic acid hydroxy 
lase mRNA, complete cds.//6.6e-50:315:89//AF005418 
F-NT2RP2002259//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 118J21, WORKING DRAFT S 
EQUENCE. //9. 7e-67: 340: 89//AL033527 
F-NT2RP2002270//RPCI11-77C23.TV RPCI11 Homo sapien 
s genomic clone R-77C23, genomic survey sequence./ 
/2.9e-18:79:93//AQ268098 

F-NT2RP2002292//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 321D2, WORKING DRAFT SE 
QUENCE. Il\ . 0: 290: 60//AL031033 
F-NT2RP2002312//Homo sapiens CDP-diacyl glycerol sy 
nthase 2 (CDS2) mRNA, partial cds.//1.5e-93:467:96/ 
/AF069532 

F-NT2RP2002316//HS_2171_B2_D11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2171 Col=22 Row=H, genomic surveysequenc 
e.//7.3e-94: 463: 97//AQ1 19673 
F-NT2RP2002325//Homo sapiens mRNA for Pexllp, comp 
lete cds. 113. 9e- 123: 640: 95//AB015594 
F-NT2RP2002333 

F-NT2RP2002373//F.mbripes GSS sequence, clone 026 
F10aB8, genomic surveysequence. 110. 46: 234: 61//Z873 
30 

F-NT2RP2002385//Homo sapiens synaptic glycoprotein 
SC2 spliced variant mRNA, complete cds.//9.4e-13 
8: 673: 97//AF038958 

F-NT2RP2002394//P. falciparum complete gene map of 
plastid-like DNA (IR-A).//0.79:421:56//X95275 
F-NT2RP2002408//F.rubripes GSS sequence, clone 080 
GllaA8, genomic surveysequence. //5.7e-15: 220: 71//A 
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F-NT2RP2002426//Sus scrofa SCAMPI gene, exon 9.// 
7. le-71: 582: 80//AJ223742 

F-NT2RP2002439//Caenorhabditis elegans cosmld T07D 
3. 110. 0018: 210: 67//AF016682 
F-NT2RP2002442//Caenorhabditis elegans cosmid T03F 
1 . //2. 8e- 18: 295: 67//U88169 

F-NT2RP2002457//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-44M2, complete sequence. //1.9e-06: 281: 
66//AC004381 10 
F-NT2RP2002464//Human mRNA for KIAA0086 gene, comp 
1 ete cds. //0. 039: 207: 63//D42045 
F-NT2RP2002475 

F-NT2RP2002479//Homo sapiens mRNA for ABC transpor 
ter 7 protein, complete cds.//2.4e-123:607:96//AB0 
05289 

F-NT2RP2002498//Arabidopsis thaliana BAC F3D13. // 
0.73: 395: 57//AF069300 

F-NT2RP2002503//Homo sapiens, clone hRPK.15_A_l, c 
omplete sequence. //7. 2e-18: 134: 90//AC006213 20 
F-NT2RP2002504//Homo sapiens mRNA for RIAA0791 pro 
tein, complete cds. //1. 2e-157: 761: 97//AB018334 
F-NT2RP2002520 
F-NT2RP2002537 

F-NT2RP2002546//Homo sapiens Chromosome llql2 pac 
pDJ741nl5, WORKING DRAFT SEQUENCE, 7 unordered pie 
ces. //0. 83: 252: 60//AC004127 
F-NT2RP2002549//Human Chromosome 15q26.1 PAC clone 
pDJ457jll containingDNA polymerase gamma (polg) g 
ene, compl ete sequence. //5. 9e-93: 186: 99//AC005317 30 
F-NT2RP2002591//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20, WORKING DRAFT SE 
QUENCE. //4. Oe-38: 175: 78//Z98304 
F-NT2RP2002595//Sequence 2 from patent US 5763220. 
//1. 5e-84: 430: 95//AR012155 

F-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, com 
pi ete cds.//1.9e-43:282:87//U19181 
F-NT2RP2002609//Mus musculus defender against deat 
h 1 (DAD1) gene, partial cds.//1.5e-ll:99:90//AF05 
1310 40 
F-NT2RP2002618//H. sapiens mRNA for arginine methyl 
transferase, splice variant, 1316 bp.//5.6e-27:46 
0:63//Y10806 
F-NT2RP2002621 

F-NT2RP2002643//Rat calmodulin III gene for calmod 
ulin, promoter regionand exon 1 . //0. 023: 322: 60//D9 
0397 

F-NT2RP2002672//Homo sapiens chromosome 10 clone C 
1T-HSP-1326H7 map 10q24.3-10q25. 1, complete sequen 
ce. //3. 9e- 149: 794: 94//AC005384 50 
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F-NT2RP2002701//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 50024, WORKING DRAFT SE 
QUENCE. //9. 2e-10: 129: 75//AL034380 
F-NT2RP2002706//S.griseus secA gene. //1. 3e-05: 311: 
63//Y10980 

F-NT2RP2002710//Homo sapiens mRNA for KIAA0672 pro 
tein, complete cds.//2.5e-40:631:65//AB014572 
F-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, co 
mplete cds. //4. 8e-65: 600: 73//AF041 107 
F-NT2RP2002736//S.pombe chromosome II cosmid c887. 
//0. 17: 352: 58//AL033388 

F-NT2RP2002740//Absidia glauca 0RF, 3' end; (+) ma 
ting type surface protein (PSSP15) gene, complete 
cds; 0RF, 5' end. //0. 0073: 274: 66//M94861 
F-NT2RP2002741//Hamo sapiens mRNA for Neuroblastom 
a, complete cds.//7.5e-29:628:62//D89016 
F-NT2RP2002750//Homo sapiens Xp22 Bins 35-37 BAC G 
SHB-214D18 (Genome Systems Human BAC Library) comp 
lete sequence. III. 6e-31:568: 67//AC005296 
F-NT2RP2002752//Human BAC clone RG317M02 from 7pl5 
-p21, complete sequence. //1.7e-08: 206: 63//AC002433 
F-NT2RP2002753//Human DNA sequence from cosmid Bll 
B7 on chromosome 22 contains ESTs.//2.8e-71: 195:89 
//Z82171 

F-NT2RP2002769//Streptomyces fradiae tylactone syn 
thase, starter moduleand modules 1-7, (tylG) gene, 
compl ete cds. //0. 0016: 412: 60//U78289 
F-NT2RP2002778//CIT-HSP-2059C5.TF CIT-HSP Homo sap 
iens genomic clone 2059C5, genomic survey sequenc 
e.//6.8e-18: 186: 79//B69837 
F-NT2RP2002800 

F-NT2RP2002839//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ688pl2 containing uteroglobin gene, W0R 
KING DRAFT SEQUENCE, 11 unordered pieces. //1. 2e- 4 
1:134:94//AC006078 

F-NT2RP2002857//Rat T-cell receptor active beta-ch 
ainV-region (V-beta6-J-beta2. 5) mRNA, partial cd 
s, clone TRB-4. //0. 85: 93: 68//H18845 
F-NT2RP2002862//HS_3084_A1_H03_MF CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3084 Col =5 Row=0 t genomic survey sequenc 
e.//5.0e-67:390:91//AQ186344 
F-NT2RP2002880 

F-NT2RP2002891//CIT-HSP-2310014.TF CIT-HSP Homo sa 
piens genomic clone 2310014, genomic survey sequen 
ce.//0.11:53:90//AQ019792 

F-NT2RP2002925//Pig mRNA for carbonyl reductase, c 
omplete cds. 110. 66: 194: 65//D16511 
F-NT2RP2002928//Homo sapiens pre-mRNA splicing fac 
tor (PRP17) mRNA, complete cds.//2.3e-135:628:99// 
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AF038392 

F-NT2RP2002929//F.rubripes CSS sequence, clone 123 
1 23aAl , genomi c surveysequence. //3. 9e-06: 66: 83//AL 
017246 

F-NT2RP2002939 
F-NT2RP2002954 

F-NT2RP2002959//Mus musculus ubiquitin conjugating 
enzyme (ubc4) mRNA, complete cds.//1.3e-47:411:79 
//U62483 

F-NT2RP2002979//CIT-HSP-2340D12.TF CIT-HSP Homo sa 10 
pi ens genomic clone 2340D12, genomic survey sequen 
ce. //4. 6e-96: 476: 97//AQ057233 
F-NT2RP2002980//Sequence 20 from Patent EP0705842. 
//4.0e-13: 100: 94//A52230 

F-NT2RP2002986//Homo sapiens actin binding protein 
HAYVEN mRNA, completecds.//2. 4e-09:272:61//AF0595 
69 

F-NT2RP2002987//Homo sapiens (subclone 6_d9 from P 
1 H21) DNA sequence, complete sequence. //l.Oe- 22: 2 
93: 67//AC000958 20 
F-NT2RP2002993//Rattus norvegicus RNA polymerase I 
127 kDa subunit mRNA, compl ete cds.//4.0e-74:502:8 
4//AF025424 

F-NT2RP2003000//Homo sapiens chromosome 12pl3.3, W 
0RRING DRAFT SEQUENCE, 21 unordered pieces. //2.3e- 4 
6:474:76//AC004765 

F-NT2RP2003034//Homo sapiens chromosome 17, clone 
hRPR.849_NJ5, complete sequence. //4. 2e- 23: 202: 82/ 
/AC005703 

F-NT2RP2003073//Human DNA sequence from PAC 306D1 30 
on chromosome X contains ESTs.//3.4e-59:330:82//Z8 
3822 

F-NT2RP2003099//HS_3008_B2_C09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3008 Col =18 Row=F, genomic surveysequenc 
e.//1.4e-71:362:96//AQ089786 
F-NT2RP2003108//Sequence 59 from patent OS 577357 
7.//0.95:123:69//AR014362 

F-NT2RP2003117//HS_2034J2J)12_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=2034 Col =24 Row=H, genomic surveysequenc 
e. //1. 5e-88: 461: 96//AQ230797 
F-NT2RP2003121//Mus musculus enhancer of polycomb 
(Epcl) mRNA, completecds.//4.3e-46:470:72//AF07976 
5 

F-NT2RP2003125//Homo sapiens chromosome 19, cosmid 
R34382, compl ete sequence. //5. 7e- 10: 436: 61//AC005 
329 

F-NT2RP2003129//P.thunbergii cab gene. //0. 00044: 54 
1:60/7X61915 50 
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F-NT2RP2003137//CIT-HSP-2300J6.TR CIT-HSP Homo sap 
iens genomic clone 2300 J6, genomic survey sequenc 
e. //5. Oe-78: 393: 97//AQ012976 
F-NT2RP2003157//Human DNA sequence from cDNA 16pHQ 
G;16 from chromosome 16pl3.3.//5.4e-07:137:71//Z84 
716 

F-NT2RP2003158//Homo sapiens mRNA for proteasome s 
ubuni t p58, compl ete cds. Ill . 8e- 1 1 1 : 581 : 93//D67025 
F-NT2RP2003161//CITBI-E1-2506E20.TR CITBI-E1 Homo 
sapiens genomic clone2506E20, genomic survey seque 
nee. 110. 0025: 156: 67//AQ262657 
F-NT2RP2003164 

F-NT2RP2003165//Human hereditary haemochromatosi s 
region, hi stone 2A-like protein gene, hereditary h 
aemochromatosis (HLA-H) gene, RoRet gene, and sodi 
um phosphate transporter (NPT3) gene, complete cd 
s.//1.4e-43:334:79//U91328 

F-NT2RP2003177//Human signaling inositol polyphosp 
hate 5 phosphatase SIP-110 mRNA, complete cds.//0. 
91:346:62//U50040 

F-NT2RP2003194//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 996D20, WORKING DRAFT S 
EQUENCE. III. 7e-108: 511: 90//AL031597 
F-NT2RP2003206 

F-NT2RP2003228//H. sapiens Pl-Cdc21 mRNA.//2.9e-13 
6: 726: 93//X74794 

F-NT2RP2003230//Rattus norvegicus endo-alpha-D-man 
nosidase (Enman) mRNA, complete cds. //2.6e-51:348:8 
6//AF023657 

F-NT2RP2003237//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 126A5, WORKING DRAFT SE 
QUENCE. III. 6e-56: 415: 83//AL031447 
F-NT2RP2003243//RPCI11-36J1.TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-36J1, genomic survey seque 
nee. III. le-16: 112: 93//AQ047107 
F-NT2RP2003265//Muridae sp. (mouse-rat, neuroblast 
oma-glioma hybrid cell line NGD5) mRNA, complete cd 
s.//6.0e-114:696:87//L38481 
F-NT2RP2003272//RPCI11-67B15.TJ RPCI11 Homo sapien 
s genomic clone R-67B15, genomic survey sequence./ 
/3. 8e-16: 110: 94//AQ201833 

F-NT2RP2003277//Homo sapiens mRNA for KIAA0625 pro 
tein, partial cds. //1 . 5e- 145: 714: 96//AB014525 
F-NT2RP2003280//RPCI 11-1412. TVB RPCI-11 Homo sapie 
ns genomic clone RPCI-11- 141 2, genomic survey sequ 
ence. 116. 4e-77: 400: 95//B85286 
F-NT2RP2003286//CIT-HSP-2336D3.TF CIT-HSP Homo sap 
iens genomic clone 2336D3, genomic survey sequenc 
e. 115. 3e-29: 287: 73//AQ041024 
F-NT2RP2003293//Homo sapiens DNA from chromosome 1 
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9, BAC 33152, compl etesequence. //1. 5e- 54: 508: 74//A 
C003973 

F-NT2RP2003295//Homo sapiens RHP mRNA for RPB5 mei 
dating protein, complete cds.//6. le-85: 416: 97//AB0 
06572 

F-NT2RP2003297//S.pombe pho2 gene for specific p-n 
i trophenyl phosphatase. //0. 60: 309: 64/ /X62722 
F-NT2RP2003307//Mus musculus kinesin light chain 2 
(Rlc2) mRNA, completecds.//1.0e-45:442:75//AF0556 
66 10 
F-NT2RP2003308//D.melanogaster crn mRNA.//l. le-63: 
697: 70//X58374 

F-NT2RP2003329//Hamo sapiens chromosome 17, clone 
hCIT. 131JL11 , complete sequence. //0. 040: 145: 64//A 
C005288 

F-NT2RP2003339 

F-NT2RP2003347//Plasmodium falciparum MAL3P7, comp 
lete sequence. //0. 12: 275: 60//AL034559 
F-NT2RP2003367//flomo sapiens chromosome 4 clone B3 
68A9 map 4q25, complete sequence. //0. 83: 225: 63//AC 20 
005510 

F-NT2RP2003391 

F-NT2RP2003393//HS_3218_A2J09J7 CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3218 Col =18 Row=C, genomic surveysequenc 

e. //0. 021 : 93: 79//AQ204356 

F-NT2RP2003394 

F-NT2RP2003401 

F-NT2RP2003433//Rattus rattus sec61 homologue mRN 

A, compl ete cds. //4. 2e-61 : 533: 75//M96630 30 

F-NT2RP2003445//Homo sapiens genomic DNA, chromoso 

me 21qll.l, segment 1/5, WORKING DRAFT SEQUENCE.// 

2. le-49: 301: 72//AP000023 

F-NT2RP2003446 

F-NT2RP2003456//Rickettsia prowazekii strain Hadri 
d E, complete genome; segment 3/4. //0. 0018: 366: 60// 
AJ235272 

F-NT2RP2003466//Homo sapiens chromosome 11, BAC CI 
T-HSP-311e8 (BC269730) containing the hFENl gene, c 
ompl ete sequence. 111. 5e- 16: 189: 68//AC004770 40 
F-NT2RP2003480//Mouse interleukin 2 receptor (p55 
IL-2R) mRNA, 5 end.//1.9e-25: 197: 85//M21977 
F-NT2RP2003499 
2.1e-08:408:61//AB000826 

F-NT2RP2003506//Homo sapiens clone NH0479C13, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. III. 9e-33: 1 
92:96//AC005236 

F-NT2RP2003511//Ceratopteris richardii mRNA for CR 
HB11, partial cds.//1.0:328:60//AB013801 
F-NT2RP2003513//Human mRNA for KIAA0270 gene, part 50 
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ial cds.//7.3e-76:403:93//D87460 
F-NT2RP2003517//Human osteosarcoma cell line U-2 0 
S mRNA fragment for PDGF-B chain (PDGF= platelet-d 
erived growth factor) . III. 5e-24: 151: 95//X03702 
F-NT2RP2003522//Mouse interleukin 2 receptor (p55 
IL-2R) mRNA, 5' end. III. 3e- 101: 564: 91//M2 1977 
F-NT2RP2003533//Human DNA sequence from cosmid Fll 
21 on chromosome 6.//2.0e-40:315:75//Z80899 
F-NT2RP2003543 

F-NT2RP2003559//H. sapiens CpC island DNA genomic M 
sel fragment, clone 90a5, reverse read cpg90a5.rtl 
a.//l.le-20: 122: 99//Z56144 

F-NT2RP2003564//Human 52-kD ribonucleoprotein Ro/S 
SA mRNA, complete cds.//8.8e-27:664:63//M34551 
F-NT2RP2003567//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds.//4. le-113: 541: 98//AB007931 
F-NT2RP2003581 

F-NT2RP2003596//F.rubripes GSS sequence, clone 036 
L10aF12, genomic survey sequence. //1.9e-ll: 210: 65/ 
/AL012756 

F-NT2RP2003604//Homo sapiens alpha-catenin-like pr 
otei n (CTNNAL1) mRNA, compl ete cds. Ill . 9e- 123: 587: 9 
8//AF030233 
F-NT2RP2003629 

F-NT2RP2003643//Mus musculus mRNA for CMP- N- acetyl 
neuraminic acid synthetase. //7.8e-88: 582: 84//AJ006 
215 

F-NT2RP2003668//Homo sapiens clone RG270D13, W0RKI 
NG DRAFT SEQUENCE, 18unordered pieces. //5.6e-47: 33 
5: 83//AC005081 

F-NT2RP2003687//Homo sapiens Xp22 BAC GSHB-519E5 
(Genome Systems Human BAC library) complete sequen 
ce. III. 2e-06: 133: 74//AC003684 
F-NT2RP2003691//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 525L6, WORKING DRAFT SE 
QUENCE. III. 7e-47: 337: 81//AL023807 
F-NT2RP2003702//Rattus norvegicus ovarian- specific 
protei n mRNA, compl ete cds. Ill . 3e-65: 458: 82//U448 
03 

F-NT2RP2003704//H. sapiens CpG island DNA genomic H 
sel fragment, clone 2a9, reverse read cpg2a9. rtle. 
//3. 8e- 17: 170: 84//Z60615 

F-NT2RP2003706//Homo sapiens mRNA for KIAA0525 pro 
tein, partial cds. //2.6e- 108: 518: 98//AB01 1097 
F-NT2RP2003713//HS_2016_B1_B05_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2016 Col =9 Row=D, genomic survey sequenc 
e. //1 . 3e- 1 1 : 102: 90//AQ226895 
F-NT2RP2003714//Homo sapiens DNA from chromosome 1 
9, BAC 33152, compl etesequence. III. 4e- 27: 249: 78//A 
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C003973 

F-NT2RP2003727//RPCI 1 1 - 771 19. TV RPCI 1 1 Homo sapi en 
s genomic clone R- 771 19, genomic survey sequence./ 
/3.4e-26:294:74//AQ268303 

F-NT2RP2003737//Homo sapiens clone DJ1022I14, WORK 
ING DRAFT SEQUENCE, 14unordered pieces. //2.6e- 74:1 
94:91//AC004951 

F-NT2RP2003751//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-911E12, complete sequence. //1. 7e-92: 1 
65:96//AC003964 10 
F-NT2RP2003760//B.primi genius mRNA for coat protei 
n gamma-cop. //4. 5e-76: 696: 73//X92987 
F-NT2RP2003764//Homo sapiens gene for HTG16, exon 
lb, partial sequence. //1. 0: 109: 69//AB013275 
F-NT2RP2003769 

F-NT2RP2003770//Homo sapiens chromosome 17, clone 
hRPC. 1050 J)_4, complete sequence. //3. Oe-96: 467: 98/ 
/AC004771 
F-NT2RP2003777 

F-NT2RP2003781//tricarboxylate carrier [rats, live 20 
r , mRNA Parti al , 2986nt] . //7. 2e- 107: 731 : 82//S7001 1 
F-NT2RP2003793//CIT-HSP-2326L12.TF CIT-HSP Homo sa 
pi ens genomic clone 2326L12, genomic survey sequen 
ce. 111. 0e-20: 124: 95//AQ038761 
F-NT2RP2003825//Homo sapiens BAC clone RG139P11 fr 
om 7qll-q21, completesequence.//8.9e-06:151:74//AC 
004491 

F-NT2RP2003840//Arabidopsis thaliana chromosome II 
BAC F12A24 genomic sequence, complete sequence.// 
0.018: 145: 69//AC005167 30 
F-NT2RP2003857//HS_3227_A2_G04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3227 Col =8 Row=M, genomic survey sequenc 
e. //0. 96: 257: 61//AQ303467 
F-NT2RP2003859 

F-NT2RP2003871//Homo sapiens 12q24 PAC RPCI1-74B13 

(Roswell Park Cancerlnstitute Human PAC library) 
complete sequence. III. 0e-12: 369: 65//AC002375 
F-NT2RP2003885//CITBI-E1-2514D6.TF CITBI-E1 Homo s 
apiens genomic clone 2514D6, genomic survey sequen 40 
ce. //0. 13: 167: 64//AQ265722 

F-NT2RP2003912//nekl=serine/threonine- and tyrosin 
e-specific protein kinase [mice, erythroleukemia c 
ells, mRNA, 4263 nt].//1.3e- 136: 838: 86//S45828 
F-NT2RP2003952 

F-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquit 
in specific protease, complete cds.//2. le-28: 165:96 
//AB014458 

F-NT2RP2003976//Human DNA sequence from clone 283E 
3 on chromosome lp36. 21-36. 33. Contains the altera 50 
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atively spliced gene for Matrix Metal loproteinase 
in the Female Reproductive tract MIFR1, -2, MMP21/ 
22A, -B and -C,a novel gene, the alternatively spl 
iced CDC2L2 gene for Cell Division Cycle 2-Like 2 
(PITSLRE, p58/GTA, Galactosyl transferase Associate 
d Protei nKinase) beta 1, beta 2-1, beta 2-2 and al 
pha 2-4, a 40S Ribosomal Protein S7 pseudogene, pa 
rt of the KIAA0447 gene, a novel alternatively spl 
iced gene similar to many (archae) bacterial, worm 
and yeast hypothetical genes, and the GNB1 gene fo 
r Guanine Nucleotide Binding Protein (G protein), 
Beta polypeptide 1 (Transducin Beta chain 1). Cont 
ains putative CpGislands, ESTs, STSs and GSSs, com 
plete sequence. III. 6e-24: 298: 74//AL031282 
F-NT2RP2003981//Homo sapiens mRNA for KIAA0804 pro 
tein, partial cds.//9.9e-160:783:96//AB018347 
F-NT2RP2003984 

F-NT2RP2003986//Human Chromosome 11 pac pDJ197hl7, 
WORKING DRAFT SEQUENCE, 11 unordered pieces. III. 7 
e-26:260:77//AC000382 

F-NT2RP2003988//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 862K6, WORKING DRAFT SE 
QUENCE. 119. le-61: 701: 70//AL031681 
F-NT2RP2004013//Human DNA sequence from clone 372K 
1 on chromosome 6q24 Contains EST, STS, GSS and Cp 
G Island, complete sequence. //3.0e- 123: 693: 91//AL0 
23580 

F-NT2RP2004014 

F-NT2RP2004041//Homo sapiens chromosome 19, cosmid 
F17127, complete sequence. //5. 8e- 83: 427: 87//AC004 
780 

F-NT2RP2004042 

F-NT2RP2004066//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 134019, WORKING DRAFT S 
EQUENCE. IIS. 6e- 1 10: 528: 98//AL034555 
F-NT2RP2004081 

F-NT2RP2004098//HS_2216_ J A1_B12JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2216 Col=23 Row=C, genomic surveysequenc 
e.//1.0e-07:86:84//AQ145694 
F-NT2RP2004124//HS_3064_B2_A04JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col =8 Row=B, genomic survey sequenc 
e. 113. 0e-25: 155: 94//AQ136993 
F-NT2RP2004142//Arabidopsis thaliana genomic DNA, 
chromosome 5, TAC clone: K8K14, complete sequence. 
//1.0: 220: 62//AB007645 

F-NT2RP2004152//Drosophila melanogaster DNA sequen 
ce (PI DS02252 (D97)), complete sequence. //0. 93: 48 
0: 56//AC002493 
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F-NT2RP2004165//P1 asmodi um falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pi eces. 110. 051 : 265: 61//AC00 
5140 

F-NT2RP2004170//Homo sapiens distal -less homeobox 
protein (DLX7) gene, complete cds.//1.0: 162: 66//AF 
028235 

F-NT2RP2004172//S.pombe chromosome II cosmid c24E 
9. //1. 7e-06: 466: 59//AL021816 

F-NT2RP2004187//Homo sapiens full length insert cD 10 
NA YQ86E07. //3. 5e- 17: 354: 64//AF075093 
F-NT2RP2004194//Rattus norvegicus Golgi SNARE GS15 
mRNA, compl ete cds. 119. 4e-53: 397: 82//AF003998 
F-NT2RP2004196 

F-NT2RP2004207//Human von Willebrand factor pseudo 
gene corresponding toexons 23 through 34. //0. 0023: 
386:61//M60676 

F-NT2RP2004226//HS_2186JUJX)3JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2186 Col=5 Row=G, genomic survey sequenc 20 
e. //7. 8e-58: 370: 87//AQ063813 
F-NT2RP2004232//H. sapiens mRNA for protein kinase 
C mu.//1.2e-34: 448:67/7X75756 
F-NT2RP2004239//Homo sapiens lok mRNA for protein 
kinase, complete cds.//5.2e-108:510:99//AB015718 
F-NT2RP2004240//Pyrococcus horikoshii 0T3 genomic 
DNA, 1166001-1485000 nt. position (6/7). //I. le-12: 
489:61//AP000006 
F-NT2RP2004242 

F-NT2RP2004245 30 
F-NT2RP2004270//Streptomyces coelicolor cosmid 1A 
9. //7. 5e-07: 462: 62//AL034446 
F-NT2RP2004300//Homo sapiens chromosome 19, cosmid 
R33632, compl ete sequence. //3. 5e- 1 1 : 299: 64//AC005 
781 

F-NT2RP2004316//Homo sapiens EXT-like protein 2 (E 
XTL2) mRNA, complete cds.//4.5e-150:735:97//AF0004 
16 

F-NT2RP2004321//Drosophila melanogaster DNA sequen 
ce (PI DS02110 (D147)), complete sequence. //0. 98: 2 40 
67: 59//AC004423 

F-NT2RP2004339//Human Chromosome 16 BAC clone CIT9 
87SK-A-355G7, compl etesequence. //L 6e-40: 419: 75//A 
C002519 

F-NT2RP2004347//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. //1. 2e-72: 439: 82//AL031650 
F-NT2RP2004364 
F-NT2RP2004365 

F-NT2RP2004366//Human DNA sequence from clone 612B 50 
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18 on chromosome lq24-25.3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Islan 

d, compl ete sequence. //0. 92: 427: 57//AL031864 
F-NT2RP2004373//Homo sapiens cosmids QclSCl and 94 
B6 from Xq28, compl etesequence. 1/2. 6e- 26: 493: 65//A 
F035397 

F-NT2RP2004389//HSJ183_B2_HQ4_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2183 Col =8 Row=P, genomic survey sequenc 

e. 111. 9e- 1 1 : 83: 96//AQ063969 
F-NT2RP2004392 

F-NT2RP2004396//Homo sapiens BAC clone RG135C18 fr 
om 7q21, complete sequence. III. le- 171: 875: 95//AC00 
5164 

F-NT2RP2004399//Homo sapiens SYBL1 gene. //1. 4e- 24: 
467: 64//AJ004799 

F-NT2RP2004400//Arabidopsis thaliana BAC T19B17 fr 
om chromsome IV, nearl9.3 cM, complete sequence.// 
0.00074: 455: 59//AF069441 

F-NT2RP2004412//H. sapiens CpG island DNA genomic H 
sel fragment, clone 34g4, reverse read cpg34g4.rtl 
a. //5. Oe-27: 154: 98//Z65369 
F-NT2RP2004425 

F-NT2RP2004463//Streptomyces coelicolor cosmid 2E 
9. 110. 0053: 196: 65//AL021530 
F-NT2RP2004476//Drosophila melanogaster cosmid 67A 
9. 115. 2e- 15: 377: 63//AL034388 
F-NT2RP2004490//Homo sapiens chromosome 16, PI clo 
ne 94-10H (LANL), complete sequence. //4.3e- 100: 49 
7: 97//AC005591 

F-NT2RP2004512//Plasmodium falciparum MAL3P5, comp 
lete sequence. III. 3e-07: 815: 57//AL034556 
F-NT2RP2004523//Homo sapiens clone DJ0800G07, comp 
lete sequence. //8. 5e-138: 718: 95//AC004890 
F-NT2RP2004538//Homo sapiens mRNA for KIAA0591 pro 
tein, partial cds.//1.4e-137:687:96//AB011163 
F-NT2RP2004551//CIT-HSP-2387G7.TF.1 CIT-HSP Homo s 
apiens genomic clone 2387G7, genomic survey sequen 
ce. 111. le-85: 484: 91//AQ239555 
F-NT2RP2004568//H.vulgare GAA-satellite DNA.//2.0e 
-07:292:62//Z50100 

F-NT2RP2004580//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 968D22, WORKING DRAFT S 
EQUENCE. //4. 5e-44: 512: 72//AL023755 
F-NT2RP2004587//Candida albicans cytoskeleton asse 
mbly control protein (SLA2) gene, partial cds.//l. 
0:344:56//AF092908 

F-NT2RP2004594//nbxb0019H13r CUGI Rice BAC Library 
Oryza sativa genomicclone nbxb0019H13r, genomic s 
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urvey sequence. 110. 053: 324: 60//AQ258020 
F-NT2RP2004600 

F-NT2RP2004602//Homo sapiens chromosome 19, cosmid 
F21431 , compl ete sequence. I/O. 12: 109: 73//AC005176 
F-NT2RP2004614 

F-NT2RP2004655//Homo sapiens mRNA for leucine rich 
protein. III. 6e-102: 496: 98//AJ006291 
F-NT2RP2004664//Homo sapiens mRNA for KIAA0460 pro 
tein, partial cds.//1.6e-153:728:98//AB007929 
F-NT2RP2004675//Homo sapiens chromosome 12q24.1, W 10 
ORKING DRAFT SEQUENCE, 33 unordered pieces.//0.092: 
239:61//AC005805 

F-NT2RP2004681//Human DNA sequence from clone 51 J2 
3 on chromosome Xq26.3-27.3. Contains an EST and G 
SSs, compl ete sequence. Ill . 0: 236: 61//AL031312 
F-NT2RP2004689//Homo sapiens mRNA for KIAA0625 pro 
tein, partial cds.//1.3e-59:327:94//AB014525 
F-NT2RP20Q4709//HS_2033_B2_E04JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2033 Col =8 Row=J, genomic survey sequenc 20 
e.//1.9e-15:187:74//AQ230714 
F-NT2RP2004710//HSJ185_B2_D07J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3185 Col=14 Row=H, genomic surveysequenc 
e.//9.9e-10:110:84//AQ172885 
F-NT2RP2004736//Homo sapiens mRNA for KIAA0478 pro 
tein, complete cds.//6.4e-117: 582: 96//AB007947 
F-NT2RP2004743//Human DNA sequence from PAC 37M17 
chromosome X. 110. 14: 138: 71//Z78022 
F-NT2RP2004767//H. sapiens CpG island DNA genomic M 30 
sel fragment, clone 65cll, reverse read cpg65cll.r 
tla.//1.3e-24:217:81//Z62210 
F-NT2RP2004768//Homo sapiens STE20-like kinase 3 
(mst-3) mRNA, completecds.//1.6e-45:541:71//AF0246 
36 

F-NT2RP2004775//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //5.8e 
-13:697:59//AE001398 

F-NT2RP2004791//Human HeLa mRNA isolated as a fals 
e positive in a two-hybrid-screen.//5.0e-53:353:84 40 
//U56252 

F-NT2RP2004799//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds. III. 5e-116: 594: 95//AF058953 
F-NT2RP2004802 

F-NT2RP2004816//Homo sapiens H beta 58 homolog mRN 
A. complete cds.//2. le- 101 : 495: 97//AF054179 
F-NT2RP2004841//Human DNA sequence from cosmid J13 
8017, between markersDXS6791 and DXS8038 on chromo 
some X contains EST CA repeat and an endogenous re 50 
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troviral like element. //7.6e-82: 531: 84//Z72519 
F-NT2RP2004861//Fugu rubripes GSS sequence, clone 
040017bA3, genomic survey sequence. 1/0. 96: 183:64// 
AL025645 

F-NT2RP2004897//Human Chromosome X clone bWXD187, 
complete sequence. //4. 8e- 142: 710: 96//AC004383 
F-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, 
complete cds. 111. Qe-82: 418: 95//AB007144 
F-NT2RP2004936 

F-NT2RP2004959//HS_3197__A2_G1LMR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3197 Col=22 Row=M, genomic surveysequenc 
e. III. 5e-25: 218: 83//AQ150183 
F-NT2RP2004961//Rattus norvegicus RRAB/zinc finger 
suppressor protein 1(KS1) mRNA, complete cds.//2. 
5e-59:339: 79//U56732 

F-NT2RP2004962//Human hereditary haemochromatosi s 
region, histone 2A-like protein gene, hereditary h 
aemochromatosis (HLA-H) gene, RoRet gene, and sodi 
um phosphate transporter (NPT3) gene, complete cd 
s.//3.6e-19: 187: 72//U91328 

F-NT2RP2004967//Plasmodium falciparum HAL3P6, comp 
lete sequence. 110. 0020: 297: 61//Z98551 
F-NT2RP2004978//Chlamydomonas reinhardtii VSP-3 mR 
NA, complete cds. 110. 22: 162: 69//L29029 
F-NT2RP2004982//F26D4-Sp6 IGF Arabidopsis thaliana 
genomic clone F26D4, genomic survey sequence. 1/0. 1 
3:273:61//B12642 

F-NT2RP2004985//Human mRNA for KIAA0144 gene, comp 
lete cds.//1.5e-20:431:65//D63478 
F-NT2RP2004999 

F-NT2RP2005000//R. rattus gene for beta-1 subunit o 
f Na, K-ATPase. 110. 019: 240: 63//X63375 
F-NT2RP2005001//Homo sapiens mRNA for KIAA0615 pro 
tein, complete cds.//6.0e-159:782:97//AB014515 
F-NT2RP2005003//H. sapiens Staf50 mRNA.//3. le-42:43 
0: 75//X82200 

F-NT2RP2005012//Homo sapiens SEC63 (SEC63) mRNA, c 
omplete cds. III. 4e-98: 501: 96//AF100141 
F-NT2RP2005018//Homo sapiens PAC clone DJ0659J06 f 
rom 7q33-q35, compl etesequence. III. 0: 209: 63//AC004 
849 

F-NT2RP2005020 

F-NT2RP2005022//Human Chromosome 3 pac pDJ70ill, W 
ORKING DRAFT SEQUENCER unordered pieces.//3.0e-4 
3:98: 93//AC000380 

F-NT2RP2005031//HS_2052_B2_G10JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2052 Col =20 Row=N, genomic surveysequenc 
e. //0. 019: 363: 61//AQ231464 
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F-NT2RP2005037/7Human 3' of immunoglobulin heavy c 
hain locus (IGHA2) gene.//0.70:174:65//U64454 
F-NT2RP2005038//Homo sapiens chromosome 17, clone 
hRPK. 74_E_22, complete sequence. //0. 20: 519: 57//AC 
005696 

F-NT2RP2005108 

F-NT2RP2005116//Homo sapiens mRNA for RIAA0664 pro 
tein, partial cds.//2.0e-103:495:98//AB014564 
F-NT2RP2005126//H. sapiens mRNA for RNA helicase (M 
yc- regulated dead boxprotein) . //2. 9e-27: 157: 98//X9 10 
8743 

F-NT2RP2005139//Amycolatopsis mediterranei genes e 
ncoding rifamycin polyketide synthases, ORFs 1 to 
5. //0. 00024: 547: 59//AJ223012 
F-NT2RP2005140//Homo sapiens chromosome 21, Neurof 
ibromatosis 1 (NF1) related locus, complete sequen 
ce.//0.95:191:62//AC004527 
F-NT2RP2005144//Homo sapiens tubby like protein 3 
(TULP3) mRNA, completecds.//2.6e-89:447:96//AF0455 
83 20 
F-NT2RP2005147//HS_3184_ALE01_MR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3184 Col=l Row=I, genomic survey sequenc 
e. //0. 10: 294: 60//AQ252226 

F-NT2RP2005159//H. sapiens CpG island DNA genomic H 
sel fragment, clone 132g6, forward read cpgl32g6.f 
tla.//l. le-13:93:97//Z59162 
F-NT2RP2005162//Caenorhabditis elegans cosmid F01F 
l.//2.6e-20:394:64//U13070 

F-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-as 30 
soci ated protei n. //1 . 4e- 125: 633: 96//AJ007509 
F-NT2RP2005204//Arabidopsis thai i ana ubiquitin act 
ivating enzyme (UBAl)gene, complete cds. //0. 00016: 
316: 60//U80808 

F-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence. //0. 51 : 52: 92//AC005 
189 

F-NT2RP2005239//S.pombe chromosome II cosmid c21Dl 
0.//1.3e-22:356:67//AL031536 

F-NT2RP2005254 40 
F-NT2RP2005270//H. sapiens genomic DNA (chromosome 
3; clone NL197R) . //0. 58: 132: 65//X87513 
F-NT2RP2005276//Rat mRNA for brain acyl-CoA synthe 
tase II, complete cds.//9.0e-103:656:85//D30666 
F-NT2RP2005287//Cavia porcellus zinc finger protei 
n (zfoCl) mRNA, complete cds.//3.4e-37:302:84//L26 
335 

F-NT2RP2005288//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds.//7. le>122: 604: 96/ 
/AF060219 50 
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F-NT2RP2005289//Homo sapiens mRNA for XRP2 protei 
n. //A. 0e-140: 670: 98//AJ007590 
F-NT2RP2005293//HS_3245_B1_E10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3245 Col=19 Row=J, genomic surveysequenc 
e. //8. 2e-37: 223: 92//AQ217454 
F-NT2RP2005315//Homo sapiens mRNA for KIAA0676 pro 
tein, partial cds. //I. le-95: 483: 96//AB014576 
F-NT2RP2005325//Human UM-homeobox domain protein 
(hLH-2) mRNA, compietecds.//8.2e-22: 166: 90//U1 1701 
F-NT2RP2005336//Homo sapiens snRNA activating prot 
ein complex 190kD subunit (SNAP190) mRNA, complete 

cds. //0. 39: 353: 62//AF032387 
F-NT2RP2005344//Homo sapiens mRNA for KIAA0566 pro 
tein, partial cds. //8.8e-29: 456: 66//AB01 1138 
F-NT2RP2005354//Human DNA sequence from PAC 435C23 

on chromosome X. Contains ESTs. //0. 72: 431 : 61//Z92 
844 

F-NT2RP2005358//Homo sapiens methyl-CpG binding pr 
otein MBD3 (HBD3) mRNA, complete cds.//4.7e-99:48 
9: 96//AF072247 

F-NT2RP2005360//Pan troglodytes huntingtin gene, p 
artial exon.//0.93: 105: 67//L49358 
F-NT2RP2005393//Rat parathyroid hormone receptor m 
RNA, complete cds.//2.4e-08:97:83//M77184 
F-NT2RP2005407 

F-NT2RP2005436//Homo sapiens chromosome 16, cosmid 
clone 2H2 (LANL), complete sequence. //0. 014: 235: 6 
2//AC005346 

F-NT2RP2005441//CIT- HSP-2338P5.TR CIT-HSP Homo sap 
iens genomic clone 2338P5, genomic survey sequenc 
e. //4. Oe- 107: 532: 97//AQ055548 
F-NT2RP2005453//F21C16TFC IGF Arabidopsis thaliana 
genomic clone F21C16, genomic survey sequence. //I. 
0: 239: 61//B97865 

F-NT2RP2005457//B.taurus CI-B14.5b mRNA for NADH d 
ehydrogenase (ubiquinone) . //4. 7e-25: 245: 79//X68647 
F-NT2RP2005464//Human DNA sequence from clone 836E 
8 on chromosome 20pl2Contains EST, CA repeat, STS, 
GSS, retroviral sequence, complete sequence. //4. 6 
e-111: 724: 86//AL031679 

F-NT2RP2005465//Homo sapiens chromosome 19, BAC CI 
T-B-393U5 (BC301323), complete sequence. //6. 5e- 18: 
152:75//AC006116 

F-NT2RP2005472//Human DNA sequence from clone 1118 
D24 on chromosome lp36. 11-36.33. Contains part of 
a novel gene similar to worm genes T08G11. land C25 
H3.9, part of a 60S Ribosomal Protein L10 LIRE (ps 
eudo)gene and two 3' exons of the TNFR2 gene for T 
uior Necrosis Factor Receptor 2 (75 kD) (TNF Bind! 
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ng Protein 2, TBPII, TNF-R2, CD120B, TNFBR). Conta 
ins ESTs.STSs, GSSs, genomic marker D1S434 and a c 
a repeat polymorphism, complete sequence. //4.4e-l 
2:89: 97//AL031276 

F-NT2RP2005476//Homo sapiens BAC clone RG293F17 fr 
om 7pl5-p21 , compl etesequence. //4. 3e-40: 463: 73//AC 
004130 

F-NT2RP2005490//Homo sapiens clone NH0001P09, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //3.2e- 115: 2 
28:99//AC006030 10 
F-NT2RP2005491//HS_2253_A2_G10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2253 Col =20 Row=M, genomic surveysequenc 
e.//4.6e-23:234:80//AQ116847 
F-NT2RP2005495 

F-NT2RP2005496//HS_3064_A1_F08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col =15 Row=R, genomic surveysequenc 
e. //5. 3e-90: 436: 98//AQ143097 

F-NT2RP2005498//Rabbit protein phosphatase 2A beta 20 
subunit mRNA, complete cds.//1.4e-63: 503: 78//M649 
31 

F-NT2RP2005501//Homo sapiens chromosome 10 clone C 
IT987SK-1143A11 map 10q25, complete sequence. //0. 8 
6:183:63//AC005880 

F-NT2RP2005509//Homo sapiens cosmid 111937 from Xq 
28. //I . 0: 160: 65//U82695 

F-NT2RP2005520//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds.//3.9e-81:4 
44:92//AF092563 30 
F-NT2RP2005525//Homo sapiens mRNA for RIAA0764 pro 
tein, complete cds.//6.9e-18: 112: 99//AB018307 
F-NT2RP2005531//Human structural protein 4.1 mRNA, 
complete cds. //I. le-06: 282: 60//M14993 
F-NT2RP2005539//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . 1/1. 9e-153: 747: 97//AJ012449 
F-NT2RP2005540//Homo sapiens mRNA for KIAA0494 pro 
tei n, complete cds. //5. 9e- 130: 618: 98//AB007963 
F-NT2RP2005549//Mus musculus clone 0ST142, genomic 
survey sequence. //3. le-43: 277: 89//AF046734 40 
F-NT2RP2005555//HS_2188Jtf JH)4JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2188 Col =8 Row=G. genomic survey sequenc 
e. //8. 0e-05; 195: 65//AQ086723 
F-NT2RP2005557//Homo sapiens clone 486790 diphosph 
oinositol polyphosphate phosphohydrolase mRNA, com 
plete cds. III. 5e-44: 473: 71//AF062529 
F-NT2RP2005581//Homo sapiens BAC clone GS180J15 fr 
om 7q31 , compl ete sequence. //0. 99: 213: 65//AC005016 
F-NT2RP2005600//H. sapiens CpG island DNA genomic H 50 
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sel fragment, clone 172dl2, reverse read cpgl72dl 

2. rtla. //0. 32: 134: 63//Z57359 

F-NT2RP2005605 

F-NT2RP2005620//Homo sapiens epsin 2a mRNA, compl e 
te cds.//9.8e-91:447:97//AF062085 
F-NT2RP2005622 

F-NT2RP2005635//Saccharomyces cerevisiae chromosom 
e VIII cosmid 9205. //8. 6e- 17: 411 : 61//U10556 
F-NT2RP2005637//NATI (NATI*10)=acetyl transferase 1 
{3' region, polyadenylation polymorphism} [human, 
unrelated Caucasians, mRNA Partial Mutant, 300 n 
t] . //0. 22: 156: 65//S78829 

F-NT2RP2005640//Mouse U6 RNA gene. //5.5e- 19: 249:76 
//X06980 

F-NT2RP2005645//HS_2201_B2_D07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2201 Col=14 Row=H, genomic surveysequenc 
e.//0.30:159:65//AQ066763 

F-NT2RP2005651//H. sapiens DNA sequence. //0. 00037: 1 
50: 66//Z22493 

F-NT2RP2005654//Homo sapiens mRNA for KIAA0288 gen 
e, complete cds.//4.7e-07:351:62//AB006626 
F-NT2RP2005669//Homo sapiens KE05 protein mRNA, co 
mpl ete cds. //8. 2e-98: 472: 98//AF064605 
F-NT2RP2005675//Homo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds.//2.4e-94:462:98/ 
/AF089814 

F-NT2RP2005683//HS-1024-Bl-H05-MF.abi CIT Human Ge 
nomic Spenn Library CHomo sapiens genomic clone PI 
ate=CT 803 Col =9 Row=P, genomic survey sequence.// 
0.99: 156: 64//B34405 

F-NT2RP2005690//Human pyrrol ine 5-carboxylate redu 
ctase mRNA, complete cds.//7.7e-10:328:61//M77836 
F-NT2RP2005694 

F-NT2RP2005701//Homo sapiens 12pl3.3 BAC RPCI 11-28 
8K12 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //0. 72: 160: 65//AC005183 
F-NT2RP2005712//Homo sapiens mRNA for KIAA0799 pro 
tein, partial cds.//1.6e-124:599:97//AB018342 
F-NT2RP2005719//R.norvegicus mRNA for metal lothl on 
ei n-1 1 1 . //0. 86: 1 17: 64//X89603 
F-NT2RP2005722//Human zinc finger protein ZNF136./ 
/2.6e-44:415:77//U09367 

F-NT2RP2005723//Human BAC clone GS542D18 from 7q31 
-q32, complete sequence. //6.9e- 15: 153: 81//AC002528 
F-NT2RP2005726//Homo sapiens clone DJ0577P23, WORK 
ING DRAFT SEQUENCE, 28unordered pieces. //5. le-41: 1 
38: 95//AC005627 

F-NT2RP2005732//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 291J10, WORKING DRAFT S 
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EQUENCE. 110. 61: 303: 60//Z93017 
F-NT2RP2005741//Homo sapiens PALM gene, exon 1 and 
joined CDS. //0. 52: 116: 67//Y16270 
F-NT2RP2005748//Human Koxll mRNA for zinc finger p 
rotei n, parti al . //0. 1 1 : 136: 66//X52342 
F-NT2RP2005752//Homo sapiens TNFR-related death re 
ceptor-6 (DR6) mRNA, complete cds. //7.8e-22: 134:96 
//AF068868 

F-NT2RP2005753//Homo sapiens 1-1 receptor candidat 
e protei n mRNA, compl ete cds. //1 . 2e- 100: 486: 98//AF 10 
082516 

F-NT2RP2005763//Human mRNA for RIAA0111 gene, comp 
1 ete cds. 110. 00073: 425: 56//D21853 
F-NT2RP2005767//G.gallus PB1 gene.//2. le-73:544:80 
//X90849 

F-NT2RP2005773//Buman pyrroline 5-carboxylate redu 
ctase mRNA, complete cds.//6.2e-15: 153: 82//M77836 
F-NT2RP2005775//Sus scrofa mRNA for soluble angiot 
esin- binding protein, compl ete cds.//1.2e-121:649:8 
8//D11336 20 
F-NT2RP2005781//Pseudomonas aeruginosa gene for Me 
xX and HexY, compl etecds. //0. 96: 184: 60//AB0 15853 
F-NT2RP2005784//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1185N5, WORKING DRAFT S 
EQUENCE. III. 9e-63: 222: 96//AL034423 
F-NT2RP2005804//Oryza sativa glycine-rich protein 
(0SGRP1) mRNA, complete cds. //2. 6e-07: 232:64//AF01 
0579 

F-NT2RP2005812 

F-NT2RP2005815//Streptomyces sp. gene for alkaline 30 
seri ne protease I . //0. 031 : 358: 59//X74103 
F-NT2RP2005835//Rattus norvegicus mRNA for p47, co 
mpl ete cds. III. 5e- 107: 449: 91//AB002086 
F-NT2RP2005841 //Human DNA sequence from cosmid U20 
9G1 on chromosome X.//5. le-05: 144: 73//Z68873 
F-NT2RP2005853//RPCI11-24D4.TKBF RPCI-11 Homo sapi 
ens genomic clone RPCI-11-24D4, genomic survey seq 
uence. IIS. 4e- 13: 130: 85//AQ013490 
F-NT2RP2005857//Homo sapiens chromosome- associated 
protein-C (hCAP-C) mRNA, partial cds. //1.7e-174:8 40 
29:98//AF092564 

F-NT2RP2005859//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 914P20, WORKING DRAFT S 
EQUENCE. //0. 25: 174: 62//AL034553 
F-NT2RP2005868//Fugu rubripes GSS sequence, clone 
1031 24aF4, genomi c survey sequence. 117. 8e-06: 92: 79 
//AL027276 

F-NT2RP2005886//HS_3187_A2J)08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3187 Col=16 Row=G, genomic surveysequenc 50 
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e.//7. le-95: 494: 95//AQ155885 
F-NT2RP2005890//Mouse oncogene (ect2) mRNA, compl e 
te cds.//2.7e-32:660:66//L11316 
F-NT2RP2005901//H. sapiens CpG island DNA genomic H 
sel fragment, clone 15b5, reverse read cpgl5b5. rtl 
a.//0.0026:66:84//Z54729 

F-NT2RP2005908//Homo sapiens 12ql3.1 PAC RPCI3-197 
B17 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //6. 4e-49: 481 : 75//AC004241 
F-NT2RP2005933//Rattus norvegicus nucleoporin p54 
mRNA, compl ete cds. //6. 6e-61 : 657: 73//U63840 
F-NT2RP2005942//H. sapiens PAP mRNA.//1.6e-46:618:6 
7//X76770 

F-NT2RP2005980//Homo sapiens chromosome 17, clone 
hRPC. 1081_P_3, complete sequence. //1.0e-48: 533: 71/ 
/AC005207 

F-NT2RP2006023//HSJ048_A1 JMJF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3048 Col =21 Row=A, genomic surveysequenc 
e.//2.1e-25:167:91//AQ126553 
F-NT2RP2006038//CIT-HSP- 384K4.TR CIT-HSP Homo sapi 
ens genomic clone 384K4, genomic survey sequence./ 
/3. 9e-06: 102: 74//B51912 

F-NT2RP2006043//Human intercrine- alpha (hIRH) mRN 
A, complete cds.//1.9e-05:418:59//U19495 
F-NT2RP2006052//Peromyscus polionotus ammobates di 
nucl eoti de mi crosatel 1 i te Ppa55. 110. 0035: 226: 65//A 
F016861 

F-NT2RP2006069//Human HepG2 partial cDNA, clone hm 
d3g02m5. 113. 9e-ll: 121: 85//D17047 
F-NT2RP2006071 

F-NT2RP2006098//Homo sapiens chromosome 21q22.2, c 
osmid D13C2, compl etesequence. 110. 46: 264: 59//AF027 
207 

F-NT2RP2006100//Human Chromosome X. complete seque 
nee. IIZ. 2e-94: 488: 95//AC004073 
F-NT2RP2006103//HS_2254Jtf_D02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2254 Col=4 Row=G, genomic survey sequenc 
e.//5.7e-27:156:96//AQ129602 
F-NT2RP2006106//Human Chromosome 11 pac pDJ1173a5, 
complete sequence. III. 2e-62: 655: 71//AC000378 
F-NT2RP2006141//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 537K23, WORKING DRAFT S 
EQUENCE. III. 2e-69: 316: 98//AL034405 
F-NT2RP2006166//Homo sapiens chromosome 4 clone B3 
218, complete sequence. 113. le-45: 387: 81//AC004063 
F-NT2RP2006184//Cricetulus griseus beta-l,6-N-acet 
ylglucosaminyl transferase Lec4A cell line point mu 
tant mRNA, complete cds. //0. 99: 1 1 1 : 73//U62587 
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F- NT2RP2006 1 86//Homo sapiens mRNA for KIAA0654 pro 
tein, partial cds. //7. 8e-113: 567: 96//AB014554 
F-NT2RP2006196//Hofflo sapiens clone DJ1189D06. comp 
lete sequence. III. 8e-28: 718: 62//AC005232 
F-NT2RP2006200//Homo sapiens chromosome 12pl3.3 cl 
one RPCI1-96H9, WORKING DRAFT SEQUENCE, 66 unorder 
ed pieces. //6. 5e-83: 239: 94//AC006057 
F-NT2RP2006219//H. sapiens mRNA for DCCR6 protein./ 
/1.4e-116:618:93//X96484 

F-NT2RP2006237//CIT-HSP-2300P9.TR CIT-HSP Homo sap 10 
iens genomic clone 2300P9, genomic survey sequenc 
e. //2. Oe-18: 118: 97//AQ012480 
F-NT2RP2006238//Rattus norvegicus CTD-binding SR-1 
ike protein rA8 mRNA, complete cds.//7.6e-102:635:8 
6//U49055 

F-NT2RP2006258//RPCI11-9N9.TP RPCI-11 Homo sapiens 
genomic clone RPCI-11-9N9, genomic survey sequenc 
e.//8.6e-05: 181: 63//B71615 

F-NT2RP2006261//H. sapiens mRNA for serine/threonin 
e protein kinase EMK. //0. 44: 111: 71//X97630 20 
F-NT2RP2006275//Pseudorabies virus UL[5 f 6,7,8,8.5, 
9, 10, 11. 12, 13] genes. //2. Oe-05: 501: 59//X97257 
F-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, c 
omplete cds. //2. 7e- 138: 679: 97//AF035262 
F-NT2RP2006320//P. falciparum pfmdrl gene. //0. 0001 
3:425:60//X56851 

F-NT2RP2006321//Homo sapiens DNA from chromosome 1 
9, BAC 33152, completesequence.//4. le-19: 545:62//A 
C003973 

F-NT2RP2006323//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 745114, WORKING DRAFT S 
EQUENCE. //8. 9e-18: 131: 90//AL033532 
F-NT2RP2006333//Homo sapiens PAC clone DJ0808A01 f 
rom 7q21.1-q31.1, complete sequence. //6.2e- 125: 60 
2:98//AC004893 

F-NT2RP2006334//Homo sapiens chromosome 19, cosmid 
R27139, complete sequence. III. le-06: 241: 65//AC005 
514 

F-NT2RP2006365//Fugu rubripes GSS sequence, clone 
171K15aC5, genomic survey sequence. //7.8e- 06: 148:7 40 
0//AL029590 

F-NT2RP2006393//Human DNA sequence from clone 8011 
9 on chromosome 6p21.31-22.2 Contains genes and ps 
eudogenes for olfactory receptor-like proteins, ST 
S, GSS, complete sequence. //6. 8e-06: 167: 70//AL0227 
27 

F-NT2RP2006436//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //4. 2e-92: 363: 84//AL023808 
F-NT2RP2006441 50 
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F-NT2RP2006454//Sequence 8 from Patent W09517522./ 

/2.9e-06: 180: 66//A45338 

F-NT2RP2006456 

F-NT2RP2006464//Homo sapiens mRNA for AND-1 protei 
n. //3. 4e- 148: 545: 98//AJ006266 
F-NT2RP2006467//Sus scrofa IgM heavy chain gene, s 
witch region and exonsencoding chl-ch4 and secreti 
on domains, partial cds.//0.061:201:66//U50149 
F-NT2RP2006472 

F-NT2RP2006534//Human DNA sequence from clone 272E 
8 on chromosome Xp22. 13-22.31. Contains a pseudoge 
ne similar to MDM2-Like P53-binding protei ngene. C 
ontains STSs, GSSs and a CA repeat polymorphism, c 
omplete sequence. //8. 8e- 10: 273: 66//Z93929 
F-NT2RP2006554//Human DNA mismatch repair protein 
homolog (hMLHl) gene.exon 6. //0. 71: 174: 59//U40965 
F-NT2RP2006565//Homo sapiens secretory carrier- ass 
ociated membrane protein (SCAMP) mRNA, complete cd 
s. //6. 6e-114: 669: 90//AF038966 
F-NT2RP2006571//Rabbit cytochrome P-450 isozyme 2 
(type B2) mRNA, complete cds, clone B2-l.//6.0e-2 
6: 503: 63//H20855 

F-NT2RP2006573//Molluscum contagiosum virus subtyp 
e 1, complete genome. //0. 44: 134: 71//U60315 
F-NT2RP2006598//Human BRCA2 region, mRNA sequence 
CG033. //5. Oe-16: 140: 85//U50537 
F-NT2RP3000002//***ALU WARNING: Human Alu-Sc subfa 
mily consensus sequence. //3. 8e- 32: 214: 89//U14571 
F-NT2RP3000031//Homo sapiens mRNA for hi stone deac 
etylase-like protein (JM21).//5.8e-136:637:98//AJ0 
11972 

F-NT2RP3000046//Bovine herpesvirus type 1 early-in 
termediate transcription control protein (BICP4) g 
ene, complete cds.//5.4e-05:571:60//L14320 
F-NT2RP3000047 

F-NT2RP3000050//Figure 2. Nucleotide and translate 
d protein sequences ofHPFl, -2, and -9.//1.0e-67:6 
26: 74//M27877 

F-NT2RP3000055//Genomic sequence from Human 9q34, 
complete sequence. //3.5e- 10: 394: 64//AC001227 
F-NT2RP3000068 

F-NT2RP3000072//Homo sapiens BAC clone RG290G13 fr 
om 7q21 , compl ete sequence. Ill . 0: 301 : 61//AC004746 
F-NT2RP3000080//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 102D24, WORKING DRAFT S 
EQUENCE. III. 9e-44: 297: 79//AL021391 
F-NT2RP3000085//Arabidopsis thaliana 3-methylcroto 
nyl-CoA carboxylase precursor mRNA, complete cds./ 
/4.5e-33:528:65//U12536 

F-NT2RP3000092//RPCI11-22M5.TV RPCI-11 Homo sapien 
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s genomic clone RPCI-11-22M5, genomic survey seque 
nee. //3. 3e-27: 157: 97//B84237 
F-NT2RP3000109//Arabidopsis thaliana 1-amino-l-cyc 
lopropanecarboxylate synthase (ACS5) gene, complet 
e cds.//0.92:185:64//L29260 
F-NT2RP3000134//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence.//l. 2e-112: 286:89// 
AC005189 

F-NT2RP3000142//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds. //9.0e- 181: 849: 98//AB01 1164 10 
F-NT2RP3000149//Homo sapiens chromosome 17, clone 
hRPR.264J_14, complete sequence. //4. 2e- 24: 155:94 
//AC005884 

F-NT2RP3000186//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 500L14, WORKING DRAFT S 
EQUENCE. 111. 2e-43: 269: 81//AL023583 
F-NT2RP3000197//Homo sapiens interleukin 9 recepto 
r (IL9R) pseudogene, exons 1-9. //0. 098: 405: 57//L39 
063 

F-NT2RP3000207//Drosophila melanogaster DNA sequen 20 
ce (PI DS00164 (D269)), complete sequence. //0. 96: 6 
08:55//AC004716 
F-NT2RP3000220 

F-NT2RP3000233//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds. III. 0e-18: 509: 58//AF0595 
69 

F-NT2RP3000235//Mouse Cosmid ma53a016 from 14D1-D 
2, complete sequence. //3.5e-05: 224: 65//AC004101 
F-NT2RP3000247//Human mRNA for KIAA0218 gene, comp 
1 ete cds. III. le- 109: 691 : 86//D86972 30 
F-NT2RP3000251//Caenorhabditis elegans cosmid ZK93 
0, compl ete sequence. //0. 20: 119: 68//Z70213 
F-NT2RP3000252//Homo sapiens cosmid 1F1, complete 
sequence. //9. 8e-78: 174: 88//AF065393 
F-NT2RP3000255 
F-NT2RP3000267 

F-NT2RP3000299//Mus musculus Crk- associated substr 
ate (Cas-b) mRNA, complete cds.//5.9e-48:374:82//U 
48853 

F-NT2RP3000312//Fruit fly (D. mel anogaster) Glued m 40 
RNA, compl ete cds. //4. 9e-22: 583: 63//J02932 
F-NT2RP3000320//RPCI11-36J1.TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-36J1, genomic survey seque 
nee. //4. 4e-06: 87: 88//AQ047107 
F-NT2RP3000324//Rattus norvegicus potassium channe 
1 regulator 1 mRNA, complete cds. IIS. 5e- 26: 283: 79/ 
/U78090 

F-NT2RP3000333//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 973M2, WORKING DRAFT SE 
QUENCE. Ill . 0: 309: 60//AL033533 50 
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F-NT2RP3000341//Homo sapiens DNA sequence from PAC 
95C20 on chromosome Xpll.3-11.4. Contains STSs an 
d the DXS7 locus with GT and GTG repeat polymorphi 
sms, compl ete sequence. //6. 7e-42: 465: 74//Z97181 
F-NT2RP3000348 

F-NT2RP3000350//Homo sapiens cosmid 1F1, complete 
sequence. //3. 4e-79: 174: 88//AF065393 
F-NT2RP3000359//Bovine mitochondrial GTP:AMP phosp 
hotransferase mRNA, complete cds.//2.2e-127:816:85 
//M25757 

F-NT2RP3000361//Schizosaccharomyces pombe DNA for 
pre-mRNA splicing factor, complete cds. //0. 0075: 28 
8: 58//D83743 

F-NT2RP3000366//Mus musculus ras-related protein 
(rabl8) mRNA, completecds. 111. le-134:693:.94//L0496 
6 

F-NT2RP3000393//Rattus norvegicus mRNA for GABA-B 
R2 receptor. HQ. 049: 308: 60//AJ011318 
F-NT2RP3000397//S.cerevisiae chromosome VII readin 
g frame ORF YGL120c.//0. 00012: 441: 58//Z72642 
F-NT2RP3000403//Homo sapiens formin binding protei 
n 21 mRNA, complete cds. //5. 0e-174: 841: 97//AF07118 
5 

F-NT2RP3000418//Homo sapiens chromosome 17, clone 
hRPK. 1053_B_8, complete sequence. 111. 9e-53: 817: 68 
//AC006083 

F-NT2RP3000433//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 862K6, WORKING DRAFT SE 
QUENCE. //6. le-31: 590: 63//AL031681 
F-NT2RP3000439//Fugu rubripes GSS sequence, clone 
075E22aB10, genomic survey sequence. //4.0e- 19: 169: 
81//AL026471 

F-NT2RP3000441//Human DNA sequence from PAC 93H18 
on chromosome 6 contains ESTs heterochromatin prot 
ein HPlHs-gamma pseudogene, STS and CpG island.// 
2. 4e-41: 459: 65//Z84488 

F-NT2RP3000449//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. III. le-100: 365: 87//AL031650 
F-NT2RP3000451//HS_2024JU_E10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2024 Col =19 Row=I, genomic surveysequenc 
e.//0.011:367:57//AQ229420 

F-NT2RP3000456//CIT-HSP-2338P5.TR CIT-HSP Homo sap 
iens genomic clone 2338P5, genomic survey sequenc 
e. III. 5e-89: 458: 96//AQ055548 
F-NT2RP3000484//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 90L6, WORKING DRAFT SEQ 
UENCE. HQ. 043: 147: 70//Z97353 
F-NT2RP3000487//H. sapiens CpG island DNA genomic M 
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sel fragment, clone llbll, forward read cpgllbll.f 
tla. //1 . 7e- 1 1 : 96: 92//Z64440 
F-NT2RP3000512//Human H0X2G mRNA from the Hox2 loc 
us.//9. 7e-17:109:97//X16667 
F-NT2RP3000526//Homo sapiens full length insert cD 
NA clone YZ38E04.//4. le-30: 283: 76//AF086071 
F-NT2RP3000527//Human mRNA for KIAA0211 gene, comp 
lete cds.//2.5e-34:706:63//D86966 
F-NT2RP3000531//Mus musculus immunosuperfamily pro 
tei n Bl 2 mRNA, compl ete cds. //I . 9e- 14: 220: 70//AF06 10 
1260 

F-NT2RP3000542//Human Chromosome llpll.2 PAC clone 
pDJ404ml5, complete sequence. //0. 00019: 361: 60//AC 
002554 

F-NT2RP3000561//Homo sapiens PAC clone DJ0942I 16 f 
rom 7qll, complete sequence. //9.0e- 171: 827: 98//AC0 
06012 

F-NT2RP3000562 

F-NT2RP3000578//F.rubripes GSS sequence, clone 013 
G07cE7, genomic surveysequence.//1.7e-25:284: 74//A 20 
L011271 

F-NT2RP3000582//CIT978SK-A-56H4.TP CIT978SK Homo s 
apiens genomic clone A-56H4, genomic survey sequen 
ce. 115. 8e-07: 239: 66//B73597 
F-NT2RP3000584 

F-NT2RP3000590//H. sapiens CpG island DNA genomic M 
sel fragment, clone 170d7, forward read cpgl70d7.f 
tla. //3. Oe-22: 128: 100//Z59723 
F-NT2RP3000592//CIT-HSP-2288J7.TR CIT-HSP Homo sap 
iens genomic clone 2288J7, genomic survey sequenc 30 
e. III. 2e-78: 382: 98//B98868 

F-NT2RP3000596//CIT-HSP-2375J10.TR CIT-HSP Homo sa 
pi ens genomic clone 2375J10, genomic survey sequen 
ce. //0. 00076: 143: 67//AQ109305 
F-NT2RP3000599//Caenorhabditis elegans cosmid T19B 
10, compl ete sequence. Ill . 2e- 13: 295: 66//Z74043 
F-NT2RP3000603//Bovine herpesvirus type 1 early-in 
termediate transcription control protein (BICP4) g 
ene, complete cds.//0.37:520:57//L14320 
F-NT2RP3000605//Homo sapiens chromosome 19, cosmid 40 
F20900, complete sequence. //8.8e-155: 526: 97//AC00 
6128 

F-NT2RP3000622//HS_3213_ J A2J02J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3213 Col =4 Row=G, genomic survey sequenc 
e. //4. le-29: 238: 85//AQ175104 
F-NT2RP3000624//Homo sapiens clone DJ0800G07, comp 
lete sequence. 110. 47: 75: 80//AC004890 
F-NT2RP3000628//Human DNA sequence from clone 581F 
12 on chromosome Xq21. Contains Eukaryotic Translat 50 
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ion Initiation Factor EIF3 P35 Subunit and60S Ribo 
somal protein L22 pseudogenes. Contains ESTs, comp 
lete sequence. HQ. 078: 393: 58//AL031313 
F-NT2RP3000632/7Human zinc finger protein zfp6 (ZF 
6) mRNA, partial cds.//1.4e-96:541:79//U71363 
F-NT2RP3000644//Homo sapiens clone RG315H11, W0RRI 
NG DRAFT SEQUENCE, 5 unordered pieces. //5.2e-46: 42 
1:77//AC005089 
F-NT2RP3000661 

F-NT2RP3000665//Human DNA sequence from clone 1191 
B2 on chromosome 22ql3.2-13. 3. Contains part of th 
e BIK (NBR, BP4, BIP1) gene for BCL2- interacting k 
iller (apoptosis- inducing), a 40S Ribososmal Prote 
in S25 pseudogene and part of an alternatively spl 
iced novel Acyl Transferase gene similar to C. ele 
gans C50D2.7. Contains ESTs, STSs, GSSs, two putat 
ive CpG islands and genomic marker D22S1151, compl 
ete sequence. Ill . 7e- 1 1 : 292: 65//AL022237 
F-NT2RP3000685//H. sapiens mRNA for novel protein./ 
/2.4e-80: 460:92/7X99961 

F-NT2RP3000690//H. sapiens flow- sorted chromosome 6 
TaqI fragment, SC6pA10F6.//1.0: 141: 65//Z77872 

F-NT2RP3000736//Human mRNA for KIAA0140 gene, comp 

lete cds. 11%. le-20: 127: 96//D50930 

F-NT2RP3000739//Rattus norvegicus golgi peripheral 
membrane protein p65(GRASP65) mRNA, complete cds. 

//Lle-46:622:67//AF015264 

F-NT2RP3000742//Rattus norvegicus phospholipase C 

delta-4 mRNA, completecds.//4.7e-37:429:70//U16655 

F-NT2RP3000753 

F-NT2RP3000759//Caenorhabditis elegans cosmid Y57G 
11C, complete sequence. //2.8e-38: 519: 69//Z99281 
F-NT2RP3000815//HS_2237Jtf_D12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2237 Col =24 Row=G, genomic surveysequenc 
e.//0.79:151:61//AQ067252 

F-NT2RP3000825//Campanula ramosa chloroplast NADH 
dehydrogenase (ndhF) gene, complete cds. //0. 36: 37 
8: 58//L39387 

F-NT2RP3000826//Suid herpesvirus 1 Kaplan glycopro 
tein L (UL1) and uracil-DNA glycosylase (UL2) gene 
s, complete cds, and (UL3) gene, partial cds.//0.0 
025:291:62//U02513 

F-NT2RP3000836//Mouse complement factor H-related 
protein mRNA, compl etecds, clone 9C4. //0. 69: 563: 57 
//H29009 

F-NT2RP3000841//Human DNA sequence from PAC 121G13 
on chromosome 6 contains flow sorted chromosome 6 
Hindlll fragment ESTs. polymorphic CA repeat, CpG 
island. CpG island genomic fragments. III. le- 46: 66 
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6: 68//Z86062 

F-NT2RP3000845//Homo sapiens chromosome 19, cosmid 
R31237, complete sequence. //3.4e- 92: 193: 93//AC005 
581 

F-NT2RP3000847//Human HepG2 3' region cDNA, clone 
hmd5d02. //3. 4e-32: 261: 81//D16938 
F-NT2RP3000850//Homo sapiens clone RG271G13, WORKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //5. le-44: 35 
8:81//AC005082 

F-NT2RP3000852//Homo sapiens DNA sequence from PAC 10 
117P20 on chromosomelq24. Contains the LNHR (SEL 
L) gene coding for Lymph Node Homing Receptor (L-S 
electin precursor, LAM-1 Leukocyte Adhesion Molecu 
le, Leukocyte surface antigen Leu-8, TQ1, GP90-HE 
L, LECAM1 Leukocyte-Endothelial Cell Adhesion Mole 
cule 1, CD62L). Contains the SELE gene coding for 
E-Selectinprecursor (CD62E, ELAM-1 Endothelial Leu 
kocyte Adhesion Molecule 1, LECAM-2 Leukocyte- Endo 
thelial Cell Adhesion Molecule 2). Contains an un 
known gene with homology to predicted yeast, plant 20 
and worm proteins. Contains ESTs and STSs, cample 
te sequence. II A. 4e-123: 150: 98//AL021940 
F-NT2RP3000859//T19M2TF TAMU Arabidopsis thai i ana 
genomic clone T19M2, genomic survey sequence. //0. 0 
16: 185: 65//B60831 
F-NT2RP3000865 

F-NT2RP3000868//Human ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 
cds. III. 0e-29: 766: 60//U53445F-NT2RP3000869//H. sapi 
ens gene for plectin. Ill, le-12: 700: 60//Z54367 30 
F-NT2RP3000875//HS.2236JLG10.MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2236 Col =19 Row=N, genomic surveysequenc 
e.//0.98:153:68//AQ154007 

F-NT2RP3000901//Huraan herpesvirus 2 glycoprotein B 
precursor (UL27) gene, complete cds. //0. 44: 213: 65 
//AF021340 

F-NT2RP3000904//Rat Na+ channel mRNA, 3' end.//3.6 
e-106:505:99//M27223 

F-NT2RP3000917//Mouse mRNA for Dhml protein, compl 40 
ete cds. //3. le-132: 691: 93//D38517 
F-NT2RP3000919//Rattus norvegicus golgi peripheral 
membrane protein p65(GRASP65) mRNA, complete cds. 
//3. 2e-97: 585: 88//AF015264 

F-NT2RP3000968//Human Chromosome 16 BAC clone CIT9 
87SK-A-234F9, compl etesequence. //5. 8e-70: 181: 89//U 
91326 

F-NT2RP3000980//R. norvegicus CYP3A1 gene, 5' flank 
i ng regi on. //6. le-26: 507: 66//X98335 
F-NT2RP3000994//HS-1049-B2-F03-MF.abi CIT Human Ge 50 
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nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 771 Col =6 Row=L, genomic survey sequence.// 
1.5e-22:128:100//B39529 

F-NT2RP3001004//H. sapiens CpG island DNA genomic M 
sel fragment, clone 39cl t reverse read cpg39cl.rtl 
a.//5.9e-27:150:99//Z60925 

F-NT2RP3001007//Homo sapiens clone NH0319F03, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //0. 11:610:5 
7//AC006039 

F-NT2RP3001055//Drosophila melanogaster; Chromosom 
e 2R; Region 47F1-47F7; PI clone DS02304, WORKING 
DRAFT SEQUENCE, 5 unordered pieces. //1.8e-23: 352: 6 
7//AC005653 

F-NT2RP3001057//H. sapiens HZF4 mRNA for zinc finge 
r protein. III. 4e-49: 437: 77//X78927 
F-NT2RP3001081//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds.//8.4e-50:534:74// 
AF060219 

F-NT2RP3001084//Homo sapiens mRNA for KIAA0782 pro 
tein, partial cds.//1.2e-14:474:60//AB018325 
F-NT2RP3001096//CIT-HSP-2305P8.TF CIT-HSP Homo sap 
iens genomic clone 2305P8, genomic survey sequenc 
e. //3. 4e-37: 222: 93//AQ021278 
F-NT2RP3001107//Human mRNA for KIAA0215 gene, comp 
1 ete cds. 11%. 5e-33: 712: 64//D86969 
F-NT2RP3001109//Human Chromosome 15q26.1 PAC clone 
pDJ457j 1 1 containingDNA polymerase gamma (polg) g 
ene, complete sequence. //2.7e-116: 186: 99//AC005317 
F-NT2RP3001111 

F-NT2RP3001113//Human DNA sequence from cosmid U15 
7D4, between markers DXS366 and DXS87 on chromosom 
e X. //2. 4e-05: 702: 58//Z68871 
F-NT2RP3001115//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence.//1.9e-170:821:98// 
AC005189 

F-NT2RP3001116//HS_3075_A1_F01_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3075 Col=l Row=K, genomic survey sequenc 
e. 111. 3e-49: 290: 92//AQ120581 
F-NT2RP3001119//Human DNA sequence from clone 612B 
18 on chromosome lq24-25.3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, GSS. CpG Islan 
d, compl ete sequence. Ill . 4e- 121 : 598: 97//AL031864 
F-NT2RP3001120//Human zinc finger protein ZNF136./ 
/7.4e-76:687:75//U09367 

F-NT2RP3001126//Bovine herpesvirus type 1 DNA for 
UL36, UL37, UL38, UL39, UL40 and UL41.//6.8e-05:34 
4:64//Z49078 

F-NT2RP3001133//Nephila clavipes minor ampul late s 
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ilk protein MiSpl mRNA, partial cds.//0. 00021: 529: 
60//AF027735 

F-NT2RP3001140//Homo sapiens mRNA for KIAA0762 pro 
tein, partial cds.//3.6e-179:851:98//AB018305 
F-NT2RP3001147//RPCI11-3M16.TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-3M16, genomic survey seque 
nee. //2. le- 15: 106: 96//B48859 
F-NT2RP3001150//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. 111. Oe-159: 418: 95//AL034379 10 
F-NT2RP3001155//Homo sapiens mRNA for AND-1 protei 
n. //5. le-190: 891: 98//AJ006266 
F-NT2RP3001176//Human DNA sequence from clone 879K 
22 on chromosome lq32. 1-41 Contains GSS, complete 
sequence. //I. le-69: 207: 97//AL034351 
F-NT2RP3001214//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //0. 16: 475: 58//AC0055 
07 

F-NT2RP3001216//Homo sapiens clone DJ0635005, WORK 20 
ING DRAFT SEQUENCE, 7unordered pieces. //3.3e- 05: 56 
1:56//AC004845 
F-NT2RP3001221 

F-NT2RP3001232//House mRNA for serine protease PC 
6, comlete cds.//1.0e-ll: 120: 87//D1 2619 
F-NT2RP3001236 

F-NT2RP3001239//Mouse HAP1B mRNA for MAP1B microtu 
bule-associated protein. //3. 9e-19: 501: 61/7X51396 
F- NT2RP300 1 245//CI TBI - El - 2505C 1 . TF. 1 CITBI-E1 Homo 
sapiens genomic clone2505Cl, genomic survey seque 30 
nee. //8. 5e-70: 337: 100//AQ242007 
F-NT2RP3001253//CI TBI -E1-2505N14.TR CITBI-E1 Homo 
sapiens genomic clone2505N14, genomic survey seque 
nce.//0.83:235:60//AQ260430 
F-NT2RP3001260//Homo sapiens mRNA for KIAA0726 pro 
tei n, compl ete cds. //3. 8e-47: 761 : 64//AB018269 
F-NT2RP3001268//Homo sapiens zinc finger protein 
(HZF6) mRNA, 5' UTR andpartial cds.//2.3e-64:618:7 
2//AF027513 

F-NT2RP3001272//Mus musculus mRNA for macrophage a 40 
cti n- associ ated- tyrosi ne- phosphoryl ated protei n. // 
2. 6e-99: 669: 83//Y18101 

F-NT2RP3001274//Human ABL gene, exon lb and intron 
lb, and putative M8604 Met protein (M8604 Met) g 
ene, complete cds.//0.99:400:58//U07561 
F-NT2RP3001281//Homo sapiens chromosome 17, clone 
hRPK. 318_AJ5, complete sequence. //5.9e-39: 304: 70/ 
/AC005837 

F-NT2RP3001297//Human mRNA for KIAA0281 gene, comp 
lete cds. 111. 6e-47: 544: 69//D87457 50 
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F-NT2RP3001307//Ambystoma tigrinum RPE65 protein m 
RNA, compl ete cds. //2. 4e- 27: 547: 63//AF047465 
F-NT2RP3001318//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pi eces. //0. 00022: 624: 60//AC004 
709 

F-NT2RP3001325//Caenorhabditis elegans cosmid F36H 
12. //0. 25: 523: 59//AF078790 

F-NT2RP3001338//Human mRNA for KIAA0211 gene, comp 
lete cds. 115. le-29: 345: 73//D86966 
F-NT2RP3001339//Rattus norvegicus mytonic dystroph 
y kinase- related Cdc42-binding kinase (MRCK) mRNA, 

complete cds. //1. 2e-151: 821: 91//AF021935 
F-NT2RP3001340//Homo sapiens HMG box factor SOX- 13 

mRNA, compl ete cds. 115. 3e-27: 247: 81//AF083105 
F-NT2RP3001355//Homo sapiens Chromosome 22qll.2 BA 
C Clone 77h2 In CES Region, WORKING DRAFT SEQUENC 
E, 7 unordered pieces. III. le-16: 130: 76//AC000052 
F-NT2RP3001356 
F-NT2RP3001374 

F-NT2RP3001383//Homo sapiens DNA sequence from PAC 
140C12 on chromosome6q26-q27.//0. 00082: 365: 61//AL 
008628 

F-NT2RP3001384//Homo sapiens HRIHFB2018 mRNA, part 
ial cds. //6. 4e-157: 743: 98//AB015332 
F-NT2RP3001392//Human DNA sequence from PAC 302D9 
on chromosome 22qll.2-qter. Contains STS, complete 
sequence. 110. 045: 359: 61//Z82198 
F-NT2RP3001396//Drosophila melanogaster DNA sequen 
ce (PI DS08860 (D181)), complete sequence. III. 3e-l 
6: 336: 65//AC004296 

F-NT2RP3001398//Mus musculus zinc finger protein 
(Zfp64) mRNA, compl etecds. //3. le- 100: 711: 82//U4904 
6 

F-NT2RP3001399//Homo sapiens PAC clone DJ1106E03 f 
rom 7q31.3-7q3, complete sequence. //5.4e-20: 245: 73 
//AC005521 

F-NT2RP3001407//RPCI11-41A20.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-41A20, genomic survey seq 
uence. //0. 051: 306: 59//AQ029031 
F-NT2RP3001420//Human DNA sequence from PAC 12409 
on chromosome 6q21. Contains DNAJ2 (HDJ1) like pse 
udogene, ESTs, STSs and GSSs.//0.90: 170: 65//AL0213 
27 

F-NT2RP3001426//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 126A5, WORKING DRAFT SE 
QUENCE. 111. 9e-89: 138: 98//AL031447 
F-NT2RP3001427//CIT-HSP-2302H24.TF CIT-HSP Homo sa 
pi ens genomic clone 2302H24, genomic survey sequen 
ce. IIS. le-36: 212: 94//AQ020997 
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F-NT2RP3001428//Human nuclear pore complex-associa 
ted protein TPR (tpr)mRNA, complete cds.//8.5e-73: 
431:91//U69668 

F-NT2RP3001432//HSJ032J1 JU)3_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3032 Col =5 Row=B, genomic survey sequenc 
e.//0. 00024: 111: 76//AQ096619 
F-NT2RP3001447 

F-NT2RP3001449//Human DNA sequence from clone 283E 
3 on chromosome lp36. 21-36. 33. Contains the altera 10 
atively spliced gene for Matrix Metal loproteinase 
in the Female Reproductive tract MIFR1, -2, MMP21/ 
22A, -B and -C,a novel gene, the alternatively spl 
iced CDC2L2 gene for Cell Division Cycle 2-Like 2 
(PITSLRE, p58/GTA, Gal actosyl transferase Associate 
d ProteinKinase) beta 1, beta 2-1, beta 2-2 and al 
pha 2-4, a 40S Ribosomal Protein S7 pseudogene, pa 
rt of the KIAA0447 gene, a novel alternatively spl 
iced gene similar to many (archae) bacterial, worm 
and yeast hypothetical genes, and the GNB1 gene fo 20 
r Guanine Nucleotide Binding Protein (G protein), 
Beta polypeptide 1 (Transducin Beta chain 1). Cont 
ains putative CpGislands, ESTs, STSs and GSSs, com 
plete sequence. III. le-105: 223: 99//AL031282 
F-NT2RP3001453//Ralstonia sp. E2 positive phenol -d 
egradative gene regulator (poxR), phenol hydroxyla 
se components (poxA, poxB, poxC, poxD, poxE,poxF), 
and ferredoxin-like protein (poxG) genes, complet 
e cds.//0.75:349:59//AF026065 

F-NT2RP3001457 30 
F-NT2RP3001459 

F-NT2RP3001472//Homo sapiens Sox-like transcriptio 
nal factor mRNA, complete cds. //L 3e-08: 168: 70//AF 
072836 

F-NT2RP3001490 

F-NT2RP3001495//Human oxidoreductase (HHCMA56) mRN 
A, complete cds. //1. 0e-26: 191: 90//U1 3395 
F-NT2RP3001497//Homo sapiens multiple membrane spa 
nning receptor TRC8 (TRC8) mRNA, complete cds.//8. 
5e- 171 : 804: 98//AF064801 40 
F-NT2RP3001527//Human lymphoid- specific SP100 homo 
1 og (LYSP100-A) mRNA, compl ete cds. //8. 9e- 140: 743: 9 
1//U36499 

F-NT2RP3001529//Streptomyces griseus DNA for ribos 
oma protein L21, ribosomal protein L27, Obg, compl 
ete cds. III. le-14: 517: 59//D87916 
F-NT2RP3001538//Capra hi reus hi reus clone 12 RAPD 
PCR sequence, genomicsurvey sequence. //4.7e-05: 21 
7:63//AF078176 

F-NT2RP3001554//Rattus norvegicus microtubule-asso 50 
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ciated protein 1A MAP1A (Mtap-1) mRNA, complete c 
ds. //4. 3e-17: 332: 67//M83196 
F-NT2RP3001580//RPCI11-91E19.TV RPCI11 Homo sapien 
s genomic clone R-91E19, genomic survey sequence./ 
/4. 2e-15: 110: 91//AQ281332 
F-NT2RP3001587//S.pombe chromosome II cosmid cl6H 

5. //6.6e-28:491:64//AL022104 

F- NT2RP300 1 589//RPCI 1 1 - 68M1 5 . TK RPCI11 Homo sapien 
s genomic clone R-68M15, genomic survey sequence./ 
/8. 7e-108: 517: 98//AQ237629 
F-NT2RP3001607//Homo sapiens Xp22 BAC GSHB-600G8 
(Genome Systems Human BAC library) complete sequen 
ce. //1.0e-09: 257: 65//AC004674 
F-NT2RP3001608//Methylococcus capsulatus methane m 
onooxygenase componentA alpha chain, methane monoo 
xygenase A beta chain and methane monooxygenase co 
mponent C genes, complete cds. //0. 59: 450: 57//M9005 
0 

F-NT2RP3001621//Human DNA sequence from clone 24ol 
8 on chromosome 6p21. 31-22. 2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor ps 
eudogene, nuclear envelope pore membrane protein, 
EST, STS, GSS, complete sequence. //1.8e-42: 278: 79/ 
/AL021808 
F-NT2RP3001629 

F-NT2RP3001634//Homo sapiens mRNA for Ariadne-2 pr 
otein. III. 5e-63: 276: 97//AJ130978 
F-NT2RP3001642//Caenorhabditis elegans cosmid F45E 

6, complete sequence. //0. 018: 127: 66//Z681 17 
F-NT2RP3001646 

F-NT2RP3001671//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . 113. 4e-171: 816: 98//AJ012449 
F-NT2RP3001672//Drosophila melanogaster transcript 
ional repressor protein (Scm) mRNA, complete cds./ 
/i.6e-38:542:66//U49793 

F-NT2RP3001676//HS_3090JLB04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3090 Col =7 Row=D, genomic survey sequenc 
e. //3. le-07: 333: 64//AQ123250 
F-NT2RP3001678//Drosophila melanogaster; Chromosom 
e 3L; Region 63C5-63D3; PI clone DS01859, WORKING 
DRAFT SEQUENCE, 6 unordered pieces. //1.0: 539: 57//A 
C004358 

F-NT2RP3001679//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non- small cell lung cancer , segment 3/11. //2.8e- 
130:355:96//AB020860 

F-NT2RP3001688//Rattus norvegicus glucocorticoid ra 
odulatory element binding protein 2 mRNA, complete 
cds. III. le-37: 512: 70//AF059273 
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F-NT2RP3001690//CIT-HSP-2300P9.TR CIT-HSP Homo sap 
iens genomic clone 2300P9, genomic survey sequenc 
e. 111. 8e-19: 123: 95//AQ012480 
F-NT2RP3001698//Rat mRNA for RhoGAP, complete cds. 
//9. 4e-ll: 167: 74//D31962 

F-NT2RP3001708//H. sapiens CpG island DNA genomic H 
sel fragment, clone 4g7, reverse read cpg4g7.rtld. 
//1.3e-17:113:97//Z61312 

F-NT2RP3001712//M.musculus mRNA for HP1-BP74 prote 
in. III. 2e-95: 601: 88//X99642 10 
F-NT2RP3001716 

F-NT2RP3001724//Homo sapiens chromodomain-helicase 
-DNA-binding protein mRNA, complete cds.//1.4e-15 
9:565:97//AF054177 

F-NT2RP3001727//Rattus norvegicus implantation- ass 
ociated protein (IAG2)mRNA, partial cds.//1.7e-13 
2:786:88//AF008554 

F-NT2RP3001730//Human mRNA for KIAA0128 gene, part 
iai cds.//3.9e-104:811:78//D50918 
F-NT2RP3001739//Homo sapiens Chromosome 22qll.2 PA 20 
C Clone p201ml8 In DGCR Region, complete sequence. 
//6.5e-07:178:69//AC000097 

F-NT2RP3001752//Human DNA sequence from clone 105D 
16 on chromosome Xpl 1.3-11.4 Contains pseudogene s 
imilar to 1 ami nin- binding protein, CA repeat, STS, 
complete sequence. 115. 2e-31: 311: 77//AL031311 
F-NT2RP3001753//Sequence 29 from patent US 565888 
2. 110. 11: 513: 58//1 62381 

F-NT2RP3001764//Sequence 6 from Patent W09706245./ 
/6.4e-47:673:66//A59888 30 

F-NT 2 R P 3 0 0 1 77 7//C a e n o r h a b 
d i t is elegans cosmid TlOE 
10. //O. 078:290:6 3//U3 9 6 4 4 
F-NT2RP 3 0 0 1 7 8 2//Homo s a p i 
ens mRNA for KIAA0459 pro 
tein, partial cds. // 2 . 8 e - 
15 1:710:9 8//AB0 0 7 9 2 8 
F-NT2RP3001 79 2//Mu s mu s c u 
I us myelin gene expressio 
n factor (ME F — 2) mRNA, par 40 
rial cds. //I. 2e-26 : 213:85 
//U 13 2 6 2 

F-NT 2 R P 3 0 0 1 7 9 9//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 4 6 91)2 2, WORKING DRAFT S 
EQUENCE. //8. 4 e - 5 1 : .1 6 8 : 9 5/ 
/A L 0 3 12 8 4 

F-NT 2 R P 3 0 0 1 8 I 9//S. g i a u c e s 
cens genes strU, strX, st 50 
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4 3 3 

F-NT2RP3001854//P1 a smod i u 
m falciparum 3D7 chromoso 
me 12 PFYAC181 genomicseq 
uence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 
//0. 1 4 : 4 5 2 : 5 8//AC00 5 5 0 5 
F-NT2RP300185 5//Mu s mu s c u 
lus homeobox protein PKNO 
XI (Pknoxl) mRNA, complet 
e cds.// 2. 7 e-3 9 : 5 7 5 : 6 7//A 
F 0 6 1 2 7 0 

F-NT2RP 3 0 0 1 8 5 7//M. musculu 
s tex 2 9 2 mRNA (5' region). 
//8. 7 e -0 7 : 1 0 6 : 8 1//X 8 0 4 3 4 
F-NT2RP300 1896 

F-NT2RP300189 8//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 163G9, WORKING DRAFT SE 
QUENCE. //0. 094 : 456 : 6 0//AL 
0 0 8 7 3 3 

F-NT2RP300191 5//C a e n o r h a b 
ditis elegans cosmid C12D 
8, complete sequence. // 0 . 

5 8:4 8 2:5 6//Z 7 3 9 6 9 
F-NT2RP3001926//P1 a smod i u 
m falciparum DNA *** SEQU 
ENCING IN PROGRESS ***fro 
m MAL4P1, WORKING DRAFT S 
EQUENCE. //0. 4 2:4 0 1:5 8//AL 
0 3 4 5 5 7 

F-NT2RP3001929//Homo sapiens chromosome 16, cosmid 
clone RT102 (LANL), complete sequence. //3. le-28: 2 
63: 77//AC004651 
F-NT2RP3001931 

F-NT2RP3001938//CIT-HSP-2165E8.TR CIT-HSP Homo sap 
iens genomic clone 2165E8, genomic survey sequenc 
e.//3.6e-24:182:91//B95475 
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F-NT2RP3001943//Homo sapiens mRNA for KIAA0675 pro 
tein, complete cds. //1 . 8e- 165: 815: 96//AB014575 
F-NT2RP3001944 

F-NT2RP3001969//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-350L7, WORKING DRAFT SEQUENCE, 72 unord 
ered pi eces. //4. 8e-62: 304: 89//AC005844 
F-NT2RP3001989//Plasmodium falciparum strain Dd2 h 
eat shock protein 86 (HSP86) , 01 (ol), 03 (o3), 02 

(o2), CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9(cg9), 
CGI (cgl), CG6 (cg6), chloroquine resistance candi 10 
date protein (cg2), and CG7 (cg7) genes, complete 
cds. //8. 2e- 10: 564: 60//AF030694 
F-NT2RP3002002//Human DNA sequence from PAC 306D1 
on chromosome X contains ESTs.//2.5e-57:361:80//Z8 
3822 

F-NT2RP3002004//Sequence 3 from patent US 5798245. 
//I. 6e-26: 104: 100//AR025386 
F-NT2RP3002007//Human Chromosome 15qll-ql3 PAC clo 
ne pDJ223c9 from the Prader-Willi/Angelman Syndrom 
e regi on, compl ete sequence. //0. 0053: 633: 58//AC004 20 
137 

F-NT2RP3002014//Drosophila melanogaster DNA sequen 
ce (Pis DS07528 (D169)and DS06665 (D220)), compl et 
e sequence. //1. 3e-32: 334: 68//AC004640 
F-NT2RP3002033//H. sapiens DNA sequence. //0. 012: 21 
4:63//Z22493 

F-NT2RP3002045//Rat mRNA for alpha-c large chain o 
f the protein complexAP-2 associated with clathri 
n.//8.7e-116:713:86//X53773 

F-NT2RP3002054//Hycobacterium tuberculosis H37Rv c 30 
omplete genome; segment 143/162. //1.6e-12: 613: 60// 
AL021841 

F-NT2RP3002056//Human DNA sequence from PAC 358H7 
on chromosome X.//0. 17: 566: 59//Z77249 
F-NT2RP3002057//Homo sapiens clone NH0084K19, WORK 
ING DRAFT SEQUENCE, 30unordered pieces. //3. 3e-24: 1 
67:82//AC005682 
F-NT2RP3002062 

F-NT2RP3002063//Rickettsia prowazekii strain Madri 
d E, complete genome; segment 3/4. //0. 24: 508: 58//AJ 40 
235272 

F-NT2RP3002081//HS_2001J1_E06_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2001 Col=ll Row=J, genomic surveysequenc 
e. //9. 7e-22: 155: 90//AQ218494 
F-NT2RP3002097//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
quence. //9. 6e-66: 562: 77//AC006210 
F-NT2RP3002102//CIT-HSP-2307B10.TR CIT-HSP Homo sa 
pi ens genomic clone 2307B10, genomic survey sequen 50 
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ce. //5. 9e- 16: 214: 74//AQ018040 
F-NT2RP3002108 

F-NT2RP3002142//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-319E8, complete sequence. //7.6e-29: 4 
14:68//AC004020 

F-NT2RP3002146//Pseudomonas fluorescens polyketide 
synthase type I (pltB) and polyketide synthase ty 
pe I (pltC) genes, complete cds.//0.96:434:60//AF0 
03370 

F-NT2RP3002147//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 329F2, WORKING DRAFT SE 
QUENCE. //1. 3e-63: 380: 91//AL031710 
F-NT2RP3002151//Human chromosome 16pl3.1 BAC clone 
CIT987SK-551G9 complete sequence. //9.9e-60: 315: 80 
//U95742 
F-NT2RP3002163 

F-NT2RP3002165//M. muscul us HCNGP mRNA. //1 . 4e- 142: 8 
67: 87//X68061 

F-NT2RP3002166//Homo sapiens chromosome X, clone h 
CIT. 200_L_4, compl etesequence. //0. 090: 394: 59//AC00 
6121 

F-NT2RP3002173//HSJ062_B1_G05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3062 Col =9 Row=N, genomic survey sequenc 
e. //3. 3e- 101 : 509: 96//AQ193219 
F-NT2RP3002181//Human DNA sequence from clone 24ol 
8 on chromosome 6p21.31-22.2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor ps 
eudogene, nuclear envelope pore membrane protein, 
EST, STS, GSS, complete sequence. //4.5e- 106: 432: 84 
//AL021808 

F-NT2RP3002244//Homo sapiens chromosome 19, cosmid 
R27377, complete sequence. //0. 63: 353: 60//AC005321 
F-NT2RP3002248//HS_3029_A1J)10JJR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3029 Col=19 Row=G, genomic surveysequenc 
e. //3. 5e- 10: 125: 79//AQ094880 
F-NT2RP3002255//Bovine herpesvirus type 1 immedida 
te- early transcriptional control protein (BICP4) g 
ene, 5' end.//5.6e-09:629:59//L1432I 
F-NT2RP3002273//cSRL-165E12-u cSRL flow sorted Chr 
omosome 11 specific cosmid Homo sapiens genomic cl 
one cSRL-165E12, genomic survey sequence. //4. 9e-3 
5:366:74//B03004 

F-NT2RP3002276//B. taurus mRNA for B15 subunit of N 
ADH: ubiquinone oxidoreductase complex. //0. 023: 32 
6: 60//X64898 

F-NT2RP3002303//Methanobacteri um thennoautotrophi c 
um from bases 172512 to 182957 (section 16 of 148) 
of the complete genome. //3.8e-12: 643: 57//AE000810 
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F-NT2RP3002304//Plasmodium falciparum 3D7 chramoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT S£ 
QUENCE, 3 unordered pieces. //1.6e-09: 490: 60//AC005 
504 

F-NT2RP3002330//Human DNA sequence from cosmid L58 
b6, Huntington's Disease Region, chromosome 4pl6. 
3, contai ni ng STS matches. //1 . 9e-93: 572: 88//Z49862 
F-NT2RP3002343//HSJ010 Jtf_B08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3010 Col =16 Row=C, genomic surveysequenc 10 
e. //9. Oe-75: 373: 97//AQ1 19068 
F-NT2RP3002351//Human mRNA for NAD-dependent methy 
lene tetrahydrofolatedehydrogenase cyclohydrolase 
(EC 1. 5. 1. 15) . //4. 9e-64: 588: 75//X16396 
F-NT2RP3002352//Homo sapiens mRNA for protein enco 
ded by cxorf5 (71-7A)gene, alternatively spliced f 
orm. //1. 3e-164: 770: 98//Y16355 
F-NT2RP3002377//Homo sapiens mRNA for KIAA0788 pro 
tein, partial cds. //1. 4e-190: 911: 98//AB018331 
F-NT2RP3002399 20 
F-NT2RP3002402//Rattus norvegicus mRNA for dipepti 
dyl peptidase III, complete cds.//7.2e-25:249:79// 
D89340 

F-NT2RP3002455/7Homo sapiens mRNA for KIAA0678 pro 
tein, partial cds.//1.2e-138:649:99//AB014578 
F-NT2RP3002484//CIT-HSP-367N3.TP.1 CIT-HSP Homo sa 
pi ens genomic clone 367N3, genomic survey sequenc 
e.//5.0e-18: 115: 96//B78927 

F-NT2RP3002501//Caenorhabditis elegans cosmid K01C 
8, compl ete sequence. //0. 00020: 170: 65//Z49068 30 
F-NT2RP3002512//Homo sapiens clone 664 unknown mRN 
A, parti al sequence. //1 . 6e-59: 308: 97//AF091088 
F-NT2RP3002529//Human vacuolar protein sorting horn 
olog h-vps45 mRNA, complete cds.//1.4e-144:763:93/ 
/U35246 

F-NT2RP3002545//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds.//1.8e-178:833:98//AB018272 
F-NT2RP3002549//flomo sapiens clone DJ0098022, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //4.7e- 26: 12 
3: 72//AC004821 40 
F-NT2RP3002566//Streptomyces viridifaciens sigma f 
actor (hrdD) gene, complete cds. //0. 76: 459: 59//U60 
418 

F-NT2RP3002587//Homo sapiens chromosome Y, clone 2 
64, H, 20, complete sequence. //4. 6e-13: 199: 76//AC004 
617 

F-NT2RP3002590//Porphyra purpurea chloroplast, com 
pi ete genome. //0. 88: 284: 60//U38804 
F- NT2RP3002602//CI T978SK- A- 44 1 HI 1 - 2 . TPB CIT978SK H 
omo sapiens genomic clone A-441H11, genomic survey 50 
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sequence. Ill, 0e-22: 140: 95//B68331 
F-NT2RP3002603 

F-NT2RP3002628//C.acetobutylicum dnaj and orfB gen 

es. //2. Oe-05: 333: 60//X69050 

F-NT2RP3002631 

F-NT2RP3002650//Mus musculus mRNA for cartilage- as 
sociated protein (CASP).//1.5e-20:641:62//AJ006469 
F-NT2RP3002659//Bovine herpesvirus type 1 UL22-35 
genes. //5. 2e-05: 621: 59//Z78205 
F-NT2RP3002660//Homo sapiens PAC clone DJ1006K12 f 
rom 7q31.2-q31, complete sequence. //0. 98: 453: 57//A 
C004946 

F-NT2RP3002663//Homo sapiens chromosome 19, cosmid 
F6697, complete sequence. //3. 3e- 22: 407: 67//AC0061 
29 

F-NT2RP3002671//S.pombe chromosome III cosmid c55 

3. //1. 0e-12: 336: 66//AL023704 
F-NT2RP3002682//Caenorhabditis elegans cosmid F17C 
11, complete sequence. //1.3e-21: 448: 64//Z72507 
F-NT2RP3002687//CIT978SK-A-789B1.TP CIT978SK Homo 
sapiens genomic cloneA-789Bl, genomic survey seque 
nee. //2. 5e-25: 173: 91//B51656 
F-NT2RP3002688//Mouse mRNA for kinesin-like protei 
n (Kiflb), complete cds. //1. 2e-73: 728: 74//D17577 
F-NT2RP3002701//CITBI-E1-2507L14.TF CITBI-E1 Homo 
sapiens genomic clone2507L14, genomic survey seque 
nee. //0. 0012: 55: 92//AQ263530 

F-NT2RP3002713 

F-NT2RP3002763//Caenorhabditis elegans cosmid T20F 
10, compl ete sequence. //0. 98: 209: 63//Z81594 
F-NT2RP3002770 

F-NT2RP3002785//Homo sapiens laminin beta-4 chain 
precursor (LAMM) mRNA, alternatively spliced shor 
t variant, partial cds.//0.78:515:57//AF029325 
F-NT2RP3002799//Human DNA sequence from clone 1052 
H9 on chromosome Xq25. Contains the SH2D1A gene for 
SH2 domain protein 1A, Duncan' s disease (lymphopr 
oliferative syndrome) (DSHP), part of a 60S Acidic 
Ribosomal protein 1 (RPLP1) LIKE gene and part of 
a mouse D0C4 LIKE gene. Contains ESTs and GSSs, c 
omplete sequence. //1. 9e-21: 167: 79//AL022718F-NT2RP 
3002810//Hamo sapiens chromosome 17, clone hRPK.21 
5_E_13, complete sequence. //0. 32: 187: 66//AC005549 
F-NT2RP3002818//Homo sapiens jerky gene product ho 
molog mRNA, complete cds.//6.9e-54:615:70//AF00471 
5 

F-NT2RP3002861//Caenorhabditis elegans cosmid H03F 

4. //4. 2e-05: 226: 65//U64601 
F-NT2RP3002869//Mus musculus semaphorin Via mRNA, 
compl ete cds. //2. 0e-93: 638: 83//AF030430 
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F- NT2RP3002876//Homo sapiens mRNA for B120, comple 
te cds. IIS. 5e-89: 557: 88//AB001895 
F-NT2RP3002877//Bomo sapiens chromosome 12pl3.3 cl 
one RPCI11-433J6, WORKING DRAFT SEQUENCE, 100 unor 
dered pieces. 111. 9e-12: 160: 78//AC006087 
F-NT2RP3002909//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds.//5.7e-180:853:98//AB018314 
F-NT2RP3002911//RPCI11-24N15.TPC RPCI-11 Homo sapi 
ens genomic clone RPCI-11-24N15, genomic survey se 
quence. III. 3e- 13: 442: 61//B88815 10 
F-NT2RP3002948//, complete sequence. //2.2e- 110: 63 
7:91//AC005500 

F-NT2RP3002953//Homo sapiens chromosome 5, BAC clo 
ne 34J15 (LBNL HI 69) , complete sequence. //1.7e- 166: 
793: 98//AC005754 

F-NT2RP3002955//Buman BepG2 partial cDNA, clone hm 
d3c02m5. //0. 00011: 61: 95//D1 7024 
F-NT2RP3002969//Rat mRNA for brain acyl-CoA synthe 
tase II, complete cds.//L2e-128:808:85//D30666 
F-NT2RP3002972//H. sapi ens (xsl68) mRNA, 381bp.//l. 20 
5e-43:312:85//Z36820 

F-NT2RP3002978//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 110. 00044: 527: 57//AC00550 
5 

F-NT2RP3002985//Genomic sequence from Human 9q34, 
complete sequence. 110. 92: 341: 60//AC001644 
F-NT2RP3002988//BS_3015_ J A1_B07_T7 CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3015 Col=13 Row=C, genomic surveysequenc 30 
e. Ilk. 4e-05: 379: 58//AQ091708 
F-NT2RP3003008//Mus musculus major histocompatibil 
ity locus class III regions Hsc70t gene, partial c 
ds: smRNP, G7A, NG23, MutS homolog, CLCP, NG24, NG 
25, and NG26 genes, complete cds; and unknown gene 
s. //1. 4e-72: 197: 79//AF109905 
F-NT2RP30Q3032//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-80, complete s 
equence. Ill . 6e-08: 809: 58//AL010153 
F-NT2RP3003059//Rattus norvegicus potassium channe 40 
1 regulator 1 mRNA, complete cds.//4. le-111: 804: 81 
//U78090 

F-NT2RP3003061//Buman mRNA for ankyrin (variant 2. 
l).//1.4e-12:633:59//X16609 
F-NT2RP3003068//Buman BAC clone RG264L19 from 7pl5 
-p21, complete sequence. 110. 034: 282: 60//AC002410 
F-NT2RP3003071//H. sapiens CpG island DNA genomic H 
sel fragment, clone 13dl2, reverse read cpgl3dl2. r 
tlc.//6.8e-15:95: 100//Z64565 

F-NT2RP3003078 50 
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F-NT2RP3003101//Iouse mRNA for tetracycline transp 
orter-like protein, complete cds.//8. le-72: 732: 71/ 
/D88315 
F-NT2RP3003121 

F-NT2RP3003133//Homo sapiens chromosome 19, cosmid 
R30385, compl ete sequence. III. 5e- 12: 168: 76//AC004 
510 

F-NT2RP3003138//Mouse kif4 mRNA for microtubule-ba 
sed motor protein KIF4, complete cds.//4.0e-148:90 
8:87//D12646 

F-NT2RP3003139//Rattus norvegicus kappa opioid rec 
eptor gene, exon 4 andcomplete cds.//2.0e-31:658:6 
3//U17995 

F-NT2RP3003145//Mus musculus carboxypeptidase X2 m 
RNA, complete cds. //3.5e-22: 430: 63//AF01 7639 
F-NT2RP3003150 

F-NT2RP3003157//HS_3055JLG05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3055 Col =9 Row=N, genomic survey sequenc 
e. III. 9e-92: 493: 94//AQ155489 
F-NT2RP3003185//Rattus norvegicus brain-enriched g 
uanylate kinase-associated protein 1 mRNA, compl et 
e cds.//8.6e-06:228:65//AF064868 
F-NT2RP3003193//H. sapi ens HZF10 mRNA for zinc fing 
er protein. 111. 4e-73: 737: 71//X78933 
F-NT2RP3003197 

F-NT2RP3003203//Rattus norvegicus golgi peripheral 
membrane protein p65(GRASP65) mRNA, complete cds. 
//4. le-48: 640: 67//AF015264 

F-NT2RP3003204//Human Mermaid LINE-1 element mRNA 
sequence. 110. 0033: 69: 81//U31059 
F-NT2RP3003210//Homo sapiens SYBL1 gene.//l. le-34: 
430: 70//AJ004799 

F-NT2RP3003212//Rattus norvegicus lamina associate 
d polypeptide 1C (LAP1C) mRNA, complete cds.//6.3e 
-75: 776: 74//U20286 

F-NT2RP3003230//Rattus norvegicus mRNA for coronin 
-1 i ke protei n. Ill . 8e-62: 575: 74//AJ006064 
F-NT2RP3003242//Homo sapiens stanniocalcin-2 (STC- 
2) mRNA, compl ete cds. 113. 7e- 128: 617: 98//AF055460 
F-NT2RP3003251//H. sapiens Staf50 mRNA.//3.5e-67:65 
1:76/7X82200 

F-NT2RP3003264//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 110. 015: 473: 58//AC004153 
F-NT2RP3003278//H. sapiens CpG island DNA genomic H 
sel fragment, clone 28b4, forward read cpg28b4.ftl 
a. //4. 0e-27: 174: 93//Z60555 

F-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, c 
ompl ete cds. Ill . 3e- 131 : 694: 93//L36983 
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F- NT2RP3003290//Homo sapiens nickel -specific indue 
tion protein (Cap43) mRNA, complete cds.//1.7e-64: 
662: 71//AF004162 

F-NT2RP3003301//Spinacia oleracea mRNA for ATP-dep 
endent protease Lon, complete cds.//4.9e-37:682:64 
//D85610 

F-NT2RP3003302//Homo sapiens, clone MPI.15JU. c 
omplete sequence. //4. 6e-95: 680: 82//AC006213 
F-NT2RP3003311//Homo sapiens chromosome 21, Neurof 
ibromatosis 1 (NF1) related locus, complete sequen 10 
ce. //I .0:191: 62//AC004527 

F-NT2RP3003313//Streptomyces coelicolor cosmid 5A 

7. //0. 0084: 403: 61//AL031107 

F-NT2RP3003327//H. sapiens Staf50 mRNA.//2.5e-29:25 

3:67//X82200 

F-NT2RP3003330 

F-NT2RP3003344 

F-NT2RP3003346//Homo sapiens chromosome 17, clone 
hRPK.795_F_17, complete sequence. //9.0e-41: 296: 84/ 
/AC005284 20 
F-NT2RP3003353//Human DNA sequence from PAC 970D1 
on chromosome lq24. Contains ESTs, STSs and a BAC 
end-sequence (GSS) . //0. 047: 404: 60//AL021069 
F-NT2RP3003377//Homo sapiens clone DJ0919J22, WORK 
ING DRAFT SEQUENCE, 34unordered pieces.//8.3e-122: 
632: 96//AC005519 

F-NT2RP3003384//Homo sapiens Chromosome 2 BAC CI on 
e 376al, WORKING DRAFTSEQUENCE, 17 unordered piece 
s. //0. 0036: 127: 74//AC000360 

F-NT2RP3003385//Mus musculus SKD3 mRNA, complete c 30 
ds.//2.0e-110:843: 79//U09874 
F-NT2RP3003403//Human Chromosome X, complete seque 
nee. 111. 5e-21: 647: 61//AC002407 
F-NT2RP3003409//Human DHHC- domain- containing cyste 
ine-rich protein mRNA, complete cds.//1.0e-20:430:6 
3//U90653 

F-NT2RP3003411//Mus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA. complete cds.//4.2e- 139: 524: 90// 
AF071317 

F-NT2RP3003427//HS-1051-Al-D03-MF.abi CI T Human Ge 40 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 773 Col =5 Row=G, genomic survey sequence.// 
8. 8e-18: 111: 97//B40173 

F-NT2RP3003433//HS_2219_B2JULMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2219 Col=22 Row^B, genomic surveysequenc 
e. //1. 2e-57: 410: 83//AQ145866 
F-NT2RP3003464//Homo sapiens rab3-GAP regulatory d 
omai n mRNA, compl ete cds. //5. 2e- 181 : 853: 98//AF0048 
28. 50 
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F-NT2RP3003490//Homo sapiens mRNA for KIAA0725 pro 
tein, partial cds.//1.6e-173:826:98//AB018268 
F-NT2RP3003491//CIT-HSP-234401.TR CIT-HSP Homo sap 
iens genomic clone 234401, genomic survey sequenc 
e. //1. 2e-39: 213: 97//AQ057124 
F-NT2RP3003500//HS_3000_B1_C07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3000 Col=13 Row*=F, genomic surveysequenc 
e. //0. 025: 253: 60//AQ090347 

F-NT2RP3003543//Homo sapiens chromosome 16, cosmid 
clone 399H11 (LANL), compl ete sequence. //0. 95: 279: 
60//AC004234 

F-NT2RP3003552//Homo sapiens clone UWGC:y54c222 fr 
om 6p21 , compl ete sequence. //1 . 8e-88: 166: 84//AC006 
049 

F-NT2RP3003555//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 228H13, WORKING DRAFT S 
EQUENCE. //8. 9e- 17: 245: 72//AL031985 
F-NT2RP3003564//HSJ141J1_G10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3141 Col-19 Row=N, genomic surveysequenc 
e. //2. 7e-79: 442: 93//AQ187798 
F-NT2RP3003572 

F-NT2RP3003576//Homo sapiens clone RG031N19, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //5.8e- 55: 27 
5: 84//AC005632 

F-NT2RP3003589//Canine rablO mRNA for ras-related 
GTP-binding protein. //I. le-94: 488: 95//X56387 
F-NT2RP3003621//Homo sapiens chromosome 16, cosmid 
clone 432A1 (LANL), complete sequence. //6.0e-88: 4 
63: 84//AC004235 

F-NT2RP3003625//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 390E6, WORKING DRAFT SE 
QUENCE. //0. 98: 307: 60//AL031600 
F-NT2RP3003656 

F-NT2RP3003659//F.rubripes GSS sequence, clone 013 
G07cE7, genomic surveysequence.//1.7e-25:284:74//A 
L011271 

F-NT2RP3003665//Homo sapiens chromosome 9q34, clon 
e 63G10, complete sequence. //0. 01 1 : 279: 65//AC00209 
6 

F-NT2RP3003672 

F-NT2RP3003680//Drosophila mel anogaster; Chromosom 
e 2R; Region 39B1-39B3; PI clone DS05527, WORKING 
DRAFT SEQUENCE, 9 unordered pieces.//3.4e-16:425:6 
4//AC005811 

F-NT2RP3003686//HSJ064J2.A04 JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col =8 Row=B, genomic survey sequenc 
e.//3.1e-27:153:98//AQ136993 
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F-NT2RP3003701 

F-NT2RP3003716//Rattus norveglcus Shal -related pot 
assium channel Kv4.3 mRNA, complete cds.//4.6e-10 
7:788:82//U42975 

F-NT2RP3003726//Homo sapiens mRNA for KIAA0757 pro 
tein, complete cds,//2.3e-148:700:98//AB018300 
F-NT2RP3003746//CIT-HSP-2306A10.TF CIT-HSP Homo sa 
piens genomic clone 2306A10, genomic survey sequen 
ce. //0. 39: 212: 61//AQ015785 

F-NT2RP3003795//Human DNA sequence from clone 333H 10 
23 on chromosome 22ql2. 1-12.3. Contains the (possi 
bly alternatively spliced) RPL3 gene for 60SRiboso 
mal Protein L3 and the threefold alternatively spl 
iced gene for Synaptogyrin 1A, IB and 1C (SYNGR1A, 

SYBGRIB, SYNGR1C) , both genes downstream of a put 
ative CpG island. Contains ESTs, an STS, GSSs, gen 
omic marker D22S1155 and a ca repeat polymorphism, 

complete sequence. //4. 2e-21: 445: 66//AL022326 
F-NT2RP3003799//Homo sapiens DNA from chromosome 1 
9-cosmids R31158, R31874, and R28125, genomic sequ 20 
ence, compl ete sequence. Ill . 0: 257: 63//AF038458 
F-NT2RP3003800//Mouse neuronal proto- oncogene c-sr 
c mRNA encoding tyrosine-specific protein kinase, 
complete cds. //1. 2e-63: 484: 81//M17031 
F-NT2RP3003805//Homo sapiens chromosome 19, cosmid 

R27377, complete sequence. //0. 96: 353: 60//AC005321 
F-NT2RP3003809//Bovine herpesvirus 1 complete geno 
me. //7. 2e-12: 615: 60//AJ004801 
F-NT2RP3003819 

F-NT2RP3003825 30 
F-NT2RP3003828//Human rRNA primary transcript inte 
mal transcribed spacer 2 (ITS2).//6.2e-16:543:62/ 
/XI 7626 

F-NT2RP3003831//RPCI 11-50N15.TJ RPCI11 Homo sapien 
s genomic clone R-50N15, genomic survey sequence./ 
/I. le-21: 174: 85//AQ082633 

F-NT2RP3003833//Homo sapiens clones 24718 and 2482 
5 mRNA sequence. //8.0e-47: 242: 98//AF070611 
F-NT2RP3003842//RPCI11-44E5.TJ RPCI11 Homo sapiens 
genomic clone R-44E5, genomic survey sequence. //9. 40 
7e-25: 143: 97//AQ195884 

F-NT2RP3003846//Homo sapiens mRNA for RIAA0725 pro 
tein, partial cds.//4.2e-36:335:68//AB018268 
F-NT2RP3003870//Homo sapiens mRNA for KIAA0800 pro 
tein, complete cds.//4. 1 e- 174: 805: 99//AB01 8343 
F-NT2RP3003876//Rattus norveglcus Rabin3 mRNA, com 
pi ete cds. 1/1, 7e-109: 709: 84//U19181 
F-NT2RP3003914//Drosophila melanogaster UDP-glucos 
e: glycoprotein gl ucosyl transferase mRNA, complete 
cds. //8. 9e-ll: 193: 70//U20554 50 
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F-NT2RP3003918//Hamo sapiens VAMP- associated prote 
in of 33 kDa (VAP-33)mRNA, complete cds.//2.6e-47: 
404:77//AF057358 

F-NT2RP3003932//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 68: 597: 55//AC005504 
F-NT2RP3003989//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 404H4, WORKING DRAFT SE 
QUENCE. //0. 37: 548: 56//AL031661 
F-NT2RP3003992//Human cGMP-gated cation channel be 
ta subunit (CNCG2) mRNA, complete cds. //0. 021: 433: 
58//U58837 

F-NT2RP3004013//M.musculus Spnr mRNA for RNA bindi 
ng protein. Ill, 4e-164: 838: 94//X84692 
F-NT2RP3004016//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018K9, WORKING DRAFT S 
EQUENCE. //0. 00042: 356: 62//AL031726 
F-NT2RP3004041//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 809F4, WORKING DRAFT SE 
QUENCE. //6. 8e-112: 627: 82//AL022400 
F-NT2RP3004051//Human mRNA for KIAA0319 gene, comp 
lete cds.//2.2e-61:774:67//AB002317 
F-NT2RP3004070//Homo sapiens DNA sequence from PAC 
352A20 on chromosome6q24. 1-25. 1. Contains a pseud 
ogene similar to yeast, bacterial, worm andslime m 
old hypothetical genes, and a gene coding for an a 
Idehyde dehydrogenase family protein. Contains EST 
s, STSs and GSSs, complete sequence. //7.9e- 17: 484: 
62//AL021939 

F-NT2RP3004078//M.musculus (BALB/c) MRFX2 mRNA.// 
1 . 9e- 102: 684: 83//X76089 

F-NT2RP3004093//F24P17-Sp6 IGF Arabidopsis thalian 
a genomic clone F24P17, genomic survey sequence.// 
0.021: 207: 63//B09433 

F-NT2RP3004095//Homo sapiens clone NH0486I22, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //3.5e-25: 27 
2: 77//AC005038 

F-NT2RP3004110//Homo sapiens DNA from chromosome 1 
9, BAC 33152. completesequence.//8.6e-28:223:73//A 
C003973 

F-NT2RP3004125//Homo sapiens TTF-I interacting pep 
tide 20 mRNA, partialcds.//2.2e-28:637:63//AF00056 
0 

F-NT2RP3004145 
F-NT2RP3004148 

F-NT2RP3004155//Homo sapiens timing protein CLK-1 
mRNA, compl ete cds. //6. 5e- 120: 578: 98//AF032900 
F-NT2RP3004189//H.musculus tex292 mRNA (5' region). 
//l.le-06: 102:82//X80434 

F-NT2RP3004206//D. melanogaster crn mRNA.//7.3e-69: 
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715: 71//X58374 

F-NT2RP3004207//House mRNA for seizure- related gen 
e product 6 type 2 precursor, complete cds.//4.8e- 
42:650:66//D64009 

F-NT2RP3004209//Human cosmld Q7A10 (D21S246) Inser 
t DNA, complete sequence. //8.4e-55: 184: 84//D42052 
F-NT2RP3004215//Homo sapiens chromosome 5, Pac clo 
ne 9cl3 (LBNL H127), complete sequence. //0. 22: 458: 
60//AC006084 

F-NT2RP3004242//Caenorhabditis elegans cosmid ZK63 10 
2, complete sequence. //1. 6e-29: 409: 69//Z22181 
F-NT2RP3004246//Homo sapiens chromosome 10 clone C 
IT987SK-1010R1 map 10q25, complete sequence. //3. 6e 
-117:242: 100//AC005385 

F-NT2RP3004253//H. sapiens 28S rRNA V8 region (LANS 
-6) . //2. 6e- 12: 589: 59//X69353 
F-NT2RP3004258//Rattus norvegicus Zis mRNA, comple 
te cds. //1 . 2e-88: 489: 91//AF013967 
F-NT2RP3004262//flomo sapiens heat shock protein hs 
p40-3 mRNA, complete cds. //3. le- 153: 733: 98//AF0889 20 
82 

F-NT2RP3004282//Homo sapiens torsi nA (DYT1) mRNA, 
complete cds. //1.3e-24: 597: 61//AF007871 
F-NT2RP3004332 

F-NT2RP3004334//L.esculentum gene for fruit ripeni 
ng polygalacturonase. //0. 23: 501: 57//X80908 
F-NT2RP3004341//Human DNA sequence from clone 503G 
16 on chromosome 6p23Contains EST, CpG island, com 
plete sequence, //0. 0014: 198: 66//Z93020 
F-NT2RP3004348//R. norvegicus mRNA for cytosolic re 30 
si ni f eratoxi n-bi ndi ngprotei n. //1 . 4e- 103: 600: 82//X6 
7877 

F-NT2RP3004349//Homo sapiens Xp22 BAC CS-321G17 (G 
enome Systems Human BAC library) complete sequenc 
e. //5. le-49: 480: 75//AC004025 
F-NT2RP3004378//Drosophila melanogaster; Chromosom 
e 2R; Region 47F1-47F7; PI clone DS02304, WORKING 
DRAFT SEQUENCE, 5 unordered pieces. //1.8e-23: 352: 6 
7//AC005653 

F-NT2RP3004399//B. sapiens mRNA for leucine- rich pr 40 
imary response proteinl.//7.2e-140:804:90//X97249 
F-NT2RP3004424//Mus rausculus mRNA for nuclear prot 
ein SA3. //6. 8e-53: 413: 81//AJ005678 
F-NT2RP3004428//Salmo salar DNA for a cryptic repe 
at. //3: 2e-07: 270: 63//AJ012206 
F-NT2RP3004451//RPC111-51J15.TK RPCI11 Homo sapien 
s genomic clone R-51J15, genomic survey sequence./ 
/8.8e-19:180: 82//AQ052326 

F-NT2RP3004454//Homo sapiens mRNA for KIAA0448 pro 
tein, complete cds. //6. 2e-123: 583: 99//AB007917 50 
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F-NT2RP3004466//HS_3038J2_J08JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3038 Col=16 Row=L, genomic surveysequenc 
e. //0. 41: 172: 59//AQ102458 

F-NT2RP3004470//H. sapiens CpG island DNA genomic M 
sel fragment, clone 81all, reverse read cpg81all.r 
tla. 111. Oe-25: 148: 96//Z56029 
F-NT2RP3004472//RPCI11-42M5.TJ RPCI11 Homo sapiens 
genomic clone R-42M5, genomic survey sequence. III. 
6e-20: 143: 92//AQ052792 

F-NT2RP3004475//Homo sapiens mRNA for KIAA0456 pro 
tein, partial cds.//3.0e-150:715:98//AB007925 
F-NT2RP3004480//Mus musculus maternal -embryonic 3 
(Hem3) mRNA, compl etecds. Ill . Oe- 1 19: 679: 90//U47024 
F-NT2RP3004490//Homo sapiens mRNA for Husashi, com 
plete cds. 111. le-155: 752: 97//AB012851 
F-NT2RP3004498//Homo sapiens clone DJ1147A01, WORK 
ING DRAFT SEQUENCE, 25unordered pieces. //4.0e-67:2 
65: 84//AC006023 

F-NT2RP3004503//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) complet 
e sequence. //1. 2e-55: 415: 78//AC004673 
F-NT2RP3004504//M. musculus mRNA for CPEB protein./ 
/2.0e-110:618:91//Y08260 

F-NT2RP3004507//Homo sapiens chromosome 19, cosmid 
R26660, complete sequence. //9.3e-46: 433: 76//AC005 
328 

F-NT2RP3004527//Homo sapiens mRNA; transcriptional 
unitN144, 5' end.//l. le- 100: 508: 97//AJ002574 
F-NT2RP3004534//Mouse oncogene (ect2) mRNA, comple 
te cds. III. 0e-93: 442: 84//L11316 
F-NT2RP3004539//Homo sapiens mRNA for KIAA0632 pro 
tein, partial cds.//8.5e-145:679:98//AB014532 
F-NT2RP3004544//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds.//2.8e-169: 793: 98//AB011126 
F-NT2RP3004566//Mus musculus krupple- related zinc 
finger protein (Emzfl)mRNA, complete cds.//6.9e-l 
8: 433: 64//AF031955 

F-NT2RP3004569//CITBI-E1-2522H6.TF CITBI-E1 Homo s 
apiens genomic clone 2522H6, genomic survey sequen 
ce. lib. 3e-15: 138: 84//AQ280780 
F-NT2RP3004572//Homo sapiens cof actor of initiator 
function (CIF150) mRNA, complete cds. //I. Oe- 179: 8 
60:97//AF026445 

F-NT2RP3004578//Homo sapiens mRNA for KIAA0477 pro 
tei n, compl ete cds. 1 1 A. 2e- 150: 71 1 : 98//AB007946 
F-NT2RP3004594//Homo sapiens mRNA for AND-1 protei 
n. III. le- 158: 796: 95//AJ006266 
F-NT2RP3004617//Homo sapiens clone DJ1152C17, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //9. 3e- 14: 36 
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0:65//AC004977 

F-NT2RP3004618//0ryctolagus cunlculus translation 
initiation factor eIF2C mRNA, complete cds.//2.9e- 
52:539: 73//AF005355 

F-NT2RP3004669//Brn-3a=class V POU transcription f 
actor [mice, CD/CD, embryo fibroblast cells, Genom 
ic, 2160 nt].//0.046:437:57//S69350 
F-NT2RP3004670//Human DNA sequence **'* SEQUENCING 
IN PROGRESS *** from clone 356B8, WORKING DRAFT SE 
QUENCE. Ill . 9e-05: 625: 59//Z98882 10 
F-NT2RP4000008//Homo sapiens chromosome X, clone h 
CI T. 200_L_4, compl etesequence. //1 . 5e- 155: 844: 92//A 
C006121 

F-NT2RP4000023//Arabidopsis thai i ana genomic DNA, 
chromosome 5, TAC clone: K24G6, complete sequence. 
//0. 012: 417: 59//AB012242 

F-NT2RP4000035//Homo sapiens BAC clone NB0353P23 f 
rom 2, complete sequence. //8. Oe- 18: 242: 74//AC00503 
5 

F-NT2RP4000049//Homo sapiens decoy receptor 2 mRN 20 
A, complete cds. III. le-81: 556: 85//AF029761 
F-NT2RP4000051//Mus musculus mRNA for cartilage-as 
soci ated protei n (CASP) . Ill . 6e- 19: 654: 63//AJ006469 
F-NT2RP4000078//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . //2. 5e-149: 720: 97//AJ012449 
F-NT2RP4000102//Plasmodium falciparum MAL3P2, comp 
lete sequence. 110. 28: 336: 57//AL034558 
F-NT2RP4000109//Homo sapiens mRNA for MEGF5, parti 
al cds.//4.4e-166:774:99//AB011538 
F-NT2RP4000111//B.taurus mRNA for cleavage and pol 30 
yadenylation specificity factor. //2.6e-137: 678: 91/ 
/X75931 

F-NT2RP4000129//Homb sapiens mRNA for KIAA0483 pro 
tein, partial cds.//3.3e-114:548:98//AB007952 
F-NT2RP4000147//Rattus norveglcus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 
omplete cds. III. 2e- 104: 677: 85//U35776 
F-NT2RP4000150//Rat proto- oncogene (Ets-1) mRNA, c 
omplete cds. 111. 2e-54: 327: 74//L20681 
F-NT2RP4000151//flomo sapiens clone 664 unknown mRN 40 
A, partial sequence. //2.2e-62: 360: 92//AF091088 
F-NT2RP4000159//RPCI11-75N16.TJ RPCI11 Homo sapien 
s genomic clone R-75N16, genomic survey sequence./ 
12. 6e-19: 119: 98//AQ267551 

F-NT2RP4000167//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
quence. //3. 3e-49: 683: 67//AC006210 
F-NT2RP4000185//Homo sapiens clone DT1P1E11 mRNA, 
CAG repeat region. III. le-99: 543: 93//U92989 
F-NT2RP4000210//Homo sapiens mRNA for RIAA0700 pro 50 
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tein, partial cds.//4.9e-174:825:98//AB014600 
F-NT2RP4000212//, complete sequence. //4.0e- 131: 23 
3: 94//AC005300 

F-NT2RP4000214//Homo sapiens chromosome 19, CIT-HS 
P-444n24, complete sequence. III. 8e- 161: 751: 99//AC0 
05261 

F-NT2RP4000218//RPCI11-69B7.TJ RPCI11 Homo sapiens 
genomic clone R-69B7, genomic survey sequence.//!. 
7e-84: 413: 98//AQ268504 

F-NT2RP4000243//Homo sapiens mRNA for cartilage-as 
sociated protein (CASP). //2.6e-156: 771: 97//AJ00647 
0 

F-NT2RP4000246//Mus musculus neural variant mena++ 
+ protein (Mena) mRNA, complete cds. 112. le- 120: 707: 
87//U72523 

F-NT2RP4000259//Homo sapiens clone 683 unknown mRN 
A, complete sequence. 112. 8e- 128: 604: 99//AF091092 
F-NT2RP4000263//CIT-HSP-2336N24.TF CIT-HSP Homo sa 
pi ens genomic clone 2336N24, genomic survey sequen 
ce. //0. 27: 124: 69//AQ043515 

F-NT2RP4000290//S.cerevisiae chromosome XIV readin 
g frame ORF YNL132w.//8.6e-32:619:63//Z71408 
F-NT2RP4000312//Human mRNA for KIAA0147 gene, part 
ial cds.//4.7e-41:685:63//D63481 
F-NT2RP4000321//Mus musculus transcription factor 
H0XA13 (Hoxal3) gene, complete cds.//6.9e-05:756:59 
//U59322 
F-NT2RP4000323 
F-NT2RP4000355 

F-NT2RP4000360//Homo sapiens mRNA for KIAA0738 pro 
tein, complete cds.//2.0e-140:654:99//AB018281 
F-NT2RP4000367//Homo sapiens IkappaB kinase compl e 
x associated protein (IKAP) mRNA, complete cds.// 
2. 6e-135: 649: 97//AF044195 

F-NT2RP4000370//Rickettsia prowazekii strain Madri 
d E, complete genome; segment 3/4. //2. 0e-23: 524: 62/ 
/AJ235272 

F-NT2RP4000376//Sequence 1 from patent US 5580968. 
//1. 6e-115: 716: 87//I30536 

F-NT2RP4000381//Mus musculus mRNA for hepatoma-der 
ived growth factor, complete cds, strain: BALB/c.// 
4.3e-05:450:58//D63850 

F-NT2RP4000398//Homo sapiens chromosome 19, BAC CI 
T-B-3931 15 (BC301323) , compl ete sequence. //9. 2e-37: 
336:69//AC006116 

F-NT2RP4000415//Caenorhabditis elegans cosmid C42D 
8. //0. 30: 222: 60//U56966 

F-NT2RP4000417//Drosophila melanogaster cosmid clo 
ne 86E4.//1.8e-48:580:69//AL021086 
F~NT2RP4000424//Homo sapiens chromosome 17, clone 
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HRPC41C23, complete sequence. //1 . 6e-42: 265: 81//AC0 
03101 

F-NT2RP4000448//CIT-HSP-2370F8.TF CIT-HSP Homo sap 
iens genomic clone 2370F8, genomic survey sequenc 
e. III. 0e-56: 287: 98//AQ1 10194 
F-NT2RP4000449//CI T-HSP-2366N18.TR CIT-HSP Homo sa 
piens genomic clone 2366N18, genomic survey sequen 
ce. //2. 4e-42: 236: 95//AQ076183 
F-NT2RP4000455//Homo sapiens PAC clone 166H1 from 
12q, complete sequence. I/O. 17: 158: 67//AC003982 10 
F-NT2RP4000457//H. sapiens mRNA for herpesvirus ass 
ociated ubiqui tin- specific protease (HAUSP) . //0. 0 
0034: 532: 57//Z72499 

F-NT2RP4000480//Rhodothennus marinus R-21 DNA liga 
se gene, complete cds.//0. 0094: 616: 58//U10483 
F-NT2RP4000481 

F-NT2RP4000498//S.cerevisiae chromosome IX cosmid 
9150. 115. 7e-24: 633: 60//Z38125 
F-NT2RP4000500//G.gallus mRNA for LRP/alpha-2-macr 
ogl obul i n receptor. 112. 4e-62: 667: 73//X74904 20 
F-NT2RP4000515 

F-NT2RP4000517//Homo sapiens chromosome 18, clone 
hRPK.474_N_24, complete sequence. //1.6e-179: 851: 98 
//AC006238 ■ 

F-NT2RP4000518//Homo sapiens mRNA for ATP-dependen 
t RNA hel i case, parti al . //6. 7e-33: 203: 93//AJ010840 
F-NT2RP4000519//Mus musculus tyrosine kinase growt 
h factor receptor (Etk2/tyro3) gene, alternative 
5' coding exon 2C.//0.26: 162: 61//U23720 
F-NT2RP4000524//Rattus norvegicus rsec8 mRNA, part 30 
ial cds.//1.2e-139:809:89//U32498 
F-NT2RP4000528//Caenorhabditis elegans cosmid F59E 
12. //I. Oe-06: 404: 59//AF003386 
F-NT2RP4000541//Drosophila melanogaster DNA sequen 
ce (PI DS02109 (D53)) , complete sequence. //1.3e- 05: 
498: 58//AC002443 

F-NT2RP4000556//Sequence 1 from Patent EP 0285405. 
III. 2e- 18: 586: 61//I 05465 

F-NT2RP4000560//Murine genomic DNA; partially dige 
sted Sau3A fragment, cloned into cosmid vector pEH 40 
BLcos2, complete sequence. //2.5e- 53: 183: 82//AF0595 
80 

F-NT2RP4000588//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 414D7, WORKING DRAFT SE 
QUENCE. 110. 00062: 253: 65//AL033543 
F-NT2RP4000614//Homo sapiens TLS- associated protei 
n TASR-2 mRNA, complete cds.//3.2e-138:666:98//AF0 
67730 

F-NT2RP4000638//HSJ042_B2J)05JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 50 
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one Plate=3042 Col =10 Row=H, genomic surveysequenc 
e. //3. Oe-06: 78: 89//AQ099333 
F-NT2RP4000648//Homo sapiens KNSL4 and MAZ genes f 
or kinesin-like DNA binding protein and Myc-associ 
ated zinc finger protein, complete cds.//1.9e-ll: 1 
04:85//AB017335 

F-NT2RP4000657//Mus musculus bone morphogenetic fa 
ctor 11 (Bmpll) gene, exon l.//0.34:350:62//AF10090 
4 

F-NT2RP4000704//Homo sapiens mRNA expressed in 19w 
eek fetal 1 ung, cl onel MAGE: 300856. //3. 3e- 167: 785: 9 
9//AB004852 

F-NT2RP4000713//Gallus gallus atonal homolog 1 (Ca 
thl) gene, complete cds.//3.7e-07:261:65//U61149 
F-NT2RP4000724//Human endogenous retrovirus env mR 
NA.//9.2e-136:474:89//X82272 
F-NT2RP4000728//Homo sapiens mRNA for KIAA0606 pro 
tein, partial cds.//3. le-41: 350: 71//AB01 1178 
F-NT2RP4000737//Myxococcus xanthus ATP-dependent p 
rotease (bsgA) gene, complete cds.//1.0:504:58//Ll 
9301 

F-NT2RP4000739//CIT-HSP-2010022.TR CIT-HSP Homo sa 
piens genomic clone 2010022, genomic survey sequen 
ce. //I. le-24: 161: 93//B57903 
F-NT2RP4000781//Homo sapiens clone DJ0892G19, comp 
lete sequence. 110. 052: 493: 58//AC004917 
F-NT2RP4000787//Cricetulus griseus SRD-2 mutant st 
erol regulatory element binding protein- 2 (SREBP- 
2) mRNA, complete cds.//9.6e- 18: 259: 68//U22818 
F-NT2RP4000817//Homo sapiens mRNA for KIAA0470 pro 
tei n, compl ete cds. Ill . 5e- 174: 816: 98//AB007939 
F-NT2RP4000833//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, compl etesequence.//0. 97: 52:92//AC005 
189 

F-NT2RP4000837//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1112F19, WORKING DRAFT 
SEQUENCE. 112. le- 128: 644: 97//AL034420 
F-NT2RP4000839//RPCI11-6D8.TP RPCI-11 Homo sapiens 
genomic clone RPCI-11-6D8, genomic survey sequenc 
e.//1.5e-44:281:91//B48216 

F-NT2RP4000855//Rattus norvegicus mRNA for ami nope 
ptidase-B, complete cds.//9.5e-43: 722: 64//D87515 
F-NT2RP4000865//Human zinc finger protein ZNF136./ 
/6.8e-95:415:78//U09367 

F-NT2RP4000878//Mus musculus mRNA for myeloid asso 
ciated differentiationprotein. 111. 0e-87: 646: 80//AJ 
001616 

F-NT2RP4000879//N.tabaccum mRNA for ubiqui tin act! 
.vating enzyme El. //9. Oe-17: 806: 58//Y10804 
F-NT2RP4000907//Mouse NLRR-1 mRNA for leucine- rich 
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-repeat protein, complete cds.//6.8e-153:934:86//D 
45913 

F-NT2RP4000915//Homo sapiens mRNA for ZNF198 prote 
in. //9. 4e-79: 584; 78//AJ224901 
F-NT2RP4000918//Drosophila melanogaster DNA sequen 
ce (PI DS04106 (D172)), complete sequence. //2.0e-0 
8:609: 58//AC004290 

F-NT2RP4000925//Rattus norvegicus Shal -related pot 
assium channel Kv4.3 mRNA, complete cds.//3.5e-64: 
415:87//U42975 10 
F-NT2RP4000927//H. sapiens genomic DNA (chromosome 
3; clone NRL062R) . //0. 75: 175: 62//X87547 
F-NT2RP4000928//Homo sapiens CDP-diacylglycerol sy 
nthase 2 (CDS2) mRNA, partial cds. //3. 5e-163: 781: 97 
//AF069532 

F-NT2RP4000929//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 94: 763: 56//AC004688 
F-NT2RP4000955//Homo sapiens clone DJ0919J22, WORK 
I NG DRAFT SEQUENCE, 34unordered pieces. //LOe- 128: 20 
673:96//AC005519 

F-NT2RP4000973//Caenorhabditis elegans cosmid Y47H 
9C, complete sequence. //1. 6e- 15: 255: 69//AL032657 
F-NT2RP4000975//CIT-HSP-2307I6.TF CIT-HSP Homo sap 
iens genomic clone 230716, genomic survey sequenc 
e. //6. 5e-31: 317: 79//AQ015742 
F-NT2RP4000979//Human bullous pemphigoid antigen m 
RNA, 3' end.//0.88:54:90//M22942 
F-NT2RP4000984//Rhodobacter sphaeroides mRNA. //0. 7 
6:214:64//M83823 30 
F-NT2RP4000989//F.rubripes GSS sequence, clone 011 
AllaE12, genomic survey sequence. // 1.0: 149: 65//AL0 
10911 

F-NT2RP4000996//Penaeus setiferus microsatellite P 
se017 repeat region. //3.3e-08: 139: 74//AF047358 
F-NT2RP4000997//Rattus norvegicus RNA polymerase I 
127 kDa subunit mRNA, complete cds.//3.6e-126:824: 
84//AF025424 
F-NT2RP4001004 

F-NT2RP4001006//Mus musculus ROSA 26 transcription 40 
AS R0SA26AS mRNA, complete cds. //1.4e- 11 0:861: 78/ 
/U83176 

F-NT2RP4001010//Rattus norvegicus PSD-95/SAP90-ass 
ociated protein-4 mRNA, complete cds.//2.0e-135:78 
9:89//U67140 

F-NT2RP4001029//Mus domesticus nuclear binding fac 
tor NF2d9 mRNA, complete cds.//3.7e-120:718:88//U2 
0086 

F-NT2RP4001041//Schizosaccharomyces pombe mRNA, pa 
rtial cds, clone: SY 0717. //4. le-22: 452: 64//D89170 50 



^§120 0 2- 1 9 1 3 6 3 
3366 

F-NT2RP4001057 

F-NT2RP4001064//Mus musculus mRNA for cartilage-as 
sociated protein (CASP).//1.2e-20:639:62//AJ006469 
F-NT2RP4001078//Streptomyces coelicolor cosmid 1C 
2. //0. 0025: 474: 59//AL031 124 
F-NT2RP4001079//Rat alternatively spliced mRNA.// 
1 . 4e- 141 : 832: 88//M93018 

F-NT2RP4001080//H. sapiens PTB-4 gene for polypi rim 
idine tract binding protein. //9.0e-64: 628: 70//X653 
72 

F-NT2RP4001086//Romo sapiens mRNA for KIAA0592 pro 
tein, partial cds.//4.7e-84:604:86//AB011164 
F-NT2RP4001095 

F-NT2RP4001100//CITBI-E1-2503J7.TR CITBI-E1 Homo s 
apiens genomic clone 2503J7, genomic survey sequen 
ce. //9. 4e-17: 185: 79//AQ263402 
F-NT2RP4001117//Canis familiaris sec61 homologue m 
RNA, complete cds.//1.0e-143: 760: 87//H96629 
F-NT2RP4001122 

F-NT2RP4001126//Homo sapiens shox gene, alternativ 
ely spliced products, complete cds.//4.2e-17:636:61 
//U82668 

F-NT2RP4001138//Homo sapiens PAC clone DJ1121E10 f 
rom 7q21.1-q2, complete sequence. //2.5e-23: 408: 60/ 
/AC004969 

F-NT2RP4001143//Sequence 5 from patent US 5753432. 
//1. 8e-39: 276: 86//AR008079 

F-NT2RP4001148//Homo sapiens clone RG332P12, W0RKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //2.7e-116: 6 
84:89//AC005095 

F-NT2RP4001149//Mouse mRNA for thymic epithelial c 
ell surface antigen, complete cds.//3.0e-48:581:66 
//D67067 

F-NT2RP4001150//Homo sapiens clone DJ1032D07, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //9.4e- 25: 19 
3: 67//AC004952 

F-NT2RP4001159//Human FMR1 gene, 5' end. //0. 28: 13 
0: 66//L19476 

F-NT2RP4001174//FMR1 {CGG repeats} [human, Fragile 
X syndrome patient, Genomic, 429 nt].//0.0014: 18 
7: 67//S74494 

F-NT2RP4001206//Dictyostelium discoideum random si 
ug cDNA19 protein (rscl9) mRNA, partial cds. //0. 03 
2:453:58//U82511 

F-NT2RP4001207//HS_2248_A1_C03_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2248 Col =5 Row=E, genomic survey sequenc 
e. //0. 00018: 58: 94//AQ192358 
F-NT2RP4001210//Homo sapiens chromosome 10 clone C 
IT987SK-1019018 map 10pll.2-10pl2. 1, complete sequ 
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ence. //0. 93: 515: 58//AC005877 
F-NT2RP4001213//Human KRAB zinc finger protein (ZN 
F177) mRNA, splicing variant, complete cds.//3. 6e- 
44: 187: 74//U37251 

F-NT2RP4001219//Caenorhabditis elegans cosmid Y47B 
9C, complete sequence. //1. 3e- 15: 288: 67//AL032657 
F-NT2RP4001228//Homo sapiens actin binding protein 
MAYVEN mRNA, compl etecds. III. 2e-26: 855: 60//AF0595 
69 

F- NT2RP400 1 235//RPCI 1 1 - 1 8E1 1 . TVB RPCI-11 Homo sapi 10 
ens genomic clone RPCI-11-18E11, genomic survey se 
quence. 111. 7e-15: 101: 98//B88081 
F-NT2RP4001256//Amycolatopsis mediterranei 3-amino 
-5- hydroxy benzoic acid synthase (rifD) gene, comp 
1 ete cds. Ill . 0: 459: 59//U33061 
F-NT2RP4001260//Sequence 2 from Patent W09601901./ 
/0. 0018: 246: 63//A48324 

F-NT2RP4001274//Homo sapiens, complete sequence.// 
2. 5e-05: 201 : 67//AC005854 

F-NT2RP4001276//CIT-HSP-2324B15.TF CIT-HSP Homo sa 20 
pi ens genomic clone 2324B15, genomic survey sequen 
ce. //3. 5e- 18: 138: 92//AQ040728 
F-NT2RP4001313//Homo sapiens mitochondrial outer m 
embrane protein (T0M40) mRNA, nuclear gene encodin 
g mitochondrial protein, complete cds.//7.4e-30:53 
5:65//AF043250 

F-NT2RP4001315//Bos taurus mRNA for Rab5 GDP/GTP e 
xchange factor, Rabex5.//3.5e-145: 795: 91//AJ001119 
F-NT2RP4001336//CIT-HSP-2169F21.TR CIT-HSP Homo sa 
piens genomic clone 2169F21, genomic survey sequen 30 
ce.//8.4e-16:109:94//B89870 
F-NT2RP4001339//HS_3205J1_E08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3205 Col=15 Row=J, genomic surveysequenc 
e.//7. le-24: 305: 73//AQ183725 
F-NT2RP4001343//Homo sapiens PAC clone DJ0894A10 f 
rom 7q32-q32, compl etesequence.//1.9e- 17: 106:91//A 
C004918 

F-NT2RP4001345//G.gallus mRNA for lecithin-cholest 
erol acyl transferase. //7. 6e-40: 631 : 66//X9101 1 40 
F-NT2RP4001351//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 184J9, WORKING DRAFT SE 
QUENCE. III. 7e-30: 608: 64//AL031428 
F-NT2RP4001353//Streptomyces coelicolor cosmid 5A 
7. //0. 23: 540: 57//AL031107 

F-NT2RP4001372//RPCI11-49L11.TJ RPCIU Homo sapien 
s genomic clone R-49L11, genomic survey sequence./ 
IS. 5e-23:129:100//AQ051701 
F-NT2RP4001373//G.gallus genomic DNA repeat regio 
n, clone 16E1.//0. 15: 213: 61//X78609 . 50 
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F-NT2RP4001375 

F-NT2RP4001379//Homo sapiens chromosome 17, clone 
hRPK.311_FJ2, complete sequence. //7.3e-28: 153:88 
//AC005722 

F-NT2RP4001389//Homo sapiens PAC clone DJ0740D02 f 
rom 7pl4-pl5, completesequence.//7.2e-47:518:73//A 
C004691 

F-NT2RP4001407//P. falciparum glutamic acid-rich pr 
otein gnen, complete cds. 110. 00079: 686: 57//J03998 
F-NT2RP4G01414//Human mRNA for RIAA0202 gene, part 
i al cds. III. Oe-76: 818: 71//D86957 
F-NT2RP4001433//H. sapiens HZF10 mRNA for zinc fing 
er protein. //3. 5e-87: 839: 73//X78933 
F-NT2RP4001442 

F-NT2RP4001447//Homo sapiens mRNA for RIAA0783 pro 
tein, complete cds.//0.21:218:63//AB018326 
F-NT2RP4001474//Human NotI linking clone 924A058R, 
genomic survey sequence. //7.6e- 14: 109: 90//U49884 
F-NT2RP4001483//Human mRNA for 2-oxoglutarate dehy 
drogenase, compl ete cds. III. 5e-59: 480: 75//D10523 
F-NT2RP4001498//Homo sapiens huntingtin interact! n 
g protein HYPH mRNA, partial cds.//9.7e-39: 392: 72/ 
/AF049612 

F-NT2RP4001502//H. sapiens (D8S135) DNA segment con 
taining GT repeat. Ill.le-IA: 147: 96//X61693 
F-NT2RP4001507//Plasmid pSB24.2 (from S.cyanogenu 
s) neomycin resistanceprotein gene, complete cds./ 
/0.87:583:58//M32513 

F-NT2RP4001524//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 93: 394: 58//AC005308 
F-NT2RP4001529//Mus domesticus nuclear binding fac 
tor NF2d9 mRNA, complete cds.//3. le-143: 820: 89//U2 
0086 

F-NT2RP4001547//S.cerevisiae chromosome HV readin 
g frame 0RF YNR048w.//2.2e-05:319:61//Z71663 
F-NT2RP4001551//S.pombe chromosome II pi p8B7.//0. 
64:335:60//AL032684 

F-NT2RP4001555//Homo sapiens 12q24.2 BAC RPCI 11-36 
0E11 (Roswell Park Cancer Institute Human BAC Ubr 
ary) complete sequence. //1.0: 309: 58//AC004806 
F-NT2RP4001567//HS_2166J1_C07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2166 Col =13 Row=F, genomic surveysequenc 
e.//0. 99: 188: 59//AQ086290 

F-NT2RP4001568//Human mRNA for KIAA0167 gene, comp 
lete cds.//7.0e-53:566:72//D79989 
F-NT2RP4001571//RPCI11-21F20.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-21F20, genomic survey seq 
uence. III. 8e-19: 119: 97//B85885 
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F-NT2RP4001574//B. primlgenl us mRNA for coat protei 
n gamma-cop. //5. 8e- 129: 813: 85//X92987 
F-NT2RP4001575//Rattus norvegicus mRNA for ARE1 pr 
otei n. //3. 4e- 131 : 795: 86//AJ223830 
F-NT2RP4001592//S. aureus gene for isoleucyl-tRNA s 
ynthetase. //1. 3e-14: 663: 59//X74219 
F-NT2RP4001610//Homo sapiens Xp22 Cosmids U15E4, U 
115H5, U132E12, U115B9(Lawrence Livermore human co 
smid library) complete sequence. //6.4e- 10: 135:73// 
AC002364 10 
F-NT2RP4001614//HS_3042J2_D05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3042 Col =10 Row=H f genomic surveysequenc 
e. //3. 4e-06: 78: 89//AQ099333 
F-NT2RP4001634 

F-NT2RP4001638//cSRL-161Fl-u cSRL flow sorted Chro 
mosome 11 specific cosmid Homo sapiens genomic clo 
ne CSRL-161F1, genomic survey sequence. //4.9e-l 2: 1 
44:76//B02870 

F-NT2RP4001644//H.musculus mRNA for map kinase int 20 
eracting kinase, Mnk2.//3.8e-69:437:86//Y11092 
F-NT2RP4001656//HS_2013_A1_D0LMR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2013 Col=l Row=G, genomic survey sequenc 
e. //2. Oe-30: 207: 89//AQ224793 
F-NT2RP4001677//Hylobates lar huntingtin gene, par 
tial exon. //0. 23: 105: 71//L49362 
F-NT2RP4001679//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 462023, WORKING DRAFT S 
EQUENCE. III. 7e-45: 351: 84//AL031431 30 
F-NT2RP4001696//Human chromosome 8 BAC clone CIT98 
7SK-2A8 complete sequence. //I. 8e-30: 163: 88//U96629 
F-NT2RP4001725//Drosophila melanogaster DNA sequen 
ce (PI DS08860 (D181)), complete sequence. III. le-1 
3:402:63//AC004296 

F-NT2RP4001730//RPCI11-37M21.TK RPCI-11 Homo sapie 
ns genomic clone RPCI-11-37M21, genomic survey seq 
uence. 110. 88: 1 77: 67//AQ029840 
F-NT2RP4001739 

F-NT2RP4001753//H. sapiens telomeric DNA sequence, 40 
clone 12QTEL023, readl2QTEL00023.seq.//4.9e-36: 19 
2:98//Z96232 

F-NT2RP4001760//Mouse oncogene (ect2) mRNA, comple 
te cds. 112. 3e- 140: 866: 86//L1 1316 
F-NT2RP4001790//Homo sapiens clone NH0569I24, comp 
lete sequence. III. 4e-29: 327: 74//AC005678 
F-NT2RP4001803 

F-NT2RP4001822//Homo sapiens tetraspan TM4SF (TSPA 
N-4) mRNA, compl ete cds. Ill . Oe- 16: 576: 60//AF054841 
F-NT2RP4001823//Human DNA sequence from clone 181C 50 
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9 on chromosome 22ql3. 2-13. 33. Contains a PHAPI2 L 
eucine Rich Acidic Nuclear Protein pseudogene, par 
t of a putative novel gene, ESTs, STSs and GSSs, c 
omplete sequence. 112. le-08: 601 : 59//Z98743 
F-NT2RP4001828 

F-NT2RP4001838//Human mRNA for KIAA0071 gene, part 
i al cds. III. 2e-53: 555: 73//D31888 
F-NT2RP4001841 

F-NT2RP4001849//Homo sapiens mRNA for KIAA0672 pro 
tein, complete cds. //1. 7e-55: 813: 65//AB014572 
F-NT2RP4001861//Human simple repeat polymorphism./ 
/0. 0014: 145: 66//M87691 

F-NT2RP4001889//HSJ052_B1_H06_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2052 CoUll Row=P, genomic surveysequenc 
e. Ill . Oe-23: 187: 86//AQ270425 
F-NT2RP4001893//Homo sapiens BAC clone GS166A23 fr 
om 7p21, complete sequence. //7.3e- 76: 178: 95//AC005 
014 

F-NT2RP4001896//T3B4TFC TAMU Arabidopsis thai i ana 
genomic clone T3B4, genomic survey sequence. 110. 9 
9:354:61//B26193 

F-NT2RP4001901//Streptomyces griseus genes for Orf 
2, 0rf3, 0rf4, 0rf5, AfsA. 0rf8, partial and compl 
ete cds. 110. 031: 409: 60//AB011413 
F-NT2RP4001927//HS_2216_B1J03_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2216 Col =5 Row^H, genomic survey sequenc 
e. //4. 9e-32: 216: 89//AQ184677 
F-NT2RP4001938//Mus musculus zinc finger protein 
(Zfp64) mRNA, completecds.//1.2e-83:709:79//U49046 
F-NT2RP4001946//HS_3021_B2_H10_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3021 Col=20 Row=P, genomic surveysequenc 
e. 111. 6e-09: 120: 76//AQ133185 
F-NT2RP4001950//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26.2. Contains the alternativ 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. III. le- 18: 421: 65//AL022 
577 

F-NT2RP4001953//CIT-HSP-2294D14.TR CIT-HSP Homo sa 
pi ens genomic clone 2294D14, genomic survey sequen 
ce. 110. 030: 358: 61//AQ005028 

F-NT2RP4001966//Mus musculus D0C4 (Doc4) mRNA, com 
pi ete cds. III. 5e-68: 812: 68//AF059485 
F-NT2RP4001975//Homo sapiens chromosome 17, clone 
hCIT. 91J_4, compl etesequence. III. 9e-57: 555: 75//AC 
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003976 

F-NT2RP4002018//cSRL-143G4-u cSRL flow sorted Chro 
mosome 11 specific cosmid Homo sapiens genomic clo 
ne cSRL-143G4, genomic survey sequence. //8. 9e-21: 1 
23:98//B01950 

F-NT2RP4002047//Saccharomyces cerevisiae chromosom 
e XII cosmid 8003. //1. 6e- 29: 520: 64//U 17243 
F-NT2RP4002052//CIT-HSP-2045A15.TF CIT-HSP Homo sa 
pi ens genomic clone 2045A15, genomic survey sequen 
ce. III. 8e-22: 137: 96//B80243 10 
F-NT2RP4002058//T20L11-T7 TAMU Arabidopsis thalian 
a genomic clone T20L11, genomic survey sequence.// 
0.019: 141 : 65//AQ248640 

F-NT2RP4002071//CIT-HSP-2314J9.TF CIT-HSP Homo sap 
iens genomic clone 2314J9, genomic survey sequenc 
e.//0.99: 163: 63//AQ027223 

F-NT2RP4002075//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y57G11, WORKING 
DRAFT SEQUENCE. //0. 15: 506: 59//Z92841 
F-NT2RP4002078//RPCI11-73M20.TJ RPCI11 Homo sapien 20 
s genomic clone R-73M20, genomic survey sequence./ 
/4. 8e-21: 130: 96//AQ269030 

F-NT2RP4002081//F.rubripes GSS sequence, clone 190 
022bB9, genomic surveysequence. //0. 0024: 350: 60//Z9 
2062 

F-NT2RP4002083//M.musculus tex27 mRNA. //8. 2e-77:45 
6: 89//X80437 

F-NT2RP4002408//Caenorhabditis elegans serine/thre 
onine kinase LET- 502 (let- 502) mRNA, complete cds. 
//3 . 7e- 1 8 : 54 1 : 62//U855 1 5 30 
F-NT2RP4002791 

F-NT2RP4002888//Homo sapiens BAC clone RC067E13 fr 
om 7q21, complete sequence. //4. 7e- 39: 385: 75//AC002 
383 

F-NT2RP4002905//Homo sapiens chromosome 17, clone 
hRPC. 842_A_23, complete sequence. //6.5e-91: 672: 83/ 
/AC004662 

F-NT2RP5003459//Human glyceraldehyde- 3- phosphate d 
ehydrogenase (GAPDH) mRNA, complete cds.//2.9e-37: 
193:99//H33197 40 
F-NT2RP5003461//Human DNA sequence from PAC 506G2 
contai ns ESTs. 111. 9e- 51 : 300: 80//Z82901 
F-NT2RP5003477//Human Chromosome 3 pac pDJ70ill, W 
ORKING DRAFT SEQUENCER unordered pieces. //6. 7e- 7 
7: 150: 100//AC000380 
F-NT2RP5003492 

F-NT2RP5003500//Human DNA sequence from cosmid 97K 
10, between markers DXS6791 and DXS8038 on chromos 
ome X contains STSs and CpG island. //1.7e-l 11: 623: 
93//Z81365 50 
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F-NT2RP5003506//H. sapiens CpG island DNA genomic H 
sel fragment, clone 71h2, reverse read cpg71h2.rtl 
a. Ill . 4e-49: 283: 93//Z62703 

F-NT2RP5003512//HS_3084J1_D04JF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3084 Col =7 Row=G, genomic survey sequenc 

e.//7.7e-18:117:95//AQ186312 

F-NT2RP5003522//Homo sapiens clone NH0479C13, WORK 

ING DRAFT SEQUENCE, 12unonlered pieces. //3.8e- 101: 

211:96//AC005236 

F-NT2RP5003524//Homo sapiens beta- spectrin (HSpTB 
1) gene, exon 14 and partial cds. //0. 00056: 650: 57/ 
/AF013178 

F-NT2RP5003534//H. sapiens CpG island DNA genomic H 
sel fragment, clone 14cl0, forward read cpgHclO.f 
tlb.//0. 00013: 70:91//Z54631 
F-0VARC1000001//Homo sapiens mRNA for KIAA0465 pro 
tein, partial cds.//1.2e-67:373:94//AB007934 
F-0VARC1000004//Homo sapiens chromosome 4 clone B3 
68A9 map 4q25, complete sequence. //5.8e- 93: 518:81/ 
/AC005510 

F-0VARC1000006//Gallus gallus histone H2A (H2A-VII 
I) gene, complete cds.//9.1e-56:392:84//U38933 
F-0VARC1000013 

F-0VARC1000014//Homo sapiens GLE1 (GLE1) mRNA, com 
plete cds. //5. 6e-170: 815: 98//AF058922 
F-0VARC1000017//Streptomyces glaucescens tcm opero 
n.//0.37:347:60//H80674 

F-0VARC1000035//Homo sapiens GA17 protein mRNA, co 
mplete cds. IIS. 8e-36: 238: 89//AF064603 
F-0VARC1000058 

F-0VARC1000060//Homo sapiens ribonuclease 6 precur 
sor, mRNA, complete cds. //2.5e-36: 192: 98//U85625 
F-0VARC1000068//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 404R8, WORKING DRAFT SE 
QUENCE. //0. 14: 554: 57//AL023883 
F-OVARC1000071//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 596C15. WORKING DRAFT S 
EQUENCE. //5. 3e-104: 197: 100//AL031387 
F-0VARC1000085//Human DNA sequence from clone 191N 
21 on chromosome 6q27Contains genes for PDCD2 (PRO 
GRAHMED CELL DEATH- 2/RP8 H0M0L0G), TATA factor (TF 
I ID), proteasome subunit HC5, EST, STS. GSS, compl 
ete sequence. Ill . 6e- 1 16: 588: 96//AL031259 
F-0VARC1000087//HS.2004J2J11JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2004 Col =22 Row=J, genomic surveysequenc 
e.//7. le-ll:94:94//AQ221037 
F-OVARC1000091//nbxb0020P17r CUGI Rice BAC Library 
Oryza sativa genomicclone nbxb0020P17r, genomic s 
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urvey sequence. 115. 2e-05: 238: 64//AQ258489 
F-0VARC1000092//Homo sapiens chromosome Y, clone 2 
64, M, 20, compl ete sequence. III. le- 10: 720: 58//AC004 
617 

F-OVARC1000106//HS_3212_B2_G12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3212 Col =24 Row=N, genomic surveysequenc 
e.//9.9e-05:141:73//AQ175369 
F-0VARC1000109 

F-0VARC1000113//Homo sapiens okadaic acid- induct bl 10 
e phosphoprotein (0A48-18) mRNA, complete cds.//l. 
6e-133:663:96//AF069250 

F-0VARC1000114//Human DNA sequence •** SEQUENCING 
IN PROGRESS *** from clone 1111N9, WORKING DRAFT S 
EQUENCE. 111. 3e-51: 547: 70//AL022574 
F-0VARC1000133//Homo sapiens clone GS512I21, WORKI 
NG DRAFT SEQUENCE, 9 unordered pieces. //0. 62: 349: 6 
1//AC005027 

F-0VARC1000139//Caenorhabditis elegans cosmid F09D 
1. 111. 5e-18: 314: 64//AF040640 20 
F-0VARC1000145//HS_2257_B2_D11_MR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=2257 Col =22 Row=H, genomic surveysequenc 
e. //5. 8e-30: 203: 90//AQ304854 
F-0VARC1000148//CIT-HSP-2345A22.TR CIT-HSP Homo sa 
pi ens genomic clone 2345A22, genomic survey sequen 
ce. III. le-26: 146: 100//AQ056703 
F-0VARC1000151//Sequence 1 from patent US 5665588. 
//2.6e-61: 677: 70//I 64695 

F-0VARC1000168//Homo sapiens chromosome 19, cosmid 30 
R31343, compl ete sequence. 1 1 A. 9e- 19: 381 : 63//AC005 
764 

F-0VARC1000191//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. Ill . 3e-06: 745: 57//AL034557 
F-0VARC1000198//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0366H07; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 28 unorderedpiece 
s. 116. 4e-161: 781 : 97//AC004604 

F-0VARC1000209//0ryza sativa submergence induced p 40 
rotein 2A mRNA, complete cds.//9. 2e-33: 51 1: 65//AF0 
68332 

F-0VARC1000212//F.rubripes GSS sequence, clone 185 
LI laCl , genomi c surveysequence. Ill . le- 13: 139: 79//A 
L019910 

F-OVARC1000240//Sequence 1 from patent US 5710024. 
III. 4e- 129: 623: 98//I 81226 

F-0VARC1000241//Mus musculus hypoxia inducible fac 
tor three alpha mRNA, complete cds.//l.le-112:697:8 
7//AF060194 50 
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F-0VARC1000288 

2. 2e-22: 181: 83//J00345 

F-0VARC1000302//A-192A9.TP CIT978SK Homo sapiens g 
enomic clone A- 192A9, genomic survey sequence. //4. 8 
e-18:110:99//B18003 

F-0VARC1000304//Mouse mRNA from MovlO locus. //5.5e 

-100:631:85//X52574 

F-0VARC1000309 

F-0VARC1000321//Homo sapiens clone NH0479C13, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //3. le-122: 
325:95//AC005236 

F-OVARC1000326//Rattus norvegicus lamina- associate 
d polypeptide 1C (LAP1C) mRNA, complete cds.//4.0e 
-46:339:84//U19614 

F-0VARC1000335//Caenorhabditis elegans cosmid F15B 
10. //0: 020: 545: 57//AF036696 
F-0VARC1000347//Homo sapiens clone GS051M12, compl 
ete sequence. 110. 71: 252: 59//AC005007 
F-0VARC1000384//Homo sapiens expanded SCA7 CAG rep 
eat. 111. 2e-09: 276: 64//AF020275 
F-0VARC1000408//Human Chromosome llpl5.5 PAC clone 
pDJ915fl containing KvLQTl gene, complete sequenc 
e. //0. 61 : 343: 59//AC003693 

F-0VARC1000411//S.cerevisiae chromosome XI reading 
frame ORF YKL202w. //0. 075: 242: 60//Z28201 
F-0VARC1000414//Homo sapiens PAC clone DJ0905M06 f 
rom 7q31, complete sequence. 110. 00088: 285: 62//AC00 
5166 

F-0VARC1000420//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 371H6, WORKING DRAFT SE 
QUENCE. 110. 14: 487: 60//AL031718 
F-0VARC1000427//Homo sapiens clone UWGC:rg041a03 f 
rom 7pl4-15, compl etesequence. //4. 9e-30: 195: 84//AC 
005826 

F-0VARC1000431//Plasmodium falciparum MAL3P2, comp 
lete sequence. III. 3e-05: 651: 59//AL034558 
F-0VARC1000437//Chicken tensin mRNA, complete cds. 
//9. 6e-54: 296: 78//M74165 

F-0VARC1000440//Human PINCH protein mRNA, complete 
cds.//2:7e-19:116:99//U09284 
F-0VARC1000442//Human DNA sequence from clone 816K 
17 on chromosome 20pl2. 2-13 Contains TGM3 (PROTEIN 
-GLUTAMINE GLUTAMYLTRANSFERASE E3 PRECURSOR(EC 2. 
3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3), and anoth 
er member of theTransglutaminase family, complete 
sequence. III. Oe-21: 202: 79//AL031678 
F-0VARC1000443//Homo sapiens mRNA for KIAA0683 pro 
tei n, compl ete cds. Ill . Oe- 138: 566: 99//AB014583 
F-0VARC1000461 

F-0VARC1000465//Bos taurus guanine nucleotide-exch 
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ange protein (ARF-GEP1) mRNA, complete cds.//4.7e- 
124: 650: 93//AF023451 

F-0VARC1000466//Homo sapiens DNA from chromosome 1 
9 t cosmid R29144, complete sequence. //l.Oe- 15: 510: 
59//AC004221 

F-0VARC1000473//Ciona intestinal is genomic fragmen 
t, clone 3F4 P genomicsurvey sequence. //2.5e-06: 27 
2:62//AJ227191 

F-0VARC1000479//cDNA encoding novel rat protein TI 
P120 which is formed of complex with TBP (TATA bin 10 
ding protein) . //I. le-117: 652: 90//E12829 
F-0VARC1000486//Homo sapiens DNA sequence from PAC 
262D12 on chromosome lq23. 3-24. 3. Contains a Tenas 
cin (Hexabrachion, Cytotactin, Neuronectin.Myotend 
inous antigen) -LIKE gene and a mitochondrial/chlor 
oplast 30S ribosomal protein S14-LIKE gene preceed 
ed by a CpG island. Contains ESTs, genomic marker 
D1S2691 and STSs.//1.7e-13:709:60//Z99297 
F-0VARC1000496//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 455J7, WORKING DRAFT SE 20 
QUENCE. //6. Oe-23: 316: 72//AL031733 
F-0VARC1000520//Homo sapiens supervillin mRNA, com 
plete cds. 1 72. le- 1 13: 539: 99//AF051850 
F-0VARC1000526//Homo sapiens clone GS438P06, WORKI 
NG DRAFT SEQUENCE, 17unordered pieces. //8.0e- 149: 7 
16: 98//AC005024 

F-0VARC1000533//Homo sapiens chromosome 19, cosmid 
R30385, compl ete sequence. //5. 8e- 137: 545: 97//AC00 
4510 

F-OVARC1000543//HS_3055_A2_F10JF CIT Approved Hum 30 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3055 Col =20 Row=K, genomic surveysequenc 
e.//0.19:104:71//AQ102820 

F-0VARC1000556//Homo sapiens DNA sequence from PAC 
168L15 on chromosome6q26-27. Contains RSK3 gene, 
ribosomal protein S6 kinase, EST, GSS, STS.CpG isl 
and, compl ete sequence. //4. 4e- 136: 670: 97//AL022069 
F-0VARC1000557//Human DNA from chromosome 19-speci 
fic cosmid R27090, genomic sequence, complete sequ 
ence. //1 . 3e- 15: 262: 69//AC002985 40 
F-0VARC1000564//Mus musculus clone 0ST7314, genomi 
c survey sequence. //1. 9e-41: 476: 70//AF046733 
F-OVARC1000573//HS_3241_B1_H03_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3241 Col =5 Row=P, genomic survey sequenc 
e. //2. 2e- 101 : 530: 95//AQ21 1942 
F-0VARC1000576//Human Chromosome X, WORKING DRAFT 
SEQUENCE, 2 unorderedpi eces. //9. 7e-97: 445: 9O//AC0O 
2414 

F-0VARC1000578//Homo sapiens DNA from chromosome 1 50 
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9, BAC 33152, compl etesequence.//9. le-27: 354: 72//A 
C003973 

F-0VARC1000588//Human DNA sequence from clone 497J 
21 on chromosome 6q26-27. Contains a K0C (KH-domai 
n containg transcript overexpressed in cancer) pse 
udogene, genomic marker D6S193, ESTs, STSs and GSS 
s, and a ca repeat polymorphism, complete sequenc 
e.//0.97:276:62//AL023775 
F-0VARC1000605 

F-0VARC1000622//Homo sapiens (subclone 2_d8 from P 
1 H42) DNA sequence, complete sequence. 111. 2e-60: 4 
57: 82//L81648 

F-0VARC1000640//Human BAC clone RG326K09 from 7q2 
1 , compl ete sequence. //6. 2e- 58: 499: 80//AC002069 
F-0VARC1000649//Human squamous cell carcinama of e 
sophagus mRNA for GRB-7 SH2 domain protein, compl e 
te cds. IIS. le-77: 424: 93//D43772 
F-0VARC1000661//Homo' sapiens mRNA for KIAA0590 pro 
tein, complete cds. //4.8e-99: 536: 94//AB01 1162 
F-0VARC1000678//cSRL-29c7-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-29c7, genomic survey sequence. //2.5e-57: 33 
6:91//B04244 

F-0VARC1000679//Rattus norvegicus mRNA for myosin- 
RhoGAP protein Myr 7. //1. 6e-81: 291: 84//AJ001713 
F-0VARC1000681//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 257E24, WORKING DRAFT S 
EQUENCE. //8. 2e-158: 782: 96//AL034424 
F-0VARC1000682//Homo sapiens alpha 1,2-mannosidase 
IB mRNA, complete cds. //1. 5e-151: 549: 99//AF027156 
F-OVARC1000689//nbxb0003aG01f CUGI Rice BAC Ubrar 
y Oryza sativa genamicclone nbxbO003M01f, genomic 
survey sequence. //0. 17: 499: 60//AQ050003 
F-0VARC1000700 

F-0VARC1000703//Drosophila melanogaster DNA repair 
protein (mei-41) gene, complete cds, and TH1 gen 
e, partial cds.//3.5e-26:425:65//U34925 
F-0VARC1000722//Homo sapiens chromosome Iq21-lq23 
beta- 1,4-galactosyl transferase mRNA, complete cds. 
//3. 7e-109: 451: 91//AF038661 
F-0VARC1000730 
F-OVARC1000746 

F-0VARC1000769//HS_2056_B2_G06_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2056 Col=12 Row=N, genomic surveysequenc 
e. 11%. 8e-19: 147: 86//AQ245905 
F-0VARC1000771//M. musculus mRNA for GTP-binding pr 
otein. 112. 2e-62: 305: 78//X95403 
F-0VARC1000781//Sequence 5 from Patent W09722695./ 
/1.9e-89:705:78//A63552 
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F-0VARC1000787//Homo sapiens PAC clone DJ430N08 fr- 
om 22ql2.1-qter, complete sequence. //3. Oe-131: 631: 
98//AC004542 

F-0VARC1000800//Human Chromosome llq23 PAC clone p 
DJ254el3, compl ete sequence. //I . 7e-32: 295: 80//AC00 
3691 

F-0VARC1000802//Homo sapiens chromosome Xp22-67-6 
8, WORKING DRAFT SEQUENCE, 99 unordered pieces.// 
3.2e-55:356:88//AC004469 

F-0VARC1000834//Homo sapiens mRNA for atopy relate 10 
d autoantigen CALC.//9.5e-27: 163: 94//Y1 7711 
F-0VARC1000846//Homo sapiens mRNA for KIAA0643 pro 
tein, partial cds. //6. Oe-150: 432: 100//AB014543 
F-0VARC1000850//Homo sapiens PB39 mRNA, complete c 
ds. //I. 0e-135: 632: 99//AF045584 
F-OVARC1000862//M.musculus mRNA for FTl.//2.6e-10 
9:769:83//Z67963 

F-0VARC1000876//S. cerevi si ae . chromosome IX cosmi d 
9150. //7.4e-21: 541: 61//Z38125 

F-0VARC1000883//Mus domesticus nuclear binding fac 20 
tor NF2d9 mRNA, complete cds.//2.2e-08:98:88//U200 
86 

F-0VARC1000885//B.subtilis 25 kb genomic DNA segpe 

nt (from sspE to katA).//0.25:231:61//Z82044 

F-0VARC1000886//CIT-HSP-2171H6.TR CIT-HSP Homo sap 

iens genomic clone 2171H6, genomic survey sequenc 

e.//0. 00035: 139: 69//B89721 

F-0VARC1000890 

F-0VARC1000891 

F-0VARC1000897//Human DNA sequence from clone 215F 30 
16 on chromosome 22ql2. 1-12.3. Contains part of a 
Homeobox domain containing gene and GSSs, complete 
sequence. //I. 4e-18: 473: 64//AL024494 
F-0VARC1000912//Bovine herpesvirus type 1 early-in 
termediate transcription control protein (BICP4) g 
ene, complete cds. //8.9e-08: 378: 63//L14320 
F-0VARC1000915//Homo sapiens mRNA for KIAA0600 pro 
tein, partial cds.//7.7e-85:440:95//AB011172 
F-0VARC1000924//HS_2022_A1_C01J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=2022 Col=l Row=E, genomic survey sequenc 
e. //5. 7e-21: 122: 99//AQ269493 
F-0VARC1000936//Human PAC clone DJ0093I03 from Xq2 
3, compl ete sequence. //I . 2e- 1 13: 476: 91//AC003983 
F-0VARC1000937//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20208, WORKING DRAFT SE 
QUENCE. //0. 00066: 436: 61//AL031848 
F-0VARC1000945//Rattus norvegicus mRNA for atypica 
1 PKC specific bindingprotein, complete cds.//5.0e 
-89:556:86//AB005549 50 
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F-0VARC1000948//P. falciparum complete gene map of 
pi asti d-like DNA (I R-B) . //0. 98: 160: 64//X95276 
F-OVARC1000959//CIT-HSP-2348016.TR CIT-HSP Homo sa 
piens genomic clone 2348016, genomic survey sequen 
ce.//0.99:270:59//AQ062850 
F-0VARC1000960//Human DNA sequence from PAC 212P9 
on chromosome lp34. l-lp35. Contains delta opiate r 
eceptor, CpG island, CA repeat, .//3.9e-41: 577: 72// 
AL009181 

F-0VARC1000964//P. falciparum malaria antigen (M26- 
32-2) gene, partial cds. //0. 19: 83: 73//M63270 
F-0VARC1000971//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y57G11, WORKING 
DRAFT SEQUENCE. //0. 013: 670: 57//Z92841 
F-OVARC1000984//Leishmania major chromosome 1, com 
pi ete sequence. //0. 80: 345: 58//AE001274 
F-0VARC1000996//M025 gene [mice, embryos, mRNA, 23 
22 nt].//2.6e-55:403:82//S51858 
F-0VARC1000999//Synthetic construct galanin recept 
or type 3 (GALR3) gene, complete cds. //0. 33: 105: 69 
//AF042785 

F-0VARC1001000//HS_2247JU_H05_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2247 Col =9 Row=0, genomic survey sequenc 
e. //3. le-60: 315: 96//AQ153910 
F-0VARC1001004//Homo sapiens from UWGC:yl8c282 fro 
m 6p21, complete sequence. //3. le- 124: 595: 98//AC004 
190 

F-OVARC1001010//CIT-HSP-2034H3.TF CIT-HSP Homo sap 
iens genomic clone 2034M3, genomic survey sequenc 
eV/1.0: 151:60//B74290 

F-OVARC1001011//Human DNA sequence from cosmi d U85 
A3, between markers DXS366 and DXS87 on chromosome 

X contains rad21 and T-cell cyclophorin pseudogen 
es, STS.//3.0e-08:149:79//Z78021 
F-0VARC1001032//Yeast (S. cerevi si ae) mitochondrial 

Tyr-tRNA gene. //3. 2e-13: 667: 60//M12451 
F-0VARC1001034//Mus musculus Fn54 mRNA, partial cd 
s. 111. 5e-119: 737: 86//AF001533 
F-0VARC1001038//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds. III. 7e-150: 733: 97//AF099149 
F-0VARC1001040//Homo sapiens clone RG270D13, W0RKI 
NG DRAFT SEQUENCE, 18unordered pieces. //9.8e-29: 27 
7: 76//AC005081 

F-0VARC1001044//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 36411, WORKING DRAFT SE 
QUENCE. 110. 0017: 387: 61//AL031319 
F-0VARC1001051//Rattus norvegicus brain specific c 
ortactin-binding protein CBP90 mRNA, partial cds./ 
/0. 012:1 12: 74//AF053768 
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F-0VARC1001055//Sequence 1 from patent US 5580754. 
//3. 3e-45: 381 : 81//I 30292 

F-0VARC1001062//nbxb0026H08r CUGI Rice BAC Library 
Oryza sativa genomicclone nbxb0026H08r, genomic s 
urvey sequence. //0. 018: 344: 59//AQ271878 
F-0VARC1001065//S.pombe chromosome I cosmid c29E6. 
//0. 86: 338: 59//Z66525 

F-0VARC1001068//Homo sapiens Era GTPase A protein 
(HERA-A) mRNA, partialcds.//2.0e-130:620:98//AF082 
657 10 
F-0VARC1001072//Homo sapiens glypican 3 (GPC3) gen 
e, partial cds and flanking repeat regions. //9.3e- 
24:285:65//AF003529 

F-0VARC1001074//Human DNA sequence from clone 23K2 
0 on chromosome Xq25-26.2 Contains EST, STS, GSS, 
compl ete sequence. 1 72. Oe-07: 652: 59//AL022153 
F-0VARC1001085//Homo sapiens c-syn protooncogene m 
RNA, complete cds.//5.0e-35: 187: 99//M14333 
F-0VARC1001092//Homo sapiens mRNA for JM5 protein, 
complete CDS (clone IMAGE 53337, LLNLcll0F1857Q7 20 
(RZPD Berlin) and LLNLcllOG0913Q7 (RZPD Berlin))./ 
/4. 0e-74: 289: 95//AJ005897 

F-0VARC1001107//Homo sapiens SKBlHs mRNA, complete 
cds. //3. 6e-72: 351: 86//AF015913 
F-0VARC1001113//Homo sapiens diaphanous 1 (HDIA1) 
mRNA, compl ete cds. //6. 4e- 150: 710: 98//AF051782 
F-0VARC1001117//Homo sapiens chromosome 5, PI clon 
e 328E3 (LBNL H53), complete sequence. //0. 99: 148: 6 
7//AC005178 

F-0VARC1001118//Human Chromosome 11 pac pDJ197hl7, 30 
WORKING DRAFT SEQUENCE, 11 unordered pieces. 111. 6 
e-35: 302: 74//AC000382 

F-0VARC1001129//CIT-HSP-647P20.TP CIT-HSP Homo sap 
lens genomic clone 647P20, genomic survey sequenc 
e.//0.94:106:66//B79052 

F-0VARC1001154//R.norvegicus mRNA for epithelin 1 
and 2. //1 . 8e-95: 462: 79//X62322 
F-0VARC1001161//Homo sapiens chromosome 4 clone B7 
1M12 map 4q25, complete sequence. //2.9e-90: 496: 84/ 
/AC004069 40 
F-0VARC1001162 

F-0VARC1001167//Homo sapiens clone DJ1098J04, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. //0. 00090: 21 
9:64//AC004961 

F-0VARC1001169//Borrelia burgdorferi (section 27 o 
f 70) of the completegenome.//1.0:265:59//AE001141 
F-0VARC1001170//H. sapiens (xsl70) mRNA, 350bp.//4. 
6e-58:355:90//Z36823 

F-0VARC1001171//CIT-HSP-2285E22.TF CIT-HSP Homo sa 
pi ens genomic clone 2285E22, genomic survey sequen 50 
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ce. Ill, 5e-25: 152: 83//AQ002315 
F-0VARC1001173//Human DNA sequence from clone 243E 
7 on chromosome 22ql2.1. Contains ESTs, STSs and G 
SSs, complete sequence. //0. 0024: 94: 80//AL022323 
F-0VARC1001176//Streptomyces plicatus B-N-acetylhe 
xosaminidase (hex) gene, complete cds. 0:356: 60 
//AF063001 

F-0VARC1001180//G.gallus DNA for polyubiquitin gen 
e Ub 1 1 . //0. 0062: 275: 60//X58195 
F-0VARC1001188//Homo sapiens full length insert cD 
NA clone ZD93F03.//1.8e-32: 180: 97//AF086486 
F-0VARC1001200 

F-0VARC1001232//Caenorhabditis elegans cosmid F10B 
5, complete sequence. //0. 013: 128: 67//Z48334 
F-0VARC1001240//Human Chromosome 11 pac pDJ360pl7, 
WORKING DRAFT SEQUENCE, 44 unordered pieces.//3.7 
e- 131 : 81 1 : 87//AC001235 

F-0VARC1001243//Human BAC clone GS117010 from 7q21 
-q22, complete sequence. //0. 044: 457: 59//AC003078 
F-0VARC1001244//Human homolog of Drosophila female 
sterile homeotic mRNA, complete cds.//8.4e-18: 11 
8: 95//M80613 

F-0VARC1001261//Hus musculus putative membrane-ass 
ociated guanylate kinase 1 (Magi-1) mRNA, alternat 
ively spliced c form, partial cds.//1.4e-95:649:84 
//AF027505 

F-0VARC1001268//Rattus norvegicus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 
omplete cds. //0. 00051: 72: 83//U35776 
F-0VARC1001270 

F-0VARC1001271//Homo sapiens mRNA for KIAA0643 pro 
tein, partial cds.//2. le- 142: 644: 96//AB014543 
F-OVARC1001282//RPCI11-60K8.TK RPCI11 Homo sapiens 
genomic clone R-60K8, genomic survey sequence. //0. 
0089: 285: 58//AQ195857 

F-0VARC1001296//Homo sapiens echinoderm microtubul 
e- associated protein homolog HuEMAP mRNA, complete 

cds. 11%. 0e-20: 263: 73//U97018 
F-OVARC1001306//nbxb0002M13r CUGI Rice BAC Library 

Oryza sativa genomicclone nbxb0002M13r, genomic s 
urvey sequence. //0. 98: 170: 66//AQ156061 
F-0VARC1001329//Homo sapiens BAC clone RG370M10 fr 
om 7pl5, complete sequence. //1.3e-05: 432: 61//AC003 
986 

F-0VARC1001330//Plasmodium falciparum 3D7 chramoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE. 3 unordered pieces. //0. 027: 444: 59//AC00550 
4 

F-0VARC1001339//Homo sapiens chromosome 17, clone 
hCIT. 124X2, compl etesequence. //0. 76: 89: 74//AC006 



(1692) 

3381 

071 

F-0VARC1001341//CITBI -E1-2503J7.TR CITBI-E1 Homo s 
apiens genomic clone 2503J7, genomic survey sequen 
ce.//0.99:45:86//AQ263402 
F-0VARC1001342 

F-0VARC10O1344//HS-1059-A2-H02-MF.abi CIT Buman Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 781 Col =4 Row=0, genomic survey sequence.// 
1.5e-07:254:67//B44456 

F-0VARC1001357//Homo sapiens Xp22-149 BAC RPCI11-4 10 
6604 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //0. 83: 376: 61//AC005297 
F-0VARC1001360 

F-0VARC1001369//Homo sapiens clone 162B15, complet 
e sequence. I/O. 0066: 99: 76//AC004811 
F-0VARC1001372//Homo sapiens liprin-alpha4 mRNA, p 
artial cds. 111. 7e- 142: 683: 98//AF034801 
F-0VARC1001376//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 850H21, WORKING DRAFT S 
EQUENCE. Ill . 9e-52: 382: 73//AL031680 20 
F-0VARC1001381//Bomo sapiens mRNA for candidate tu 
mor suppressor involved in B-CLL III. 2e-147: 683: 99 
//AJ224819 

F-0VARC1001391//S.coelicolor whiB gene. //0. 018: 45 
4: 59//X62287 

F-0VARC1001399//CIT-HSP-2291I8.TR CIT-HSP Bomo sap 
iens genomic clone 229118, genomic survey sequenc 
e.//l. 7e-ll: 104: 87//AQ007611 
F-0VARC1001417//Homo sapiens EXLM1 mRNA. complete 
cds. //3. 9e- 149: 707: 98//AB006651 30 
F-0VARC1001419//Homo sapiens G0K (STIM1) mRNA, com 
plete cds. 114. 9e-48: 586: 69//U52426 
F-0VARC1001425//Human DNA sequence from clone 1048 
E9 on chromosome 22ql 1.2-12. 2 Contains pseudogene 
similar to ribosomal protein S3A and part of a gene 

similar to C.elegans protein CE02118, ESTs, STS, 
GSS, compl ete sequence. 110. 0019: 96: 78//Z99714 
F-0VARC1001436//Caenorhabditis elegans mitotic chr 
omosome and X- chromosome associated MIX-1 protein 
(mix-1) mRNA, complete cds. 110. 77: 519: 59//U96387 40 
F-0VARC1001442//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 998H6, WORKING DRAFT SE 
QUENCE. Ill . 0: 167: 64//AL031687 
F-0VARC1001453//Human DNA sequence from PAC 453D15 

on chromosome 6 contains STS. 1 1 A. 4e-64: 376: 79//Z8 
4482 

F-0VARC1001476//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y24F12, WORKING 
DRAFT SEQUENCE. 1/0. 20: 107: 71//AL022277 
F-OVARC1001480 50 



^12002-191363 
3382 

F-0VARC1001489//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. 110. 20: 281: 63//AC005 
140 

F-0VARC1001496//Homo sapiens C-terminal binding pr 
otein 2 mRNA, completecds.//8.1e-85:479:92//AF0165 
07 

F-0VARC1001506//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-13F4 -complete genomic sequence, co 
mplete sequence. III. 2e-98: 503: 83//AC002039 
F-0VARC1001525//Human beta- hexosaminidase alpha ch 
ai n (HEXA) gene, exonl . Ill . 7e- 13: 87: 100//M1641 1 
F-0VARC1001542//B. sapiens polymorphic repeat assoc 
iated with glutamate dehydrogenase pseudogene 5.11 
0.43: 190: 68//X69219 

F-0VARC1001547//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. 110. 017: 533: 56//AC00 
5140 

F-0VARC1001555//Bomo sapiens clone NH0469M07, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //7.4e- 159: 4 
16: 99//AC005037 

F-0VARC1001577//Homo sapiens SRp46 splicing factor 
transcribed retropseudogene. 111. 4e-115: 540: 99//AF 
031165 

F-0VARC1001600//flamo sapiens chromosome 21q22.3 PA 
C 39C17, complete sequence. //5. 5e- 13: 529: 62//AF043 
945 

F-0VARC1001610//, complete sequence. //1.4e- 12: 152: 

77//AC005409 

F-0VARC1001611 

F-0VARC1001615//Human DNA sequence from clone 873P 
14 on chromosome 20pl2Contains STS, GSS, complete 
sequence. 110. 022: 146: 70//AL031682 
F-0VARC1001668//Bomo sapiens mRNA for MCM3 import 
factor, complete cds.//6.5e-109:358:96//AB005543 
F-0VARC1001702//Bomo sapiens mRNA for hS0X20 prote 
in, complete cds. //1.8e-47: 393: 81//AB006867 
F-0VARC1001703//CIT-BSP-2164L6.TF CIT-HSP Bomo sap 
iens genomic clone 2164L6, genomic survey sequenc 
e.//0.94:85:69//B92840 

F-0VARC1001711//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 317C6, WORKING DRAFT SE 
QUENCE. III. 9e-06: 489: 61//Z97651 
F-0VARC1001713//Rattus norvegicus neuroligin 2 mRN 
A, complete cds. //1.0: 262: 59//U4 1662 
F-0VARC1001726//Human telomere associated repeat s 
equence, compl ete sequence. 111. 5e-08: 283: 65//H5775 
2 

F-0VARC1001731//Mus musculus gene for beta-tropomy 
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osin.//2.6e-83: 606: 81//X1 2650 
F-0VARC1001745//HS_3007_B2_G09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3007 Col=18 Row=N, genomic surveysequenc 
e. //0. 00020: 269: 60//AQ164522 
F-0VARC1001762//S.pombe chromosome III cosmid c33 
8.//3.0e-17:624:61//AL023781 
F-0VARC1001766//Homo sapiens eukaryotic transiatib 
n initiation factor eIF3, p35 subunit mRNA, comple 
te cds. 1 1 A. 2e- 149: 706: 98//U97670 10 
F-OVARC1001767//Homo sapiens mRNA for KIAA0675 pro 
tein, complete cds. //3. Oe- 1 15: 580: 96//AB014575 
F-0VARC1O01768 

F-0VARC1001791//Homo sapiens BAC clone RG118P15 fr 
om 8q21, complete sequence. //5. 7e- 64: 477: 78//AC005 
066 

F-0VARC1001795//Homo sapiens chromosome 4 clone B3 
41C20 map 4q25, complete sequence. //6.5e-ll: 171: 76 
//AC004704 

F- 0 VARC 1 00 1 802 //CI TBI -E1-2502A17.TR CITBI-E1 Homo 20 
sapiens genomic clone2502A17, genomic survey seque 
nce.//0.98:214:61//AQ264481 
F-0VARC1001805//Human DNA sequence from clone 511E 
16 on chromosome 6p24.3-25. 1. Contains the last co 
ding exon of the gene for P18 component of aminoac 
yl-tRNA synthetase complex, part of an unknown gen 
e downstream of a putative CpG island, and an STS w 
ith a CA repeat polymorphism, complete sequence.// 
9.5e-151:712:99//AL023694 

F-0VARC1001809//Mus musculus sphingosine kinase (S 30 
PHKla) mRNA, partial cds.//2.7e-56:522:75//AF06874 
8 

F-0VARC1001812//Homo sapiens chromosome 17, clone 
HCIT104N19, complete sequence. III. 7e-63: 526: 81//AC 
003662 

F-0VARC1001813//Human DNA sequence from cosmid U14 
4A10, between markersDXS366 and DXS87 on chromosom 
e X contains STS.//0. 17: 214: 65//Z70224 
F-0VARC1001820//Human DNA sequence *** SEQUENCING 
IN PROGRESS *"** from clone 445N2, WORKING DRAFT SE 40 
QUENCE. //3. 2e-55: 379: 82//AL031779 
F-0VARC1001828//Homo sapiens chromosome 5, BAC clo 
ne 203ol3 (LBNL HI 55), complete sequence. //2.8e- 17: 
509: 62//AC005609 

F-0VARC1001846//Human DNA sequence from cosmid 1)73 
E8, between markers DXS366 and DXS87 on chromosome 
X. //0. 35: 403: 58//Z73361 

F-0VARC1001861//CIT-HSP-2165M3.TR CIT-HSP Homo sap 

iens genomic clone 2165M3, genomic survey sequenc 

e. //2. 4e-25: 148: 96//B94622 50 
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F-OVARC1001873//Homo sapiens clones 24718 and 2482 
5 mRNA sequence. //1. 2e-18: 122: 95//AF070611 
F-OVARC1001879//HSJ026_B1_F09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3026 Col=17 Row=L, genomic surveysequenc 
e. //4. 9e-29: 204: 87//AQ207748 
F-0VARC1001880//Human interferon regulatory factor 
5 (Humirf5) mRNA, complete cds.//3.5e-05:489:60// 
U51127 

F-0VARC1001883//Homo sapiens clone GS259H13, W0RKI 
NG DRAFT SEQUENCE, 4 unordered pieces. //1.9e- 29: 35 
0: 74//AC005020 

F-0VARC1001900//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cd 
s. //8. 6e-56: 300: 96//AF061749 
F-0VARC1001901//Human DNA sequence from clone 103M 
22 on chromosome 6p24. Contains STSs and GSSs, comp 
lete sequence. III. 3e-10: 253: 66//AL031904 
F-0VARC1001911//HS_2196_B2J1LMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2196 Col =22 Row=P t genomic surveysequenc 
e. //3. 4e-09: 123: 78//AQ294069 
F-0VARC1001916//HSJ054JLC1LMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3054 Col =21 Row=F, genomic surveysequenc 
e.//1.2e-31:126:97//AQ099979 
F-0VARC1001928 

F-0VARC1001942//H. sapiens CpG island DNA genomic 1 
sel fragment, clone 21d7, forward read cpg21d7.ftl 
a.//7.2e-12:83:98//Z60390 

F-0VARC1Q01943//Aplysia californica potassium chan 
nel modulatory factormRNA, complete cds. 113. 5e-50: 
535:69//AF059179 

F-0VARC1001949//Human KRAB zinc finger protein (ZN 
F177) mRNA, complete cds. III. 7e- 16: 294: 67//U37263 
F-0VARC1001950//Homo sapiens *** SEQUENCING IN PRO 
CRESS WORKING DRAFT SEQUENCE. //1.5e-20: 261: 68 
//AJ011929 

F-0VARC1001987//D.melanogaster G6PD gene, exons 2- 
4. //0. 99: 447: 57//Z19021 

F-0VARC1001989//Homo sapiens clone DJ0042M02, WORK 
ING DRAFT SEQUENCE, 20unordered pieces. III. 9e-19: 1 
78: 83//AC005995 

F-0VARC1002044//Plasmodium falciparum MAL3P7, comp 
lete sequence. 110. 17: 232: 62//AL034559 
F-0VARC1002050//Homo sapiens mRNA for KIAA0465 pro 
tein, partial cds.//2.1e-158:739:98//AB007934 
F-0VARC1002066//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 4/15, W 
0RKING DRAFT SEQUENCE. //3.0e- 17: 781: 59//AP0000 11 
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F-0VARC1002082//Homo sapiens clone DJ0965K10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces.//5.4e-136:6 
83:96//AC006015 

F-0VARC1002107//Homo sapiens BAC clone RG276003 fr 
om 7q22-q31 . 1 , compl ete sequence. //1 . 0: 220: 61//AC0 
04668 

F-0VARC1002112//Homo sapiens histone macroH2A1.2 m 
RNA, complete cds.//6.1e-115:557:98//AF041483 
F-0VARC1002127//Homo sapiens chromosome 9, clone h 
RPK. 202_H_3, compl etesequence. //0. 013: 461 : 57//AC00 10 
6241 

F-0VARC1002138//Caenorhabditis elegans cosmid F32D 

1 . //I . Oe- 29: 545: 64//AF016427 

F-OVARC 1 002 1 43//CI T- HSP- 2343H20. TR CIT-HSP Homo sa 

pi ens genomic clone 2343H20, genomic survey sequen 

ce. III. 3e- 1 1 : 258: 67//AQ055576 

F-0VARC1002156 

F-OVARC 1 002 1 58//F1 707-T7 IGF Arabidopsis thaliana 
genomic clone F1707, genomic survey sequence. III. 8 
e-16:383:66//B11616 20 
F-0VARC1002165//H. sapiens BDP1 mRNA for protein- ty 
rosine-phosphatase. //0. 0041: 300: 64//X79568 
F-0VARC10O2182//F.rubripes GSS sequence, clone 123 
I23aA7, genomic surveysequence.//1.4e-10:240:66//A 
L017241 

F-PLACE1000004//CIT-HSP-2294H13.TF CIT-HSP Homo sa 
piens genomic clone 2294H13, genomic survey sequen 
ce. IIS. 2e- 10: 158: 75//AQ003859 
F-PLACE1000005//House alpha- 1 antitrypsin gene, se 
gment l.//4.8e-15:89:93//M12585 * 30 
F-PLACE1000007//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA, partial cds.//3.8e-51:550:72 
//AF022789 
F-PLACE1000014 

F-PLACE1000031//Homo sapiens clone DJ0098022, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. 110. 91: 333: 6 
1//AC004821 

F-PLACE1000040//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22. 22. Contains EST 
s STS and CpG i si and. 1/2. 6e-20: 279: 67//Z93023 40 
F-PLACE1000048//Homo sapiens chromosome 17, clone 
HCIT462L7, complete sequence. //3. 6e- 63: 488: 82//AC0 
05177 

F-PLACE1000050//Mus musculus chromosome 14 marker 
um-m24 GA dinucleotideDNA sequence. //2.3e- 10: 141:7 
5//U31508 

F-PLACE1000061//Human ribosomal protein L37a mRNA 
sequence. III. 9e-30: 190: 94//L22154 
F-PLACE1000066//Homo sapiens PAC clone DJ1106E03 f 
rom 7q31 . 3-7q3, complete sequence. IIS. Oe-63: 597: 74 50 
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//AC005521 

F-PLACE1000078//Homo sapiens chromosome 11 clone C 
IT987SK-1012F4, WORKING DRAFT SEQUENCE, 6 unordere 
d pieces. 115. 2e-09: 143: 73//AC005848 
F-PLACE1000081//Human DNA from chromosome 19 speci 
fic cosmid R28461, genomic sequence, complete sequ 
ence. 110. 52: 390: 60//AC002389 
F-PIACE1000094 

F-PLACE1000133//Human DNA sequence from clone 372K 
1 on chromosome 6q24 Contains EST, STS, GSS and Cp 
G I si and, compl ete sequence. 1 1 A. 4e- 129: 731 : 92//AL0 
23580 

F-PLACE1000142//H. sapiens AUH mRNA.//6.4e-09:328:6 
2//X79888 

F-PLACE1000184//Homo sapiens estrogen- related rece 
ptor gamma mRNA. complete cds. 117. 7e-150: 737: 97//A 
F058291 

F-PLACE1000185//Sequence 15 from patent US 569114 

7.//5.7e-106:558:94//I76211 

F-PLACE1000213 

F-PLACE1000214//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //1.8e-06: 644: 57//AC005 
504 

F-PLACE1000236//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 695020, WORKING DRAFT S 
EQUENCE. 111. 6e-39: 191: 83//AL032818 
F-PUCE1000246//HS_2008J*2_D04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2008 Col =8 Row=G, genomic survey sequenc 
e.//0.96:153:61//AQ269813 

F-PLACE1000292//Drosophila melanogaster Oregon-R ra 
itochondrial A+T region. 115. le-12: 571: 60//U11584 
F-PLACE1000308//D.teissieri mitochondrial DNA for 
tRNA-fmet, tRNA-Ile, tRNA-Gln & tRNA-Val. //0. 0001 
3:369:59/7X54011 

F-PLACE1000332//HS__2016J2J)08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2016 Col=16 Row=H, genomic surveysequenc 
e. 111. 5e-83: 424: 96//AQ232106 
F-PLACE1000347//CIT-HSP-2326A16.TV CIT-HSP Homo sa 
piens genomic clone 2326A16, genomic survey sequen 
ce. //0. 13: 46: 100//AQ047350 

F-PLACE1000374//Mus musculus putative CCAAT bindin 
g factor 1 (mCBF) mRNA, alternatively spliced tran 
script mCBFl, complete cds. 1/0. 00048: 84: 83//U 19891 
F-PLACE1000380//F.rubripes GSS sequence, clone 047 
P21aA10, genomic survey sequence. //0. 43: 198: 62//Z8 
8163 

F-PLACE1000383//Hamo sapiens myotubularin related 
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protein 1 (HTMR1) mRNA, partial cds.//8.7e-149:74 
0:96//U58032 

F-PLACE1000401//Pinctada fucata mRNA for insoluble 
protein, complete cds.//0.22:484:56//D86074 
F-PLACE1000406//Human nuclear matrix protein 55 (n 
mt55) mRNA, compl ete cds. //3. 3e- 19: 372: 65//U89867 
F-PLACE1000420//Homo sapiens chromosome 17, clone 
hRPK. 227_G J5, compl ete sequence. //1 . 6e-85: 421 : 87 
//AC005899 

F-PLACE1000421//Human GT334 protein (GT334) gene, 10 
exons 16 and 17. //0. 88: 145: 68//U61515 
F-PLACE1000424//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, compl etesequence. 110. 076: 196: 66//AC0 
05189 

F-PIACE1000435//HSJ217_A2_A12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3217 Col =24 Row=A, genomic surveysequenc 
e. 111. 2e-47: 438: 76//AQ181698 
F-PLACE1000444//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-152E5, complete sequence. //6.9e- 61: 6 20 
16: 71//AC004382 

F-PLACE1000453//Murine genomic DNA; partially dige 
sted Sau3A fragment, cloned into cosmid vector pEM 
BLcos2, compl ete sequence. //5. 8e- 18: 314: 69//AF0595 
80 

F-PLACE1000481//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 94a In DGCRRegion, complete sequence.// 
1. le-33: 349: 76//AC002491 

F-PLACE1000492//Rat vacuolar protein sorting homol 
og r-vps33b mRNA, complete cds.// 1. le- 34: 256: 83//U 30 
35245 

F-PLACE1000540//P. falciparum complete gene map of 
plastid-like DNA (IR-B) . //0. 099: 336: 58//X95276 
F-PLACE1000547//Arabidopsis thaliana GDP-mannose p 
yrophosphorylase (GMP1) mRNA, complete cds.//5.4e- 
11:279:63//AF076484 

F-PLACE1000562//, complete sequence. III. 7e-97: 559: 

88//AC005409 

F-PLACE1000564 

F-PLACE1000583//Figure 2. Nucleotide and translate 40 
d protein sequences ofHPFl, -2, and -9. //3. 3e-46: 6 
31:68//M27877. 

F-PLACE1000588//Human guanylate binding protein is 
ofonn I (GBP-2) mRNA, complete cds.//7. 3e-84:503:88 
//M55542 

F-PLACE1000596//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . //3. 8e-164: 798: 97//AJ012449 
F-PLACE1000599//P. falciparum complete gene map of 
plastid-like DNA (IR-B).//0.018:295:61//X95276 
F-PLACE1000610//HS_2056JUJ)10J7 CIT Approved Hum 50 
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an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2056 Col=19 Row=G, genomic surveysequenc 
e. 115. 3e-24: 188: 87//AQ235967 
F-PLACE1000611//Rattus norvegicus neural membrane 
protein 35 mRNA, complete cds.//2.4e-47:687:66//AF 
044201 

F-PLACE1000636 

F-PLACE1000653//Homo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, complete cds.//1.5e-152:747:9 
6//AF102265 

F-PLACE1000656//Homo sapiens mRNA for JM4 protein, 
complete CDS (clone IMAGE 546750 and LLNLcllOF185 
7Q7 (RZPD Berlin)). //2. 3e- 156: 775: 97//AJ005896 
F-PLACE1000706//nuclear protein TIF1 [mice, mRNA, 
3951 nt] . 11%. Oe-60: 675: 70//S78219 
F-PLACE1000712 

F-PLACE1000716//HS-1057-Al-A03-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 779 Col =5 Row=A, genomic survey sequence.// 
2.7e-42:266:82//B43026 

F-PLACE1000748//CIT-HSP-2372J8.TR CIT-HSP Homo sap 
iens genomic clone 2372J8, genomic survey sequenc 
e. 110. 023: 157: 68//AQ1 13109 

F-PLACE1000749//Plasmodium falciparum MAL3P7, comp 
lete sequence. 110. 099: 664: 57//AL034559 
F-PLACE1000755//H. sapiens DNA 3' flanking simple s 
equence region clone wg2c3. 110. 00068: 206: 62//X7658 
9 

F-PLACE1000769//RPCI11-3J18.TPB RPCI-11 Homo sapie 
ns genomic clone RPCI-11-3J18, genomic survey sequ 
ence. //6. 5e-08: 93: 89//B63806 
F-PLACE1000785//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds.//3.5e-138:663:98//AB014548 
F-PLACE1000786//Drosophila melanogaster cosmid 80H 
7. //I. 4e-43: 589: 68//AL031027 
F-PLACE1000793//H. sapiens CpG island DNA genomic M 
sel fragment, clone 13dl2, reverse read cpgl3dl2.r 
tic. //4. 6e-09: 71: 100//Z64565 
F-PLACE1000798//Human Chromosome 16 BAC clone CIT9 
87SK-A-635H12, complete sequence. //5.0e-14: 235: 72/ 
/AC002310 

F-PLACE1000841//Homo sapiens clone NH0441G08, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. 110. 013: 40 
4:60//AC006158 

F-PLACE1000849//H. sapiens CpG island DNA genomic M 

sel fragment, clone 72al0, reverse read cpg72a!0.r 

tla.//3.3e-09:82:92//Z62712 

F-PLACE1000856//Hydra vulgaris HT4 mRNA for col lag 

en- like protein, partial cds.//1.0:317:59//AB00893 

5 
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F-PLACE1000863//H. sapiens CpG island DNA genomic M 
sel fragment, clone 53d2, forward read cpg53d2.ftl 
b. //7.3e-37: 199: 98//Z55621 

F-PLACE1000909//H. sapiens CpG island DNA genomic H 
sel fragment, clone 173f8, reverse read cpgl73f8.r 
tla.//l,5e-17: 128: 92//Z57391 
F-PLACE1000931//Human DNA sequence from PAC 212P9 
on chromosome lp34. l-lp35. Contains delta opiate r 
eceptor, CpG island, CA repeat, .//8. le-55: 647: 72// 
AL009181 10 
F-PLACE1000948 

F-PLACE1000972//RPCI11-61B1.TJ RPCI11 Homo sapiens 
genomic clone R-61B1, genomic survey sequence. //I. 
0e-26:148: 99//AQ194348 

F-PLACE1000977//Homo sapiens mRNA for KIAA0672 pro 
tein, complete cds. //6. le-08: 413: 61//AB014572 
F-PLACE1Q00979//H. sapiens CpG island DNA genomic M 
sel fragment, clone 76e8, reverse read cpg76e8.rtl 
a.//2.7e-10:84:94//Z55963 

F-PLACE1000987//Homo sapiens mRNA for KIAA0724 pro 20 
tein, complete cds.//8.0e-140:694:96//AB018267 
F-PLACE1001000//Herpetomonas muscarum muscarum kin 
etoplast 12S rRNA gene. //0. 0056: 443: 58//U01011 
F-PLACE1001007//CIT-HSP-2013L15.TF CIT-HSP Homo sa 
piens genomic clone 2013L15, genomic survey sequen 
ce.//0.99:277:58//B58681 

F-PLACE1001010//Human cosmid gl572cl01, complete s 
equence. //3. 6e-55: 294: 88//AC000357 
F-PLACE1001015//Homo sapiens PAC clone DJ0754J18 f 
rom 7p21 , complete sequence. 1/1. 2e-33: 333: 73//AC00 30 
4741 

F-PLACE1001024 

F-PLACE1001036//CIT-HSP-2373I10.TF CIT-HSP Homo sa 
piens genomic clone 2373110, genomic survey sequen 
ce. //I. le-80: 393: 98//AQ108662 
F-PLACE1001054//Arabidopsis thaliana genomic DNA, 
chromosome 5, TAC clone: K9I9, complete sequence./ 
/8.8e-40:483:66//AB013390 

F-PLACE1001062//Mus musculus mRNA encoding lysine- 
ketoglutarate reductase/saccharopine dehydrogenas 40 
e. //I. 2e-23: 224: 80//AJ224761 
F- PLACE1 00 1 076//HS_2 1 95_B 1_D05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2195 Col=9 Row=H, genomic survey sequenc 
e.//0. 0014: 168: 66//AQ066659 
F-PLACE1001088 

F-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, 
complete cds. //3. le-95: 489: 96//AF065485 
F-PLACE1001104//Caprine arthritis- encephalitis vir 
us envelope glycoprotein (env) gene, partial cds./ 50 
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/0. 0073: 253: 62//U81400 

F-PLACE1001118//Homo sapiens KRAB domain zinc fing 
er protein (ZFP37) mRNA, complete cds.//2.5e-64:67 
6: 71//AF022158 

F-PLACE1001136//Human amphlregulin (AR) gene, exon 
5, clones lambda- ARB (6, 12) . //3. 8e-26: 174: 93//M307 
02 

F-PIACE1001168 

F-PLACE1001171//Homo sapiens subtelomeric cosmid 1 
1H, complete sequence. //7. 6e- 23: 245: 68//AC005603 
F-PLACE1001185//Human DNA sequence from clone 889N 
15 on chromosome Xq22. 1-22.3. Contains part of the 

gene for a novel protein similar to X. laevis Cor 
tical Thymocyte Marker CTX, the possibly alternati 
vely spliced gene for 26S Proteasome subunit p28 
(Ankyrin repeat protein), a novel geneand exons 36 

through 45 of the C0L4A6 for Collagen Alpha 6(1 
V). ContainsESTs, STSs, GSSs and a putative CpG is 
land, complete sequence. //0. 010: 102: 70//AL031177 
F-PLACE1001238//Mouse mRNA for RNA polymerase I as 
sociated factor (PAF53) , complete cds.//9.3e-82:68 
4: 77//D14336 
F-PLACE1001241 

F-PLACE1001257//Caenorhabditis elegans cosmid R12E 
2. //I. le-16: 480: 60//AF067219 
F-PLACE1001272//H. sapiens subunit of coatomer comp 
lex.//0.31:50:96//X70476 

F-PLACE1001279//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pi eces. //0. 054: 352: 60//AC005 
507 

F-PLACE1001280//Bovine herpesvirus type 1 early-in 
termed! ate transcription control protein (BICP4) g 
ene, complete cds.//1.0e-10:620:61//L14320 
F-P1ACE1001294//M. musculus GEG-154 mRNA.//5.0e-10 
7: 826: 80//X71642 

F-PLACE1001304//Mouse Zfp-35 mRNA for zinc finger 
protein ZFP-35. //1. 2e-67: 510: 77//X17617 
F-PLACE1001311//Homo sapiens clone DJ0826E18, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //1.6e-47: 49 
1:73//AC005282 

F-PLACE1001323//HS-1007-A2-B10-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 328 Col =20 Row=C, genomic survey sequence./ 
/9.6e-26: 142: 100//B31181 
F-PLACE1001351 

F-PLACE1001366//Homo sapiens mRNA for KIAA0799 pro 
tein, partial cds.//8.6e-25: 155: 95//AB018342 
F-PLACE1001377//H. sapiens MADH gene (exon 1).//1.6 
e-43:393:79//Z48614 
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F-PLACE1 001 383//Buman DNA sequence from clone 246H 
3 on chromosome 22qll. 21-12. 2 Contains LRP5 (Li pop 
rotein Receptor Related Protein) pseudogene, EST, C 
A repeats (D22S414, D22S925, D22S926), STS, GSS an 
d CpG island, complete sequence. //1. 5e-119: 705: 91/ 
/AL022324 

F-PLACE1001384//Homo sapiens mRNA for multi PDZ do 
main protein. IIS. 7e-08: 117: 84//AJ001319 
F-PLACE1001387//Sequence 3 from patent US 5610018. 
//1.7e-06: 395: 58//I 57340 10 
F-PLACE1001395//Plasmodium falciparum circular DNA 
rpoB and rpoC genes for beta and beta- prime subun 
its of RNA polymerase (EC 2.7.7.6).//7.2e-ll:620:6 
0//X52177 

F-PLACE1001399//Homo sapiens chromosome 17, clone 
hRPR.22JL12, W0RKINGDRAFT SEQUENCE, 2 ordered pi 
eces. //3. Oe-145: 700: 98//AC005412 
F-PLACE1001412//Homo sapiens clone 643 unknown mRN 
A, complete sequence. //2.0e-69: 365: 96//AF091087 
F-PLACE1001414//Homo sapiens chromosome 9, clone h 20 
RPK. 202_H_3, compl etesequence. //8. 2e- 121 : 608: 97//A 
C006241 

F-PLACE1001440//Human Chromosome 11 pac pDJ393ol5, 
WORKING DRAFT SEQUENCE, 8 unordered pieces. 7/1. 3e 
-06:437:61//AC000384 

F-PLACE1001456//Homo sapiens Xp22 GS-524I1 (Genome 
Systems Human BAC library), complete sequence.// 
0.98: 348: 60//AC003106 

F-PLACE1001468//Homo sapiens DNA sequence from PAC 
435A7 on chromosome Xq22. l-q22. 3. Contains STS.// 30 
4. 4e-05: 358: 62//AL022148 

F-PLACE1001484//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 387E22, WORKING DRAFT S 
EQUENCE. //5. 7e-31 : 195: 93//AL031660 
F-PLACE1001502//Human fibroblast growth factor rec 
eptor 3 (FGFR3) gene.exon 1.//0. 00015: 333: 59//L787 
20 

F-PLACE1001503//Drosophila melanogaster DNA sequen 
ce (PI DS05273 (D80)) .complete sequence. //0. 00016: 
161:66//AC004373 40 
F-PLACE1001517//Human DNA sequence from PAC 696H22 
on chromosome Xq21. 1-21.2. Contains a mouse E25 1 
ike gene, a Kinesin like pseudogene and ESTs.//3.7 
e-22:260: 76//AL021786 

F-PLACE1001534//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 620E11, WORKING DRAFT S 
EQUENCE. //I. le-143: 713: 97//AL031667 
F-PLACE1001545//Homo sapiens chromosome 3, clone h 
RPK. 165JJ6, compl etesequence. 111. 7e- 139: 482: 96// 
AC005669 50 
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F-PLACE1001551//Homo sapiens chromosome 19, CIT-HS 
P-444n24, compl ete sequence. //6. 9e- 1 16: 681 : 89//AC0 
05261 

F-PLACE1001570//HS_3105JU_F06JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3105 Col =11 Row=K, genomic surveysequenc 
e.//1.2e-10:137:79//AQ139817 
F-PLACE1001602//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 3/11. //1.8e- 
102:217:99//AB020860 

F-PLACE1001603//Homo sapiens nitrilase homolog 1 
(NIT1) gene, alternatively spliced product, comple 
te cds. //3. 7e- 104: 501 : 98//AF069984 
F-PUCE1001608//HS_2189J^1_G07_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2189 Col =13 Row=M, genomic surveysequenc 
e. 112. 9e-60: 429: 84//AQ221959 
F-PLACE1001610//Homo sapiens clone NH0469H07, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //4.4e- 114: 5 
52: 98//AC005037 

F-PLACE1001611//Human DNA sequence from clone 1039 
K5 on chromosome 22ql2.3-13.2 Contains gene simila 
r to PICK1 perinuclear binding protein, genesimila 
r to monocarboxylate transporter (HCT3), ESTs, ST 
S, GSS and a CpGisland, complete sequence. 110. 93: 1 
31: 71//AL031587 

F-PLACE1001632//Homo sapiens mRNA for KIAA0798 pro 
tein, complete cds. //I. le-74: 702: 75//AB018341 
F-PLACE1001634//Human pl90-B (pl90-B) mRNA, comple 
te cds. //L 2e-18: 114: 100//U17032 
F-PLACE1001640//Homo sapiens chromosome 17, clone 
hRPK. 651JL9, compl etesequence. 117. 7e-159: 788: 97// 
AC005971 

F-PLACE1001672//Human DNA sequence from clone 71L1 
6 on chromosome Xpll. Contains a probable Zinc Fing 
er protein (pseudo)gene, an unknown putative gene, 
a pseudogene with high similarity to part of anti 
gen KI-67, a putative Chondroitin 6-Sulfotransfera 
se LIKE gene and a KIAA0267 LIKE putative Na(+)/H 
(+) exchanger protein gene. Contains a predicted C 
pG island, ESTs, STSs and GSSs and genomic markers 
DXS1003 and DXS1055, complete sequence. 111. 8e- 36: 3 
65: 73//AL022165 

F-PLACE1001691//Homo sapiens chromosome 17, clone 
hRPK. 294 J_22, complete sequence. 119. le- 149: 760:96 
//AC005921 

F-PLACE1001692//Rat medium-chain S-acyl fatty acid 
synthetase thio esterhydrolase (MCH), complete cd 
s.//2.9e-57:643:71//H16200 
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F-PLACE1001705//Homo sapiens chromosome 17, clone 
hRPK. 958JL11, WORKINCDRAFT SEQUENCE, 2 ordered pi 
eces. //3. 9e- 18: 284: 71//AC005883 
F-PLACE1001716//Human mRNA for KIAA0191 gene, part 
ial cds.//6.6e-68:369:73//D83776 
F-PLACE1001720//flomo sapiens Chromosome 22qll.2 Co 
smid Clone 31f3 In IGLC Region, complete sequence. 
//1.0: 274:59//AC000051 

F-PLACE1001729//Streptomyces coelicolor cosmid 1C 
2. //0. 22: 433: 57//AL031124 10 
F-PLACE1001739//Caenorhabditis elegans cosmid C18H 
7. //0. 049: 341: 61//AF067607 

F-PLACE1001740//Homo sapiens chromosome 5, PI clon 
e 1108H7 (LBNLH81), complete sequence. //4. 8e-26: 3 
72: 68//AC005221 
F-PLACE1001745 

F-PLACE1001746//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***from MAL1P1, WORKING DRAFT S 
EQUENCE. 110. 018: 472: 57//AL031744 
F-PLACE1001748//Homo sapiens metal loprotease 1 (MP 20 
1) mRNA, complete cds. //8. 8e- 159: 773 :97//AF06 1243 
F-PLACE1001756//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-303E5, WORKING DRAFT SEQUENCE, 65 unord 
ered pieces. //1. 9e-54: 274: 81//AC005842 
F-PLACE1001761//HSJ027 JU_D02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3027 Col =3 Row=G, genomic survey sequenc 
e.//0.095:49:93//AQ130972 

F-PLACE1001771//Homo sapiens transient receptor po 

tential protein 6 mRNA, complete cds.//1.0e-146:70 30 

9:97//AF080394 

F-PLACE1001781 

1.3e-08:238:65//AC005637 

F-PLACE1001799//HS_3075_B1_H03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3075 Col =5 Row=P, genomic survey sequenc 
e.//1.7e-09:166:69//AQ138474 
F-PLACE1001810//Arabidopsis thaliana genomic DNA, 
chromosome 3, PI clone: MRC8, complete sequence.// 
0.00035: 196: 66//AB020749 40 
F-PLACE1001817//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds. //I . le- 108: 546: 96//AF058953 
F-PLACE1001821//RPCI11-35D17.TK RPCI-11 Homo sapie 
ns genomic clone RPCI-11-35D17, genomic survey seq 
uence. III. le-55: 300: 97//AQ045286 
F-PLACE1001844//Homo sapiens chromosome 17, clone 
HCIT462L7, complete sequence. //2.8e-67: 443: 86//AC0 
05177 

F-PLACE1001845//Arabidopsis thaliana chromosome I 50 
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BAC T25B24 genomic sequence, complete sequence.// 
0.34: 219: 64//AC005850 

F-PLACE1001869//Klebsiella pneumoniae ribitol kina 
se (rbtK) and ribitol transporter (rbtT) genes, com 
plete cds. 111. le- 1 1 : 505: 57//AF045244 
F-PLACE1001897//RPCI11-46D15.TJ RPCI11 Homo sapien 
s genomic clone R-46D15, genomic survey sequence./ 
/9.3e-08:383:63//AQ194408 
F-PLACE1001912 

F-PLACE1001920//Homo sapiens MDC-3.13 isoform 2 mR 
HA, compl ete cds. Ill, 3e- 156: 753: 98//AF099935 
F-PLACE1001928//HS_2220_B2_G04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2220 Col =8 Row=N, genomic survey sequenc 
e.//2.8e-43:233:97//AQ152361 
F-PLACE1001983//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 745C22, WORKING DRAFT S 
EQUENCE. Ill, 6e-07: 396: 62//AL031596 
F-PLACE1001989//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 968D22, WORKING DRAFT S 
EQUENCE. Ill, Oe-109: 602: 93//AL023755 
F-PLACE1002004//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 317E23. WORKING DRAFT S 
EQUENCE. Ill , Oe-69: 475: 87//AL020996 
F-PLACE1002046//Mus musculus ligatin (l^tn) mRNA, 
parti al cds. Ill, 2e-97: 623: 85//U58337 
F-PLACE1002052//HS_2178_B2_D05 _JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2178 Col=10 Row=H, genomic surveysequenc 
e. //4. 8e-22: 140: 95//AQ307908 
F-PLACE1002066//Apis mellifera NADH dehydrogenase 
subunit 2 (ND2) gene, mitochondrial gene encoding m 
itochondrial protein, partial cds. //0. 0063: 371: 60/ 
/U72284 

F-PLACE1002072//Homo sapiens tight junction protei 
n Z0 (Z0-2) gene, alternative splice products, pro 
moter and exon A.//0.97:248:60//AF043195 
F-PLACE1002073//Homo sapiens mRNA for KIAA0606 pro 
tein, partial cds.//1.3e-37:635:64//AB011178 
F-PLACE1002090//Homo sapiens full length insert cD 
NA clone ZA85C09. //7. Oe-122: 583: 98//AF086131 
F-PLACE1002115//nbxb0038A20r CUGI Rice BAC Library 
Oryza sativa genomicclone nbxb0038A20r, genomic s 
urvey sequence. 110, 039: 210: 69//AQ291086 
F-PLACE1002119//Mus musculus IER5 (Ier5) mRNA, com 
plete cds. 111. le-61: 540: 77//AF079527 
F-PLACE1002140//Homo sapiens DNA sequence from PAC 
454H7 on chromosome Xq25-26.3. Contains the 0CRL1 
gene for Lowe Oculocerebrorenal Syndrome protein 
0CRL-1. Contains ESTs, STSs and GSSs, complete seq 
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uence. 111. le-125: 491: 98//AL022162 
F-PLACE1002150//Plasmodium falciparum MAL3P5, comp 
lete sequence. 110. 12: 408: 61//AL034556 
F-PLACE1002157//Homo sapiens BAC clone NH0335J18 f 
rom 2, complete sequence. III. le-44: 515: 71//AC00553 
9 

F-PLACE1002163//Homo sapiens T-cell receptor alpha 
delta locus from bases 1000498 to 1071650 (sectio 
n 5 of 5) of the Complete Nucleotide Sequence. //0. 
98:210:65//AE000662 10 
F-PLACE1002170//Homo sapiens Xp22 bins 16-17 BAC G 
SHB-531I17 (Genome Systems Human BAC Library) comp 
1 ete sequence. //1 . 2e-06: 283: 60//AC004805 
F-PLACE1002171//Mus musculus interferon alpha/beta 
receptor (IFNAR) gene, exon 11 and partial cds.// 
1.0e-24:313: 71//U06244 

F- PLACE 1 002205//Drosophi 1 a mel anogaster; Chromosom 
e 3L; Region 79F1-80A2; BAC clone BACR48E05, W0RKI 
NG DRAFT SEQUENCE, 4 unordered pieces. //1.6e-05: 42 
8:60//AC005720 20 
F-PLACE1002213//HS_3238JLG03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3238 Col =5 Row=N, genomic survey sequenc 
e. 111. 2e-74: 371: 98//AQ206965 
F-PUCE1002227//HS-1056-Bl-C01-MF.abi CIT Human Ge 
nomic SpenD Library CHomo sapiens genomic clone PI 
ate=CT 778 Col=l Row=F, genomic survey sequence.// 
2. le-07: 174: 71//B42800 

F-PLACE1002256//Plasmodium falciparum DNA *** SEQU 
ENCINC IN PROGRESS ***from contig 3-72, complete s 30 
equence. //0. 022: 458: 59//AL010142 
F-PLACE1002259//Human DNA sequence from clone 246H 
3 on chromosome 22qll.21-12.2 Contains LRP5 (Li pop 
rotein Receptor Related Protein) pseudogene, EST, C 
A repeats (D22S414, D22S925, D22S926), STS, GSS an 
d CpG island, complete sequence. //3.5e-91: 637: 84// 
AL022324 
F-PLACE1002319 

F-PLACE1002342//Caenorhabditis elegans cosmid M03A 
1. //0. 47: 403: 58//U49956 40 
F-PLACE1002395//Homo sapiens chromosome 19, cosmid 
R28991 , compl ete sequence. Ill . 9e- 127: 487: 93//AC00 
4623 

F-PLACE1002399//Homo sapiens chromosome 17, clone 
hRPK.235JJ0, complete sequence. //5.6e- 05: 474: 59/ 
/AC005922 

F-PLACE10Q2433//Drosophila melanogaster fidipidine 
gene, exons 1- 7. //I . 7e- 1 1 : 613: 58//AJ01 1928 
F-PLACE1002437//M. musculus abcl mRNA. IIS. 5e-62: 45 
2:85/7X75926 50 
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F-PLACE1002438//Dictyostelium discoideum developme 
ntal protein DG1098 (DG1098) gene, partial cds.// 
0.013: 372: 59//AF081801 

F-PLACE1002450//HS_3233_A1_G01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3233 Col=l Row=M, genomic survey sequenc 
e.//3. le-07: 449: 59//AQ204769 
F-P1ACE1002465 

F-PLACE1002474//Mus musculus matrilin-2 precursor 
mRNA, compl ete cds. Ill . 5e- 1 10: 720: 85//U69262 
F-PLACE1002477//Homo sapiens Xp22-171-173 BAC GSHB 
-31214 (Genome SystemsHuman BAC Library) complete 
sequence. III. 9e-05: 195: 71//AC005926 
F-PLACE1002493//Homo sapiens 3p22-8 PAC RPCI4-736H 
12 (Roswell Park Cancer Institute Human PAC Librar 
y) compl ete sequence. //0. 020: 301 : 60//AC006060 
F-PLACE1002499 

F-PLACE1002500//Rattus norvegicus zinc transporter 
(ZnT-2) mRNA, complete cds.//2.1e-58:465:80//U509 
27 

F-PLACE1002514//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 292E10, WORKING DRAFT S 
EQUENCE. HZ. 7e-08: 139: 76//Z93930 
F-PLACE1002529//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds.//9.0e-143:583:95//AB018256 
F-PLACE1002532//Homo sapiens BAC clone RG300E22 fr 
om 7q21-q31. 1, complete sequence. //0. 00019: 193: 65/ 
/AC004774 

F-PLACE1002537//Human DNA sequence from clone 127F 
18 on chromosome Xpll.4-21.3. Contains part of a n 
ovel gene with some similarity to parts of chicken 
Myosin Light Chain and various species' Interleu 
kin-1 Receptor Type 1 (IL1-R-1). Contains GSSs, co 
mplete sequence. 114. 7e-25: 198: 84//AL031575 
F-PLACE1002571//Drosophila melanogaster actin-rela 
ted protein mRNA, complete cds.//2.0e-13:400:60//L 
25314 

F-PLACE1002578//Homo sapiens Xq28 BACs 360 F12, GS 
HB-555C13, compl ete sequence. III. 5e- 1 1 : 167: 72//AC0 
02523 

F-PIACE1002583//Mus musculus glutamate receptor su 
bunit (GluR6) gene, partial cds.//4. 2e-09:370:61// 
U31443 

F-PLACE1002591//H. sapiens mRNA for coronin. //7. 2e- 
26: 279: 74//X89109 

F-PLACE1002598//Homo sapiens clone GS308H05, WORM 
NG DRAFT SEQUENCE, 6 unordered pieces. //0. 0013: 37 
5: 64//AC005537 

F-PLACE1002604//Hansenula wingei mitochondrial DN 
A, complete sequence. //4. 7e- 05: 556: 59//D31 785 
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F-PLACE1002625 

F-PLACE1002655//Homo sapiens PAC clone DJ0722F20 f 
rom 7q3Ll-q31.3, complete sequence. //1.6e- 128: 22 
9:92//AC005281 

F-PLACE1002665//Mus musculus enhancer of polycomb 
(Epcl) mRNA, compl etecds. //3. 6e- 107: 706: 84//AF0797 
65 

F-PLACE1002685//Homo sapiens B cell linker protein 
BLNR mRNA, alternatively spliced, complete cds.// 
3. 4e» 186: 804: 97//AF068180 10 
F-PLACE1002714//Mus musculus cathepsin S (CatS) ge 
ne, promoter region and exons 1 and 2.//2.3e-16:47 
4:64//AF051726 

F-PLACE1002722//Sequence 1 from patent US 5686597. 
//1.7e-107:552:95//I73723 

F-PLACE1002768//Human DNA sequence from clone 726F 
20 on chromosome lp36. 11-36.23. Contains ESTs and 
a CSS, complete sequence. //0. 0076: 161: 70//AL031273 
F-PLACE1002772//HSJ058_A1_D02JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 20 
one Plate=3058 Col =3 Row=G, genomic survey sequenc 
e. 110. 0046: 192: 64//AQ134567 
F-PLACE1002775//Hus musculus bromodomain-containin 
g protein BP75 mRNA, complete cds.//7.6e-14:459:62 
//AF084259 

F-PLACE1002782//Rattus norvegicus zinc transporter 
(ZnT-2) mRNA, complete cds.//3.6e-43:385:77//U509 
27 

F-PLACE1002794//CIT-HSP-2368A17.TR CIT-HSP Homo sa 
pi ens genomic clone 2368A17, genomic survey sequen 30 
ce. //1. 3e-71: 368: 96//AQ075879 
F-PLACE1002811//Human mRNA for KIAA0172 gene, part 
i al cds. Ill . 8e-44: 567: 70//D79994 
F-PLACE1002815//Sequence 25 from patent OS 574766 

0. 111. 6e-07: 150: 73//AR005295 
F-PLACE1002816//Homo sapiens antigen NY-CO-9 (NY-C 
0-9) mRNA, partial cds.//1.3e-68:687:73//AF039691 
F-PLACE1002834//Figure 2. Nucleotide and translate 
d protein sequences ofHPFl, -2, and -9.//9.3e-41:2 

40: 93//M27877 40 
F-PLACE1002839//Human BAC clone RG205G13 from 7q3 

1 , compl ete sequence. 110. 00087: 213: 63//AC003045 
F-PLACE1002851//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces.//0.0032:269:66//AC0 
05140 

F-PLACE1002853//Leishmania tarentolae kinetoplast 
pre-edited mitochondrial maxi circle DNA complete t 
ranscribed region and flanks. //0. 032: 275: 62//M101 2 
6 50 
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F-PLACE1002881//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 111B22, WORKING DRAFT S 
EQUENCE. //4. 7e-38: 355: 76//Z98200 
F-PLACE1002908//Gallus gallus beta- 1,4- galactosyl 
ransferase (CKII) mRNA, complete cds. //0. 00012: 20 
0: 64//U19889 

F-PLACE1002941//Human BAC clone RG161K23 from 7q2 
1, complete sequence. Ill, le- 14: 241: 70//AC000120 
F-PLACE1002962 

F-PLACE1002968//Plasmodium falciparum HAL3P2, comp 
lete sequence. //0. 21 : 410: 59//AL034558 
F-PIACE1002991//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 968D22, WORKING DRAFT S 
EQUENCE. //6. 8e- 121 : 605: 93//AL023755 
F- PLACE 1 002993// CI T- HSP- 23381 16. TF CIT-HSP Homo sa 
pi ens genomic clone 2338116, genomic survey sequen 
ce.//L9e-13: 100: 95//AQ054760 
F-PLACE1002996//Mouse U6 RNA gene. //2.0e- 13: 113:90 
//X06980 

F-PLACE1003025//Plasmodium falciparum MAL3P6, comp 
lete sequence. 110. 84: 374: 58//Z98551 
F-PLACE1003027//Homo sapiens mRNA for KIAA0516 pro 
tein, partial cds. 110. le- 130: 632: 97//AB01 1088 
F-PLACE1003044//cDNA encoding novel rat protein TI 
P120 which is formed of complex with TBP (TATA bin 
ding protein) . III. 6e-123: 687: 91//E12829 
F-PLACE1003045//H. sapiens CpG island DNA genomic H 
sel fragment, clone 47g6, forward read cpg47g6. ftl 
a.//0.0064:52:96//Z61200 

F-PIACE1003092//CIT-HSP-387P22.TRB CIT-HSP Homo sa 
pi ens genomic clone 387P22, genomic survey sequenc 
e.//0. 0031: 249: 63//B60158 

F-PLACE1003100//Human Hep27 protein mRNA, complete 
cds. //8. 9e-65: 650: 73//U31875 
F-PLACE1003108 

F-PLACE1003136//Homo sapiens chromosome 5, PI clon 
e 1130fl (LBNLH40), complete sequence. //6. 3e-46: 6 
06:68//AC004219 
F-PLACE1003145 

F-PLACE1003153//RPCI11-13P16.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-13P16, genomic survey seq 
uence. III. 7e-63: 478: 82//B76206 
F-PLACE1003174//Human DNA sequence from clone 441J 
1 on chromosome 6p24 Contains STS, GSS, complete s 
equence. 110. 61: 147: 65//Z99495 
F-PLACE1003176//HS_2255_A2_B01_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2255 Col =2 Row=C, genomic survey sequenc 
e. 116. 3e-09: 137: 76//AQ131934 
F-PLACE1003190//Homo sapiens clone RG332P12. WORKI 
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NG DRAFT SEQUENCE, 1 unordered pieces. //2.4e- 138: 7 
91:90//AC005095 

F-PUCE1003200//P. falciparum complete gene map of 
plastid-like DNA (IR-B).//8.7e-06:728: 57//X95276 
F-PLACE1003205//Human BAC clone RG354L07 from 7q3 
1, complete sequence. //7.5e-05: 249: 63//AC002466 
F-PLACE1003238//HSJ239_A2_G02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3239 Col =4 Row=M, genomic survey sequenc 
e. //0. 36: 64: 87//AQ209954 10 
F-PLACE1003249 
F-PLACE1003256 

F-PLACE1003258//HS_3223_ J ALG10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3223 Col=19 Row=M, genomic surveysequenc 
e. //I . 4e-07: 227: 65//AQ190317 
F-PLACE1003296//CIT-HSP-2337F11.TF CIT-HSP Homo sa 
pi ens genomic clone 2337F11, genomic survey sequen 
ce.//l.le-13:97:95//AQ057429 

F-PLACE1003302//Figure 2. Nucleotide and translate 20 

d protein sequences ofHPFl, -2, and -9. 111. 3e-92: 4 

85:95//H27877 

F-PLACE1003334 

F-PLACE1003342 

F-PLACE1003343//Homo sapiens clone DJ1022I14, WORK 
ING DRAFT SEQUENCE, 14unordered pieces. //l.Oe- 20: 1 
79:84//AC004951 

F-PLACE1003353//Homo sapiens breast cancer antiest 
rogen resistance 3 protein (BCAR3) mRNA, complete 
cds. //8. Oe- 143: 773: 92//U92715 30 
F-PLACE1003361//Human Cosmid gl248al43 from 7q31. 
3, complete sequence. III. 9e- 30: 402: 70//AC004095 
F-PLACE1003366 

F-PLACE1003369//Plasmodium falciparum MAL3P2, comp 
1 ete sequence. 111. 6e-07: 378: 60//AL034558 
F-PLACE1003373//Homo sapiens PAC clone DJ0740L10 f 
rom 7pl3-pl4 f completesequence.//6.0e-18:471:61//A 
C005247 

F-PLACE1003375 

F-PLACE1Q03383//Homo sapiens genomic DNA of 9q32 a 40 
nti -oncogene of flat epitherium cancer , segment 1 
0/10. //2. 3e- 157: 779: 96//AB020878 
F-PLACE1003394//Sprague-Dawley (clone LRB13) RAB14 

mRNA, complete cds.//1.2e-104:596:91//M83680 
F-PLACE1003401//RPCI 11-71J5. TJ RPCI11 Homo sapiens 

genomic clone R- 7 1J5, genomic survey sequence. //0. 
85:140:65//AQ268588 

F-PLACE1003420//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y1E3, WORKING D 
RAFT SEQUENCE. //0. 0015: 286: 60//AL021388 50 
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F-PLACE1003454//Plasmodium falciparum microsatelli 
te pe63 sequence. //0. 0084: 219: 61//AF015470 
F-PLACE1003478//Homo sapiens calcium- dependent chl 
oride channel-1 (hCLCAl) gene, complete cds.//1.3e 
-11:746:60//AF039401 
F-PLACE1003493 

F-PLACE1003516//Homo sapiens chromosome 17, clone 
HRPC987K16, complete sequence. 11%. 2e-41: 379: 78//AC 
002994 

F-PLACE1003519//Homo sapiens chromosome 21q22.3 PA 
C 141B3, complete sequence, containing ribosomal p 
rotein homologue pseudogene L23a.//6.2e-21:247:76/ 
/AF064859 

F-PLACE1003521//Human DNA sequence from PAC 257A7 
on chromosome 6p24. Contains two unknown genes and 
ESTs, STSs and a GSS.//4.4e-68:502:79//AL008729 
F-PLACE1003528//Homo sapiens DNA sequence from clo 
ne 78F24 on chromosome22ql2. 1-12.3. Contains one e 
xon of an Oxysterol -binding protein (0SBP)LIKE gen 
e. Contains GSSs and an STS, complete sequence.// 
1.0:323: 58//AL022336 

F-PLACE1003537//Homo sapiens multispanning membran 
e protein mRNA, complete cds. //0. 0054: 322: 59//U948 
31 

F-PLACE1003553//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 97P20, WORKING DRAFT SE 
QUENCE. 111. 9e-78: 267: 88//AL031297 
F-PLACE1003566//Plasmodium falciparum HAL3P3, comp 
lete sequence. 110. 00026: 514: 58//Z98547 
F-PLACE1003575//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 079: 755: 54//AC004688 
F-PLACE1003583//Human DNA sequence from clone 246H 
3 on chromosome 22qll. 21-12. 2 Contains LRP5 (Lipop 
rotein Receptor Related Protein) pseudogene, EST, C 
A repeats (D22S414, D22S925, D22S926), STS, GSS an 
d CpG island, complete sequence.//!, le-41: 212: 74// 
AL022324 

F-PLACE1003584//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-56, complete s 
equence. 110. 0038: 465: 57//AL010230 
F-PLACE1003592//Hamo sapiens chromosome 17, clone 
296K1. WORKING DRAFT SEQUENCE, 10 unordered piece 
s. //0. 72: 111: 71//AC002557 

F-PLACE1003593//Human PAC clone DJ318C15 from Xq2 
3, complete sequence. 110. 096: 162: 66//AC002476 
F-PLACE1003596//Mus musculus integral membrane pro 
tein 1 (Itml) mRNA, complete cds.//1.4e-54:685:68/ 
/L34260 

F-PLACE1003602//Homo sapiens mRNA expressed in pi a 
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centa. //I . le- 138: 679: 97//D83200 
F-PLACE1003605//Homo sapiens chromosome 16, cosmld 
clone RT81 (LANL), complete sequence. //0. 0074: 26 
5:63//AC005356 

F-PUCE1003611//HSJ198_B1J)02JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2198 Col =3 Row=H, genomic survey sequenc 
e.//2.1e-23:137:97//AQ184475 
F-PLACE1003618//Homo sapiens chromosome 4 clone CO 
011C13 map 4pl6, complete sequence. //3.0e- 122: 725: 10 
89//AC006226 

F-PLACE1003625//HSJ238J2_D11_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2238 Col =22 Row=H, genomic surveysequenc 
e. //4. 8e- 12: 92: 94//AQ065662 
F-PLACE1003638//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MKD10, complete sequence./ 
/0. 043: 264: 63//AB01 1478 
F-PLACE1003669 

F-PLACE1003704//RPCI11-23H21.TKBF RPCI-11 Homo sap 20 
iens genomic clone RPCI-11-23H21, genomic survey s 
equence. //7. le-31: 199: 91//AQ013830 
F-PLACE1003709//Homo sapiens mitotic checkpoint ki 
nase Bubl (BUB1) mRNA, complete cds.//4.3e-132:669: 
95//AF053305 

F-PLACE1003711//Homo sapiens DM sequence from PAC 
163M9 on chromosome lp35. l-p36.21. Contains prote 
in synthesis factor (eIF-4C), D1F15S1A pseudogene, 
ESTs, STS, GSS, complete sequence. //1.5e- 31: 166:9 
9//AL021920 30 
F-PLACE1003723//HSJ231 JtfJM.MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2231 Col =14 Row=E, genomic surveysequenc 
e.//1.2e-12:114:90//AQ235672 
F-PLACE1003738//Human zinc finger protein 42 (MZF- 
1) mRNA, complete cds.//5.9e-33: 592: 67//M58297 
F-PLACE1003760//Homo sapiens tetraspan TM4SF (TSPA 
N-3) mRNA, complete cds.//3.6e-ll:92:93//AF054840 
F-PLACE1003762 

F-PLACE1003768//Homo sapiens genomic DNA, chromoso 40 
me 21q22.2 (Down Syndrome region), segment 7/15, W 
0RKING DRAFT SEQUENCE. //4. 8e- 77: 737: 76//AP0Q00 14 
F-PLACE1003771//Homo sapiens BAC clone GS164B05 fr 
om 7p21-p22, completesequence. //2. le-164: 793:98//A 
C004160 

F-PLACE1003783//HS_2190_A2_C02_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2190 Col =4 Row=E, genomic survey sequenc 
e.//l.le-26:147:100//AQ218757 

F-PLACE1003784//Homo sapiens Xp22-150 BAC GSHB-309 50 
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P15 (Genome Systems Human BAC Library) complete se 
quence. //4. 5e-57: 706: 68//AC006210 
F-PLACE1003795//Homo sapiens Xq28 genomic DNA in t 
he region of the LICAMlocus containing the genes f 
or neural cell adhesion molecule LI (LI CAM), argin 
ine- vasopressin receptor (AVPR2), Cl pll5 (Cl), AR 
Dl N- acetyl transferase related protein (TE2), reni 
n-binding protein (RbP), host cell factor 1 (HCF 
1), and interleukin-1 receptor- associated kinase 
(IRAK) genes, complete cds, and Xq281u2 gene.//0.0 
15:296:60//U52112 

F-PLACE1003833//Homo sapiens DNA sequence from cos 
mid N75B3 on chromosome 22 Contains EST, exon tra 
p, complete sequence. //0. 52: 212: 64//AL022339 
F-PLACE1003850//P. falciparum hi sti dine- rich protei 
n genes. //0. 39: 330: 60//H17028 
F-PLACE1003858//Human DNA sequence from PAC 332011 
on chromosome Iq24-lq25. Contains ESTs and STSs./ 
/4.8e-07:461:59//Z98043 

F-PLACE1003864//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces.//0.026:538:56//AC005139 
F-PLACE1003870//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20, WORKING DRAFT SE 
QUENCE. //6. 5e-06: 175: 69//Z98304 
F-PLACE1003885//Mus musculus poly(A) polymerase VI 
mRNA, complete cds.//9.4e-75:754:72//U58134 
F-PLACE1003886//Homo sapiens clone NH0001P09, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //6.7e- 20: 43 
2:64//AC006030 

F-PLACE1003888//Human mRNA for phospholipase C, co 
mpl ete cds. //2. 6e-53: 702: 67//D42108 
F-PLACE1003892//RPCI11-24P17.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-24P17, genomic survey seq 
uence. //3. 3e-20: 245: 65//B86759 
F-PLACE1003900//Human DNA sequence *** SEQUENCING 
IN PROGRESS ♦** from clone 328E19, WORKING DRAFT S 
EQUENCE. III. 5e-17: 260: 71//AL022240 
F-PLACE1003903//Mus musculus CTP synthetase homolo 
g (CTPsH) mRNA, complete cds.//2.7e-86:533:87//U49 
385 

F-PLACE1003915//Mus musculus clone 0ST1963, genomi 
c survey sequence. //6. 4e- 29: 251: 80//AF046591 
F-PLACE1003923//Homo sapiens full length insert cD 
NA clone ZD40A05. //2. 8e-25: 316: 70//AF086251 
F-PLACE1Q03932//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE. 8 unordered pieces. //1.6e-05: 652: 58//AC00550 
5 

F-PLACE1003936//CIT-HSP-2387C11.TR.1 CIT-HSP Homo 



(1703) 

3403 

sapiens genomic clone2387Cll, genomic survey seque 
nce.//1.0:223:62//AQ239494 
F-PLACE1003968//Rattus norvegicus 5' -AMP-activated 

protein kinase, gamma- 1 subunit mRNA, complete cd 
s. //5. 2e-47: 505: 72//U42413 
F-PLACE1004103//Homo sapiens chromosome 19, cosmid 

R28784, complete sequence. //6. 7e-29: 241: 84//AC005 
954 

F-PLACE1004104//Rattus norvegicus rsecS mRNA, comp 
1 ete cds. //3. Oe- 115: 719: 86//AF032666 10 
F-PLACE1004114//Homo sapiens Chromosome 22qll.2 BA 
C Clone 77h2 In CES Region, WORKING DRAFT SEQUENC 
E, 7 unordered pieces. //1.5e-22: 213: 80//AC000052 
F-PLACE1004118//Pseudorabies vims with upstream a 
nd downsteam sequences. //0. 87: 209: 64//M34651 
F-PLACE1004128//M.musculus G protein beta-subunit 
mRNA, complete cds.//2.5e-62:437:84//M63658 
F-PLACE1004149//0ryctolagus cuni cuius translation 
initiation factor eIF2C mRNA, complete cds.//L4e- 
16:342:65//AF005355 20 
F-PLACE1004156//Homo sapiens DNA sequence from PAC 
57E3 on chromosome 6pl2. 1-21.1. Contains GSSs and 
an STS with a TATC repeat polymorphism, complete 
sequence. //1. 2e-26: 299: 74//AL022099 
F-PLACE1004161 

F-PLACE1004183//Bomo sapiens for TOMl-like protei 

n.//1.2e-146: 731 : 96//AJ010071 

F-PLACE1004197 

F-PLACE1004203//Bomo sapiens GPI -anchored membrane 
protein CDwl08 precursor, mRNA, complete cds.//4. 30 
0e-144:695:98//AF069493 

F-PLACE1004242//Homo sapiens DNA sequence from PAC 
124C6 on chromosome 6q21. Contains genomic marker 
D6S1603, ESTs, GSSs and a STS with a CA repeat po 

lymorphi sm, compl ete sequence. //2. 3e- 151 : 772: 95//A 

L021326 

F-PLACE1004256//HS_2010_B2_G04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2010 Col=8 Row=N, genomic survey sequenc 
e. //1 . 5e-44: 372: 79//AQ252434 40 
F-PLACE1004257//Homo sapiens BAC clone NH0342K06 f 
rom 2, compl ete sequence. //0. 0001 1 : 349: 63//AC00503 
4 

F-PLACE1004258//Homo sapiens DNA sequence from PAC 
779B17 on chromosome22ql3. 1. Contains exon trap, 
compl ete sequence. //0. 77: 475: 59//AL021806 
F-PLACE1004270//Human IgA C alpha 1 switch region 
(Sal) . //I . 7e-08: 622: 61//L19121 
F-PLACE1004274//H. sapiens CpG island DNA genomic H 
sel fragment, clone 18g6, forward read cpgl8g6.ftl 50 
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b.//8.6e-37:196:98//Z57691 

F-PLACE1004277//Homo sapiens two pore domain K+ ch 
annel (TASR-2) mRNA, complete cds. //6.0e- 156: 756: 9 
7//AF084830 

F-PLACE1004284//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MPI7, complete sequence.// 

0. 0060: 635: 57//AB01 1480 

F-PttCE1004289//HS_3023_Bl_E04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3023 Col =7 Row=J, genomic survey sequenc 
e.//2.4e-12:86:98//AQ094451 
F-PLACE1004302//Streptomyces coelicolor cosmid 7H 

1. //0.26:297:64//AL021411 

F-PLACE1004316//H. sapiens mRNA for apoptosis speci 
fic protein. //2. 9e-150: 797: 94//Y11588 
F-PLACE1004336//Drosophila melanogaster DNA sequen 
ce (PI DS07968 (D117)), complete sequence. //0. 87: 2 
06: 59//AC004267 

F-PLACE1004358//Homo sapiens connector enhancer of 
KSR-like protein CMlmRNA, complete cds.//5.9e-13 
9:688:97//AF100153 

F-PLACE1004376//Mus musculus clone 0ST20307, genom 
ic survey sequence. //4. le-81: 498: 89//AF046631 
F-PLACE1004384//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1121J18, WORKING DRAFT 
SEQUENCE. //3. 6e-41: 482: 73//AL031653 
F-PLACE1004388//Caenorhabditis elegans cosmid K08F 
ll.//8.6e-26:615:62//U70855 
F-PLACE1004405//Homo sapiens clone GS512I21, W0RKI 
NG DRAFT SEQUENCE, 9 unordered pieces. //9.2e- 150: 7 
49:96//AC005027 

F-PLACE1004425//Homo sapiens PAC clone DJ0733B09 f 
rom 7pl4-pl3, completesequence.//2.4e-08: 129: 76//A 
C005532 

F-PLACE1004428//R. norvegicus mRNA for Pristanoyl-C 
oA Oxidase. //7.0e- 17: 549: 61//X95188 
F-PLACE1004437//Human NAD+-speci fi c isocitrate deh 
ydrogenase beta subunit precursor, mRNA, nuclear g 
ene encodi ng mi tochondri al protei n , compl etecds . / / 
3. le-129: 536: 99//U49283 

F-PLACE1004451//Human DNA sequence from PAC 214R2 
3, BRCA2 gene region chromosome 13ql2-13 contains 
BRCA2 exons 1-24, Interferon Induced 56Kd pseudoge 
ne and ESTs.//4.8e-23: 231: 71//Z74739 
F-PLACE1004460//Homo sapiens PAC clone DJ1064B22 f 
rom 7q21, complete sequence. //0. 96: 454: 56//AC00495 
4 

F-PLACE1004467//HS_2058_B1_C09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2058 Col=17 Row*=F. genomic surveysequenc 
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e.//2.4e-87:433:98//AQ242700 
F-PLACE1004471//Figure 2. Nucleotide and translate 
d protein sequences ofHPFl, -2, and -9.//1.4e-74:6 
65: 70//H27877 

F-PLACE1004473//CIT-HSP-2045A15.TF CIT-HSP Homo sa 
pi ens genomic clone 2045A15, genomic survey sequen 
ce.//3.3e-20:140:92//B80243 
F-PUCE1004491//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //9.9e-05: 794: 57//AC004 10 
709 

F-PLACE1004506//Human Gx-alpha gene.//1.0e-05:231: 
63//D90150 

F-PLACE1004510//Homo sapiens TATA binding protein 
associated factor (TAFII150) mRNA, complete cds.// 
3. 2e- 146: 699: 98//AF040701 

F-PLACE1004516//Human DNA sequence from cosmid SRL 
9A13, chromosome region llpl3. Contains EST.//1.4e 
-33:367:71//Z86001 

F-PLACE1004518 20 
F-PLACE1004548//Dictyostelium discoideum MigA (mig 
A) gene, complete cds. //2.6e-05: 318: 62//U86962 
F-PLACE1004550//Human FMR1 gene, 5' end. //0. 0018: 1 
42:66//L19476 

F-PLACE1004564//B.taurus mRNA for cleavage and pol 
yadenylation specificity factor.//1.7e-114:513:85/ 
/X75931 

F-PLACE1004629//Anolis carol inensis Brain- 1 gene, 
complete cds, //0. 00013: 188: 67//AB001868 
F-PLACE1004645//Mycobacterium tuberculosis H37Rv c 30 
omplete genome; segment 138/162. //0. 66: 337: 60//Z95 
120 

F-PLACE1004646//Rattus norvegicus retinal pigment 
epithelium- specific protein (Rpe65) mRNA, complete 
cds.//l. le- 19: 326: 63//AF035673 
F-PLACE1004658//H. sapiens CpG island DNA genomic H 
sel fragment, clone 55hl, forward read cpg55hl.ftl 
a. //2. 4e-34: 188: 98//Z61632 

F-PLACE1004664//Caenorhabditis elegans cosmid W10G 
6, compl ete sequence. //1 . 0: 148: 65//Z81 140 40 
F-PLACE1004672//Human ABL gene, exon lb and intron 
lb, and putative M8604 Met protein (H8604 Met) g 
ene, complete cds. //1. 9e-101: 182: 95//U07561 
F-PLACE1004674//Homo sapiens calcium binding prote 
in (ALG-2) mRNA, complete cds.//4.3e-109:625:91//A 
F035606 

F-PLACE1004681//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non- small cell lung cancer , segment 3/11. //I. 9e- 
152:759:96//AB020860 50 
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F-PLACE1004686//Homo sapiens DNA sequence from PAC 
179N16 on chromosame6p21. 1-21.33. Contains the SA 
PK4 (MAPK p38delta) gene, and the alternatively sp 
liced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains E 
STs, STSs and two predicted CpG islands, complete 
sequence. //1. 2e-34: 320: 71//Z95152 
F-PLACE1004691//HSJ044 JU.GOLMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3044 Col=l Row=M, genomic survey sequenc 
e.//0.018: 191 : 63//AQ098323 

F-PLACE1004693//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26. 2. Contains the alternativ 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a. member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. //0. 28: 573: 57//AL022577 
F-PLACE1004716//Plasmodium falciparum MAL3P6, comp 
lete sequence. //0. 00081: 428: 59//Z98551 
F-PLACE1004722//HS_3052JLC10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3052 Col=19 Row=F, genomic surveysequenc 
e.//2.3e-05:104:75//AQ134959 
F-PLACE1004736//CIT-HSP-2365J21.TF CIT-HSP Homo sa 
pi ens genomic clone 2365J21, genomic survey sequen 
ce. //1. 3e-24: 180: 88//AQ080498 
F-PLACE1004740//RPCI11-58A7.TJ RPCI11 Homo sapiens 
genomic clone R-58A7, genomic survey sequence. //8. 
6e-26: 522: 65//AQ195766 

F-PLACE1004743//Mus musculus ubi qui tin- protein lig 
ase E3-alpha (Ubrl) mRNA, complete cds.//l. le-112: 
711:86//AF061555 
F-PLACE1004751 

F-PLACE1004773//Homo sapiens inversin protein mRN 
A, compl ete cds. //5. 4e- 171 : 828: 97//AF084367 
F-PIACE1004777//Rattus norvegicus mRNA for myosin- 
RhoGAP protein Myr 7.//4.2e-134: 763: 90//AJ001713 
F-PLACE1004793//Human DNA sequence from clone 323P 
24 on chromosome Xpll. 21-11. 23 Contains SPIN (spin 
dlin homolog (PROTEIN DXF34), hypothetical protein 
EST, STS, GSS, complete sequence. //9.3e- 132: 759: 9 
0//AL022157 
F-PLACE1004804 

F-PLACE1004813//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. //6.5e-06: 403: 58//AC00471 
0 

F-PLACE1004814//Homo sapiens chromosome 17, clone 
hRPK. 294 _J_22, compl ete sequence. //9. 8e-39: 207: 99/ 
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F- PLACE10048 1 5//Homo sapiens PAC clone DJ0651K02 f 
rom 7p21-p22, completesequence. //8. le- 15: 203: 73//A 
C004613 

F-PLACE1004824//G.gallus PB1 gene. III. le- 103: 759: 8 
0//X90849 

F-PLACE1004827//HSJ230J2_A05_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2230 Col =10 Row=A, genomic surveysequenc 
e. //4. le-38: 330: 81//AQ299313 10 
F-PLACE1004836//H. sapiens nidogen gene (exon 8).// 
0.97:1 16: 68//X84825 

F-PUCE1004838//HS_3241_A2_A04JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3241 Col =8 Row=A, genomic survey sequenc 
e. //I . 8e-87: 425: 98//AQ206740 
F-PLACE1004840//Sequence 2 from patent US 5728819. 
//6. 7e-47: 285: 91 //1 9281 9 
F-PLACE1004868 

F-PLACE1004885//Arabidopsis thaliana DNA chromosom 20 
e 4, ESSA I contig fragment No. 9. //0. 14:465:59//Z 
97344 

F-PLACE1004900 

F- PLACE1 004902//CI TBI - El - 25 10J4 . TR CITBI-E1 Homo s 
apiens genomic clone 2510J4, genomic survey sequen 
ce. //3. 6e-06: 56: 100//AQ261 184 
F-PLACE1004913//Homo sapiens BAC clone RG054D04 fr 
om 7q31, complete sequence. //2.6e- 151: 770: 91//AC00 
5058 

F-PLACE1004918//Mus musculus signaling molecule (A 30 
TTP) mRNA, complete cds.//2.6e-68:459:84//U97571 
F-PLACE1004930//Homo sapiens TNF-induced protein G 
G2- 1 mRNA, compl ete cds. //4. 4e-106: 545: 95//AF07067 
1 

F-PLACE1004934//Human DNA sequence from clone 192P 
9 on chromosome Xpll.23-11.4. Contains a pseudogen 
e similar to rat Plasmolipin, ESTs and GSSs, compl e 
te sequence. //3. 5e-45: 226: 84//AL020989 
F-PLACE1004937 

F-PLACE1004969 40 
F-PLACE1004972//Homo sapiens PAC clone DJ0612F12 f 
rom 7pl2-pl4, completesequence. //0. 012: 316: 61//AC0 
04843 

F-PLACE1004979//Human DNA sequence from clone 142F 
18 on chromosome Xq26.3-27.2 Contains part of a ge 
ne similar to melanoma- associated antigen, EST, GS 
S and an inverted repeat, complete sequence. //4.7e 
-39: 394:77//AL031073 

F-PLACE1004982//Caenorhabdltis elegans cosmld B050 
7. //0. 16: 167: 65//U64833 50 



ftffl 2002-191363 
3408 

F-PLACE1004985//Plasmodium falciparum chromosome 

2, section 10 of 73 ofthe complete sequence. //8. 8e 

-14:590:61//AE001373 

F-PLACE1005026 

F-PLACE1005027 

F-PIACE1005046 

F-PLACE1005052//Homo sapiens chromosome Xp22- 135-1 
36 clone GSHB-567I1, WORKING DRAFT SEQUENCE, 35 un 
ordered pieces. III. le-135: 675: 97//AC005867 
F-PLACE1005055//Homo sapiens mRNA for KIAA0576 pro 
tein, partial cds. //1. 9e- 159: 761: 98//AB01 1148 
F-PLACE1005066//Homo sapiens actin binding protein 
MAYVEN mRNA, compl etecds. //9. 2e- 10: 757: 56//AF0595 
69 

F-PIACE1005077 

F-PLACE1005085//Homo sapiens Xp22- 132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) complet 
e sequence. //6. 9e-29: 253: 77//AC004673 
F-PLACE1005086//Homo sapiens chromosome 17, clone 
HCI Tl 1023, compl ete sequence. //6. 5e- 52: 446: 78//AC0 
02316 

F-PLACE1005101//Homo sapiens clone DJ0414A15, WORK 
ING DRAFT SEQUENCE, 9unordered pieces.//2.0e-146:7 
34: 96//AC005225 

F-PLACE1005102//Homo sapiens chromosome 19, cosmid 
R29388, compl ete sequence. //9. 8e-83: 254: 95//AC004 
476 

F-PLACE1005108//Human BAC clone RG009H02 from 7q3 

1 , compl ete sequence. //0. 46: 179: 64//AC003081 
F-PLACE1005111 

F-PLACE1005128//Bovine herpesvirus type 1 early-in 
termediate transcription control protein (BICP4) g 
ene, compl ete cds. //0. 00051 : 287: 63//L14320 
F-PLACE1005146//HSJ071 JU_E03_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3071 Col =5 Row=I, genomic survey sequenc 
e.//7.4e-38:299:82//AQ103361 
F-PLACE1005162//Human BAC clone GS306C12 from 7q21 
-q22, compl ete sequence. III. 6e-44: 346: 82//AC002451 
F-PLACE1005176 

F-PLACE1005181//CIT-HSP-234005.TR CIT-HSP Homo sap 
iens genomic clone 234005, genomic survey sequenc 
e.//0.99:211:63//AQ054651 

F-PLACE1005187//CIT-HSP- 2358N6.TR CIT-HSP Homo sap 
iens genomic clone 2358N6, genomic survey sequenc 
e,//2.7e-07:80:90//AQ074445 
F-PLACE1005206//Human BAC clone 133R23 from 7q31. 

2, complete sequence. 110. 98: 216: 61//AC000061 
F-PLACE1005232//Homo sapiens clone DJ1106H14, WORK 
ING DRAFT SEQUENCE, 42unordered pieces. 110. 70: 245: 
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63//AC004965 
F-PLACE1005243 

F-PLACE1005261//Caenorhabditis elegans cosmid T05H 
10, compl ete sequence. //0. 00041 : 254: 61//Z47812 
F-PLACE1005266//H. sapiens mRNA (fetal brain cDNA a 
4_2g) . //9. 6e-33: 177: 98//Z70695 
F-PLACE1005277//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds. //I. 6e- 148: 706: 98//AB01 1182 
F-PLACE1005287//Plasfflodium falciparum (MESA) mRNA 
exons 1-2, complete cds.//2.8e-15: 737: 60//M69183 10 
F-PLACE1005305//Bovine mitochondrial GTP:AMP phosp 
hotransferase mRNA, compl ete cds. //3. 8e- 1 1 1 : 728: 84 
//M25757 

F-PLACE1005308//Clethrionomys glareolus endogenous 
retroviral sequence ERV-L pol gene, clone ERV-L V 
ole Cgl4. //I. 0: 128: 67//AJ233621 
F-PLACE1005313//Caenorhabditis elegans cosmid D209 
2.//8.8e-ll:342:62//U88167 

F-PLACE1005327//HSJ080J2_A12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 20 
one Plate=3080 Col =24 Row=B, genomic surveysequenc 
e.//4.1e-25:147:96//AQ139116 
F-PLACE1005331//Homo sapiens chromosome 19, cosmid 
F20569, complete sequence. //I. 4e- 132: 399: 94//AC00 
4794 

F-PLACE1005335//Human Chromosome 3 pac pDJ70ill, W 
0RKING DRAFT SEQUENCER unordered pieces. //5.5e- 11 
4:237:92//AC000380 
F-PLACE1005373 

F-PLACE1005374//Homo sapiens chromosome 7 common f 30 
ragi 1 e si te, compl etesequence. //0. 20: 305: 58//AF017 
104 

F-PLACE1005409//Human BAC clone RG167B05 from 7q2 
1 , compl ete sequence. //2. 5e- 148: 760: 95//AC003991 
F-PLACE1005453//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y48A6, WORKING 
DRAFT SEQUENCE. //0. 00069: 582: 59//Z92854 
F-PLACE1005467//Rat mRNA. //0. 0014: 131: 70//M59859 
F-PLACE1005471//Human DNA sequence from clone 4514 
on chromosome 6q24. 1-24.3. Contains two putative 40 
unknown genes, ESTs, STSs and GSSs, compl etesequen 
ce. //3. 0e-23: 530: 67//AL023581 
F-PLACE1005477//Human DNA sequence from clone J181 
Nil, WORKING DRAFT SEQUENCE. //3. 3e- 13 1:814 :88//Z82 
191 

F-PLACE1005480//Homo sapiens DNA sequence from PAC 
257120 on chromosome22q 13. 1-13.2. Contains cytoch 
rome P450 pseudogenes CYP2D7P, CYP2D8P, CYP2D6(D), 
TCF20, NADH ubiquinone oxidoreductase B14 subunit, 
ESTs, CA repeat, STS, GSS.//7.0e-34:246:73//AL021 50 
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F-PLACE1005481//RPCI11-74L17.TJ RPCI11 Homo sapien 
s genomic clone R-74L17, genomic survey sequence./ 
/0. 37: 403: 57//AQ266885 

F-PLACE1005494//Homo sapiens transient receptor po 
tential protein 6 mRNA, complete cds.//2. le-67: 32 
5:99//AF080394 

F-PLACE1005502//Homo sapiens BAC clone NH0161H12 f 
rom 7pl4-pl5, completesequence.//0.015:403:61//AC0 
05589 

F-PLACE1005526//H. sapiens CpG island DNA genomic M 
sel fragment, clone 9fl, reverse read cpg9fl.rtla. 
//3. 6e-27: 159: 96//Z66485 

F-PLACE1005528//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 9/28, WORKING DRAFT SEQUENCE./ 
/2.6e-28:449:67//AP000038 

F-PLACE1005530//Homo sapiens clone DJ0691L07, coop 
lete sequence. //6. 5e-18: 234: 72//AC004860 
F-PLACE1005550//Fugu rubripes GSS sequence, clone 
048A08bH3, genomic survey sequence. //I. 2e-14: 123: 7 
5//AL025925 

F-PLACE1005554//Leishmania tarentolae mitochondria 
1 12S ribosomal RNA gene.//0.43:209:66//X02354 
F-PLACE1005557//Homo sapiens chromosome 17, clone 
hRPC. 117JJ2, complete sequence. //9. 3e-113: 536: 97 
//AC004707 

F-PLACE1005574//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //I. le-10: 514: 59//AC005 
504 

F-PLACE1005584//Homo sapiens mRNA for KIAA0617 pro 
tein, complete cds. //0. 00056: 289: 63//AB014517 
F-PLACE1005595//Human Chromosome llql2.2 PAC clone 
pDJ606g6, complete sequence. //1.2e-lll: 262: 89//AC 
004126 

F-PLACE1005603 

F-PLACE1005611//F1605TFC IGF Arabidopsis thaliana 
genomic clone F1605, genomic survey sequence. //2.0 
e-10:209:66//B98589 
F-PLACE1005623 

F-PLACE1005630//High throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pi eces. //1 . 2e-93: 230: 98//AC005840 
F-PLACE1005639//HSJ095JU03JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3095 Col =5 Row=B, genomic survey sequenc 
e.//1.2e-05:220:63//AQ123022 
F-PLACE1005646//Homo sapiens RNA hell case- related 
protei n mRNA, compl etecds. //6. 4e- 150: 721 : 98//AF083 
255 
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F-PLACE1005656//H. sapiens RR2 mRNA for small subun 
it ribonucleotide reductase. //1.3e-51: 480: 74//X596 
18 

F-PLACE1005666//RPCI 11-78015. TV RPCI11 Homo sapien 
s genomic clone R- 78015. genomic survey sequence./ 
/8. 7e-05: 243: 62//AQ284667 

F-PLACE1005698//Human membrane-associated lectin t 
ype-C mRNA. //1.9e-63: 374: 85//H98457 
F-PLACE1005727//Plasmodium falciparum chromosome 
2, section 59 of 73 ofthe complete sequence. //0. 6 10 
9:633:57//AE001422 

F-PLACE1005730//HSJ026_B1J11_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2026 Col =21 Row=P, genomic surveysequenc 
e. //2. 0e-24: 286: 74//AQ231147 
F-PLACE1005739//Hus musculus IFN-gamma induced (Mg 
11) mRNA, complete cds.//2.8e-55:621:71//U15635 
F-PLACE1005755//HS_2213_A2_H11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2213 Col =22 Row=0, genomic surveysequenc 20 
e. //1. 4e-25: 290: 75//AQ136844 
F-PLACE1005763//Rat medium-chain S-acyl fatty acid 
synthetase thio esterhydrol ase (MCH), complete cd 
s.//4.5e-40:297:70//M16200 

F-PLACE1005799//R.norvegicus mRNA for mitochondria 
1 isoform of cytochrome b5. //0. 91: 287: 63//Y12517 
F-PLACE1005802//Homo sapiens PAC clone DJ044L15 fr 
om Xq23, complete sequence. //5. Oe- 109: 530: 98//AC00 
4827 

F-PLACE1005803//HS_3092J1JU0_MF CIT Approved Hum 30 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3092 Col =19 Row=B, genomic surveysequenc 
e.//2.4e-08:76:96//AQ103695 
F-PLACE1005804//Homo sapiens alpha 1,2-mannosidase 
IB mRNA, complete cds.//1.4e-126:636:96//AF027156 
F-PLACE1005813//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, compl ete cds. III. 6e- 154: 739: 98//AF065482 
F-PLACE1005828//Homo sapiens chromosome 17, clone 
hRPC.97LF_3, WORRINGDRAFT SEQUENCE, 1 ordered pie 
ces. 1/2. 2e-37: 355: 77//AC004150 40 
F-PLACE1005834//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-105, complete 
sequence. //0. 00080: 663: 58//AL010283 
F-PLACE1005845//Plasmodium falciparum 3D7 chramoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 00015: 340: 58//AC00415 
3 

F-PLACE1005850//Human DNA sequence from clone 465N 
24 on chromosome lp35. 1-36. 13. Contains two novel 
genes, ESTs, GSSs and CpG islands, compl etesequenc 50 
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e.//1.8e-46:278:85//AL031432 
F-PLACE1005851 

F-PLACE1005876//B.taums mRNA for cleavage and pol 
yadenylation specificity factor. //5.0e-120: 701: 89/ 
/X75931 

F-PLACE1005884//CIT-HSP-2333012.TR CIT-HSP Homo sa 
piens genomic clone 2333012, genomic survey sequen 
ce. Ilk. 6e-78: 385: 98//AQ039226 
F-PLACE1005890//Schizosaccharomyces pombe beml/bud 
5 suppressor (Bem46+)mRNA, partial cds.//9. 3e-16:6 
38: 57//U29892 

F-PLACE1005898//Rattus norvegicus A-kinase anchori 
ng protein AKAP150 mRNA, complete cds. //1.0: 178:65 
//U67136 

F-PLACE1005921//M. musculus mRNA for immunity assoc 
i ated protei n 38. 116. 6e- 17: 614: 59//Y08026 
F-PUCE1005923//RPCI11-33G19.TJ RPCI-11 Homo sapie 
ns genomic clone RPCI-11-33G19, genomic survey seq 
uence. 1 1 A. 0e-10: 535: 57//AQ046151 
F-PLACE1005925//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 537K23, WORKING DRAFT S 
EQUENCE. //0. 17: 159: 65//AL034405 
F-PLACE1005932 

F-PLACE1005934//H. sapiens CpG island DNA genomic H 
sel fragment, clone 165g2, forward read cpgl65g2.f 
tla.//8.3e-43:247:93//Z57153 
F-PLACE1005936//F.rubripes GSS sequence, clone 069 
K22aG2, genomic surveysequence. //0. 91 : 1 16: 68//AL01 
4719 

F-PLACE1005951//Rhodobacter sphaeroides DMS0/TMA0- 
sensor kinase (dorS) ,DMS0/TMA0- response regulator 
(dorR), DMS0/TMA0- cytochrome c- containing subunit 
(dorC), DMSO-membrane protein (dorB), and DMS0/TMA 
0- reductase (dorA) genes, complete cds. //0. 0022: 49 
5:59//AF016236 

F-PLACE1005953//Homo sapiens PAC clone DJ0320J15 f 
rom Xq23, complete sequence. //2.9e-05: 442: 61//AC00 
4081 

F-PLACE1005955//Caenorhabditis elegans cosmid F01F 

l.//4.3e-20:409:64//U13070 

F-PLACE1005966//P. falciparum aarp3 gene, exon.//0. 

0083: 270: 64//Y08925 

F-PLACE1005968 

F-PLACE1005990//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-407G6, WORKING DRAFT SEQUENCE, 51 order 
ed pi eces. Ill . Oe- 100: 513: 96//AC005866 
F-PLACE1006002//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 229A8, WORKING DRAFT SE 
QUENCE. III. 5e-54: 444: 77//Z86090 
F-PLACE1006003//HS-1059-A2-G01-MF.abi CIT Human Ge 
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nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 781 Col =2 Row=M, genomic survey sequence.// 
3.4e-05:214:64//B44442 

F-PLACE1006011//Mus musculus poly-(ADPribosyl)-tra 
nsferase homolog PARPmRNA, complete cds.//4.3e-71: 
580: 79//AF072521 

F-PLACE1006017//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-113A6 -complete genomic sequence, c 
omplete sequence. //8. 6e-32: 177: 83//AC002299 
F-PLACE1006037//Hus musculus B6D2F1 clone 2C11B mR 10 
NA.//1.8e-34:269:83//U01139 
F-PLACE1006040//Homo sapiens mRNA for alpha endosu 
lfine. //3. 4e-147: 719: 97//X99906 
F-PLACE1006076//Homo sapiens DNA sequence from PAC 

79C4 on chromosome lq24. Contains the PHX1 gene, 
coding for two alternative forms of the Paired Hes 
oderm Homeobox protein 1 (PMX-1, PH0X-1). Contains 

ESTs, STSs andBAC end sequences (GSSs), complete 
sequence. //0. 37: 332: 62//Z97200 

F-PLACE1006119//Homo sapiens Ran-GTP binding prote 20 
i n mRNA, parti al cds. //1 . 3e- 145: 679: 99//AF039023 
F-PLACE1006129 

F-PLACE1006139//Saccharomyces cerevisiae chromosom 
e VI cosmid 9965. //4.8e-27:693:60//D44597 
F-PLACE1006143//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 16915, WORKING DRAFT SE 
QUENCE. //4. 7e-46: 435: 77//Z93015 
F-PLACE1006157//Saguinus oedipus mRNA for membrane 
cofactor protein CD46, complete cds, clone: B2.// 
0.048: 290: 60//D85750 30 
F-PLACE1006159//Homo sapiens chromosome 10 clone C 
I T987SK- 105402 map 10q25, complete sequence. //3. 2e 
- 129: 466: 96//AC005661 

F - PLACE 1 006 1 64//HS_3003 JU_F08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3003 Col =15 Row=K, genomic surveysequenc 
e. //1. 4e-70: 388: 93//AQ1 18200 
F-PLACE1006167//Homo sapiens chromosome 19, cosmid 
F23149, complete sequence. //4.3e-78: 385: 86//AC005 
239 40 
F-PLACE1006170//House mRNA for alpha-adaptin (Q.I 
/3. 5e-91:630:84//X14972 

F-PLACE1006187//Homo sapiens cyclin E2 mRNA, compl 
ete cds. //3. 9e-149: 694: 99//AF091433 
F-PLACE1006195//Homo sapiens Xp22 BAC GS-607H18 (G 
enome Systems Human BAC library) complete sequenc 
e. //2. 5e- 16: 283: 70//AC003658 
F-PLACE1006196//Mouse RNA helicase and RNA-depende 
nt ATPase from the DEAD box family mRNA, complete 
cds. //2. 2e-94: 648: 84//L25125 50 
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F-PLACE1006205//Human Xp22 cosmid U250A9, complete 

sequence. //0. 15: 533: 58//D75931 
F-PLACE1006223//F24L20-T7 IGF Arabidopsis thai i ana 

genomic clone F24L20, genomic survey sequence. //0. 
0068: 175: 64//B19803 

F-PLACE1006225//CIT-HSP-2335I23.TF CIT-HSP Homo sa 
pi ens genomic clone 2335123, genomic survey sequen 
ce. III. le- 19: 149: 90//AQ039880 
F-PLACE1006236//Human chromosome 12pl5 BAC clone C 
IT987SK-99D8 compl etesequence. 110. 51: 290: 58//U9132 
7 

F-PLACE1006239//Homo sapiens BAC clone RG118D07 fr 
om 7q31, complete sequence. 111. 4e- 158: 452: 96//AC00 
4142 

F-PLACE1006246//RPCI11-36I23.TK RPCI-11 Homo sapie 
ns genomic clone RPCI-11-36I23, genomic survey seq 
uence. 111. 6e-31: 176: 97//AQ045400 
F-PLACE1006248//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds.//2.3e-166:791:98//AB014548 
F-PLACE1006262//342E3.TVD CIT978SKA1 Hobo sapiens 
genomic clone A-342E03, genomic survey sequence.// 
1.0:228:63//B16447 

F-PLACE1006288//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20N2, WORKING DRAFT SEQ 
UENCE. I IB. 6e-172: 809: 99//AL031320 
F-PLACE1006318 

F-PLACE1006325//Homo sapiens PAC clone DJ0988L12 f 
rom 7qll.23-q21.1, complete sequence. 110. 079: 396: 5 
9//AC004454 

F-PLACE1006335//Mouse I g third hypervariable regio 
n (HCDR3), nonproductively rearranged alpha- chain 
gene VHSB32-D-JH2 region. //1.0: 90: 67//M55721 
F-PLACE1006357//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. 110. 16: 445: 56//AC005504 
F-PLACE1006360//Plasmodium falciparum MAL3P7, comp 
lete sequence. //6. le-05: 625: 57//AL034559 
F-PLACE1006368//X.laevis mRNA for KLP2 protein.// 
3.0e-25:376:68//X94082 

F-PLACE1006371//Homo sapiens chromosome 16, cosmid 
clone 360H6 (LANL), complete sequence. //2.0e- 146: 
711:97//AC004232 
F-PIACE1006382 

F-PLACE1006385//Homo sapiens epsin 2a mRNA, compl e 
te cds. 115. le- 110: 539: 97//AF062085 
F-PLACE1006412//Homo sapiens BAC clone GS588G18 fr 
om 7pl2-pl4, completesequence.//1.3e-23:463:68//AC 
005029 

F-PLACE1006414//Homo sapiens PCAF associated facto 
r 65 alpha mRNA, complete cds.//1.3e-109:525:98//A 
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F- PLACE1 006438//Homo sapiens mRNA for KIAA0557 pro 
tein, partial cds. //6. 9e-23: 531: 65//AB011129 
F-PLACE1006445//HS_307LA1_C1LMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3071 Col =21 Row=E, genomic surveysequenc 
e. //4. 7e-74: 392: 95//AQ103347 
F-PLACE1006469//Rhodobacter capsulatus strain SB10 
03, partial genome. //I. le-40: 686: 65//AF010496 
F-PLACE1006470//T.brucei kinetoplast max! circle va 10 
riable region DNA. //0. 99: 250: 59//Z15118 
F-PLACE1006482//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 447C4, WORKING DRAFT SE 
QUENCE. //4. 3e-120: 328: 98//AL021977 
F-PLACE1006488//Canine mRNA for 68kDA subunit of s 
i gnal recognl ti on parti cl e (SRP68) . //6. 5e-86: 478: 9 
1//X53744 
F-PLACE1006492 
F-PLACE1006506 

F-PLACE1006521//Homo sapiens BAC clone RG281G05 fr 20 
om 7pl5-p21 , completesequence. //0. 0010: 547: 58//AC0 
05083 

F-PLACE1006531//0ryctolagus cuniculus translation 
initiation factor eIF2C mRNA, complete cds.//2.6e- 
84:625:80//AF005355 

F-PLACE1006534//Caenorhabditis elegans cosmid Y40H 
7A, complete sequence. //0. 00031: 671 : 58//AL033510 
F-PLACE1006540 

F-PLACE1006552//P. falciparum glutamic acid- rich pr 
otei n gnen, compl ete cds. //6. Oe- 10: 636: 59//J03998 30 
F-PLACE1006598//Homo sapiens BAC clone NH0539B24 f 
rom 7pl5. l-pl4, complete sequence. //9. 8e-25: 170: 77 
//AC006044 

F-PLACE1006615//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, compl e 
te cds.//6.7e-167:781:99//U97670 
F-PLACE1006617//Homo sapiens Xp22 BAC GSHB-433024 
(Genome Systems HumanBAC library) complete sequenc 
e.//0.98:514:59//AC004470 

F-PLACE1Q06626//H. sapiens DNA 3' flanking simple s 40 
equence region clone wg2c3.//0. 00079: 206: 62/ /X7658 
9 

F-PIACE1006629//Human BAC clone RG333F24 from 7ql 
1.2-q21, complete sequence. //0. 0012: 576: 57//AC0040 
15 

F-PLACE1006640//P. falciparum complete gene map of 
plastid-like DNA (I R-B) . //0. 0018: 588: 59//X95276 
F-PLACE1006673//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pi eces. //0. 0028: 469: 58//AC004688 50 
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F-PLACE1006678//Mus musculus UDP-Gal:betaGlcNAc be 
ta 1,3-galactosyltranferase-I (b3GTl) gene, compl e 
te cds. //0. 00011: 184: 64//AF029790 
F-PLACE1006704//Mus musculus dentin sialophosphopr 
otein precursor (DSPP)mRNA, complete cds. //0. 0013: 
380:62//U67916 

F-PLACE1006731//Human DNA sequence from PAC 408N23 
on chromosome 22ql3. Contains HIP, HSC70-INTERACTI 
NG PROTEIN (PROGESTERONE RECEPTOR- ASSOCIATED P48 P 
R0TEIN), ESTs and STS.//1.5e-78: 520: 86//Z98048 
F-PLACE1006754//Homo sapiens chromosome 19, cosmid 
R29124, complete sequence. //1. 9e- 135: 378: 99//AC00 
5626 

F-PLACE1006760//CIT-HSP-2336013.TR CIT-HSP Homo sa 
piens genomic clone 2336013, genomic survey sequen 
ce. //0. 018: 147: 66//AQ039246 
F-PLACE1006779//Plasmodium falciparum chromosome 
2, section 63 of 73 ofthe complete sequence. //2.6e 
-08:823:58//AE001426 

F-PLACE1006782//Homo sapiens clone NH0005N18, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. //0. 043: 252: 
65//AC005487 

F-PLACE1006792//HS_3165_B1_H01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3165 Col=l Row=P, genomic survey sequenc 
e.//1.4e-ll:249:67//AQ149559 
F-PLACE1006795//Mouse eph-related receptor tyrosin 
e kinase (Hek4) mRNA, complete cds. //1.3e- 12: 155:80 
//M68513 

F-PLACE1006800//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-92, complete s 
equence. //6. 7e-05: 391: 62//AL010272 
F-PLACE1006805//paramecium species 1,168 mt dna di 
mer: replication inlt. region. //9.1e-09: 369: 62//K00 
915 

F-PUCE1006815//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 321D2, WORKING DRAFT SE 
QUENCE. //0. 89: 465: 58//AL031033 
F-PLACE1006819//Homo sapiens clone DJ1163L11, comp 
lete sequence. //1. 5e-121: 618: 91//AC005230 
F-PLACE1006829/7Brn-3a=class V P0U transcription f 
actor [mice, CD/CD, embryo fibroblast cells, Genom 
ic f 2160 nt] . //0. 01 1 : 145: 68//S69350 
F-PLACE1006860//Plasmodium falciparum HAL3P7, comp 
lete sequence. Ill, 2e-07: 691: 58//AL034559 
F-PLACE1006867//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 323M4, WORKING DRAFT SE 
QUENCE. Il\, 5e-132: 643: 98//AL033378 
F-PLACE1006878 

F-PLACE1006883//Mycobacterium tuberculosis H37Rv c 
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omplete genome; segment 138/162. //I. 0: 236: 62//Z951 
20 

F-PLACE1006901//Hus musculus t complex testls-spec 
ific protein (Tctex2)gene, t haplotype, promoter s 
equence. 111. 7e-19: 171: 81//U21672 
F-PLACE1006904 

F-PLACE1006917//H. sapiens CpG island DNA genomic 1 
sel fragment, clone 79gl0, forward read cpg79gl0.f 
tla. //I. 3e-21: 131: 98//Z63175 

F-PLACE1006932//Mus musculus FKBP65 binding protei 10 
n mRNA, complete cds.//0.99:248:61//L07063 
F-PLACE1006935//Homo sapiens chromosome 9 duplicat 
ion of the T cell receptor beta locus and trypsino 
gen gene fami 1 i es. //0. 85: 161 : 63//AF029308 
F-PLACE1006956//Bylobates lar involucrin gene, com 
plete cds.//0.077:355:61//M35447 
F-PLACE1006958//Mus musculus osmotic stress protei 
n 94 (0sp94) mRNA, complete cds.//2.9e-89:483:86// 
U23921 

F-PLACE1006961//Saccharomyces cerevisiae mitochond 20 
rial tRNA-Tyr, tRNA-Asn, & tRNA- Met genes. //1.6e-0 
6:651:58//AJ223323 

F-PLACE1006962//H. sapiens irlB mRNA. //7. le-15: 202: 
71//X63417 

F-PLACE1006966//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y105E8, WORKING 
DRAFT SEQUENCE. //1, 7e-26: 451: 61//AL022594 
F-PLACE1006989//cSRL-172A4-u cSRL flow sorted Chro 
mosome 11 specific cosmid Homo sapiens genomic clo 
ne cSRL- 172A4, genomi c survey sequence. //1 . 0: 97: 67 30 
//B03188 

F-PLACE1007014//Rattus norvegicus equilbrative nit 
robenzylthioinosine- insensitive nucleoside transpo 
rter mRNA, complete cds.//4.2e-07:592:58//AF015305 
F-PLACE1007021//Homo sapiens chromosome 19, cosmid 
F16403, complete sequence. //5. le-17: 285: 70//AC005 
777 

F-PLACE1007045//Human DNA sequence from PAC 181N1 
on chromosome X contains ESTs, STS polymorphic CA 
repeat*. //6. 2e- 131: 775: 89//Z82899 40 
F-PLACE1007053//Homo sapiens clone DJ0810E06, WORK 
ING DRAFT SEQUENCE, 8unordered pieces. //1. 7e- 143: 6 
75:99//AC004895 

F-PLACE1007068//Homo sapiens chromosome 17, clone 
hRPK. 214.0 J, completesequence. //1. 3e-131: 652: 97// 
AC005224 

F-PLACE1007097//Homo sapiens DNA sequence from BAC 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 

lucoronidase LIKE pseudogene. Contains a membrane 50 
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protein LIKE pseudogene, a Clyceraldehyde 3-phosph 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. //8. 3e-158: 768: 97//AL021368 
F-PLACE1007105//Mus musculus muskelin mRNA, comple 
te cds. //4. le-124: 687: 91//U72194 
F-PLACE1007111//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomi csequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //4.7e-05: 586: 56//AC00513 
9 

F-PLACE1007112//HS_2234_B2_G10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2234 Col =20 Row=N, genomic surveysequenc 
e.//0.26:200:62//AQ087801 

F-PLACE1007132//CIT978SK-A-211C6.TVB CIT978SK Homo 
sapiens genomic cloneA-211C6, genomic survey sequ 
ence. //1. 3e-40: 255: 92//B72112 
F-PLACE1007140//QN1 orf [Coturnix coturnix, japoni 
ca, K2 neuroretinal cells, mRNA Partial, 3884 nt]. 
//4. 9e-15: 386: 62//S68151 

F-PLACE1007178//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pi eces. //0. 01 1 : 329: 61//AC00 
5140 

F-PLACE1007226//Human lipocortin (LIP) 2 gene, ups 
tream region. //0. 0036: 180: 63//M62899 
F-PLACE1007238//FMR1 {CGG repeats} [human, Fragile 
X syndrome patient, Genomic, 429 nt].//2.8e-08:26 
9: 63//S74494 

F-PLACE1007239//Homo sapiens mRNA for transcriptio 
n elongation factor S-II, hS-II-Tl, complete cds./ 
/6. 3e-57: 405: 87//D50495 

F-PLACE1007242//HS_3006JVLB11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3006 Col =21 Row=C, genomic surveysequenc 
e.//0.088: 191: 59//AQ089443 

F-PLACE1007243//Human transporter protein (gl7) mR 
NA, complete cds.//7.9e-12:245:66//U49082 
F-PLACE1007257//Homo sapiens mRNA for dia-12c prot 
ein. //5. 2e-144: 677: 98//Y15908 
F-PLACE1007274//HS_3003J^1J08JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3003 Col =15 Row=G, genomic surveysequenc 
e. 111. 4e-49: 345: 85//AQ294154 
F-PLACE1007276//Fugu rubripes GSS sequence, clone 
014010aGll. genomic survey sequence. //0. 0052: 228: 6 
2//AL024982 

F-PLACE1007282//F. rubripes GSS sequence, clone 019 
007aB3, genomic surveysequence.//0.024:289:58//AL0 
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F-PLACE1007286//Human Chromosome 16 BAC clone CIT9 
87SK-A-256A9, completesequence. 110. 0048: 185: 69//AC 
002492 

F-PLACE1007301//Dictyostelium discoideum gene for 
TRFA, compl ete cds. //0. 069: 761 : 57//AB009080 
F-PLACE1007317 
F-PLACE1007342 

F-PLACE1007346//Homo sapiens estrogen- responsive B 
box protein (EBBP) mRNA, complete cds.//5.4e-120: 10 
567:98//AF096870 

F-PLACE1007367//Homo sapiens clone RG228D17, W0RKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //1.2e- 59: 61 
3: 75//AC005077 

F-PLACE1007375//Caenorhabditis elegans cosmld D209 

2. //1. 8e-12: 193: 70//U88167 

F-PLACE1007386 

F-PLACE1007402//HS_2170_A2J)12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2170 Col=24 Row=G, genomic surveysequenc 20 
e.//5.6e-06:162:67//AQ125590 
F-PLACE1007409//Homo sapiens mitoxantrone resistan 
ce protein 2 mRNA, complete sequence. //1.6e- 25: 16 
5:93//AF093772 
F-PLACE1007416 

F-PLACE1007450//Homo sapiens DNA from chromosome 1 
9, BAC 33152, compl etesequence.//4.9e- 34: 764: 62//A 
C003973 

F-PLACE1007452//Mus musculus bet3 (Bet3) mRNA, com 
pi ete cds. //4. le- 17: 374: 64//AF041433 30 
F-PLACE1007454//Homo sapiens (clone sl53) mRNA fra 
gment. 11%. le-52: 317: 93//L40391 
F-PLACE1007460//Human DNA sequence from clone 914P 
14 on chromosome Xq23Contains calpain-like proteas 
e gene, DCX (doublecortin) ESTs, CA repeat, GSS, co 
mplete sequence. //0. 0019: 280: 64//AL031117 
F-PLACE1007478//Homo sapiens Chromosome 16 BAC clo 
ne CI T987- SKA- 345G4 -complete genomic sequence, c 
omplete sequence. 111. 5e-24: 362: 71//AC002302 
F-PLACE1007484 40 
F-PLACE1007488//Danio rerio faciogenital dysplasia 
protein (fgd) mRNA, complete cds.//3.8e-14:293:63 
//AF017370 

F-PLACE1007507//Human DNA sequence from clone 105D 
16 on chromosome Xpll.3-11.4 Contains pseudogene s 
imilar to 1 ami nin- binding protein, CA repeat, STS, 
complete sequence. //4. 6e-10: 152: 75//AL031311 
F-PLACE1007511//Homo sapiens chromosome 17, clone 
hRPC. 1 1 10_E_20, compl ete sequence. III. 6e- 139: 477: 9 
8//AC004231 50 
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F-PLACE1007524//Plasmodium falciparum microsatelli 
te 14C sequence. //0. 0055: 395: 59//AF015461 
F-PLACE1007525//Trypanoplasma borelli mitochondrio 
n cytochrome oxidase subunit 1 (coxl), cytochrome 
oxidase subunit 2 (cox2), and apocytochromeb (cyt 
b) genes, complete cds, and complete 9S rRNA gene 
and partial 12SrRNA gene. 110. 0013: 550: 58//U1 1682 
F-PLACE1007537//H. sapiens CpG island DNA genomic H 
sel fragment, clone 198g6, reverse read cpgl98g6. r 
tla.//0.98:121:67//Z60280 

F-PLACE1007544//Mus musculus chromosome 14 marker 
um-m24 GA dinucleotideDNA sequence. 112. 3e- 10: 141: 7 
5//U31508 

F-PLACE1007547//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds.//3.1e-69:733:71//AB014561 
F-PUCE1007557//Drosophila yakuba mitochondrial DN 
A molecule. 110. 022: 393: 61//X03240 
F-PLACE1007583//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 545L17, WORKING DRAFT S 
EQUENCE. //3. 6e-114: 565: 97//AL031665 
F-PLACE1007598//CIT-HSP-2371G14.TF CIT-HSP Homo sa 
pi ens genomic clone 2371G14, genomic survey sequen 
ce. III. Oe-22: 304: 70//AQ111183 
F-PLACE1007618//Homo sapiens chromosome 17, clone 
hRPK. 642 JL21 , compl ete sequence. Ill . 0: 386: 59//AC0 
05245 

F-PLACE1007621 

F-PLACE1007632//Homo sapiens 12pl3.3 PAC RPCI 5-940 
J5 (Roswell Park Cancer Institute Human PAC Librar 
y) compl ete sequence. Ill . Oe-88: 276: 96//AC006064 
F-PLACE1007645//Bovine elastin mRNA, partial cds./ 
/2. le-07: 110: 79//M26132 
F-PLACE1007649 

F-PLACE1007677//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 968D22, WORKING DRAFT S 
EQUENCE. Ill . 2e-21 : 567: 64//AL023755 
F-PLACE1007688//Pseudorabies virus immediate- early 
gene. 112. 2e-05: 287: 66//X15120 
F-PLACE1007690//Caenorhabditis elegans cosmid R07G 
3.//0.40: 122: 70//U23452 

F-PLACE1007697//Mus musculus LIM/homeobox (Lhx3) g 
ene fragment. 110. 85: 117: 71//L40483 
F-PLACE1007705//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 460J8, WORKING DRAFT SE 
QUENCE. 110. 0035: 75: 88//AL031662 
F-PLACE1007706//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds. //1.3e- 147: 709: 97//AF061243 
F-PLACE1007725//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: MBB18, complete sequence./ 
/1.0:510:58//AB005231 
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F-PLACE1007729//Human endogenous retrovirus HML6 p 
roviral clone HML6p, putative leader region, gag, 
pro and pol pseudogenes.//4.8e-136:516:89//U86698 
F-PLACE1007730//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds.//7.9e-155:728:98//AB014585 
F-PLACE1007737//Homo sapiens clone DJ0847008, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //5.8e- 22: 80 
6:60//AC005484 

F-PLACE1007743//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 10 
QUENCE, 3 unordered pieces. //I. le- 06: 510: 56//AC005 
504 

F-PLACE1007746//HS_2268_B1_G10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2268 Col =19 Row=N, genomic surveysequenc 
e. //0. 10: 171: 63//AQ124780 

F-PLACE1007791//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P6, WORKING DRAFT S 
EQUENCE. //0. 63: 241: 58//AL03 1749 
F-PLACE1007807//Homo sapiens chromosome 17, clone 20 
hRPK. 879J)_6, corapletesequence. //I. Oe- 120: 743: 87// 
AC005273 

F-PLACE1007810//Homo sapiens Xp22 BAC GS-607H18 (G 
enome Systems Human BAC library) complete sequenc 
e. //I . Oe- 113: 739: 86//AC003658 
F-PLACE1007829//CIT-HSP-2383J22.TR CIT-HSP Homo sa 
pi ens genomic clone 2383J22, genomic survey sequen 
ce. //I. Oe-47: 254: 97//AQ196438 
F-PLACE1007843//F.rubripes GSS sequence, clone 162 
K02bC12, genomic survey sequence. //1.6e- 10: 148: 72/ 30 
/AL006903 

F-PLACE1007846//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 3/15, W 
0RKING DRAFT SEQUENCE. //3.4e- 177: 844: 98//AP000010 
F-PLACE1007852//House perlecan mRNA, complete cds. 
//8.5e-39:243:90//M77174 

F-PLACE1007858//Homo sapiens mRNA for KIAA0766 pro 

tein, complete cds. //3.9e- 189: 894: 98//AB01 8309 

F-PLACE1007866//CIT-HSP-2353D11.TF.1 CIT-HSP Homo 

sapiens genomic cl one2353Dl 1 , genomic survey seque 40 

nee. //0. 015: 279: 61//AQ263271 

F-PIACE1007877 

F-PLACE1007897 

F-PLACE1007908//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0487.//2.3e-154:755:97//AB00 
7956 

F-PLACE1007946//Human chromosome Y cosmld 56B5 gen 
omic sequence, W0RKINGDRAFT SEQUENCE, //l.le-59: 31 
0: 81//AC003097 

F-PLACE1007954//Homo sapiens BAC clone NH0414C23 f 50 
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rom Y, complete sequence. //2. le-61: 522: 79//AC00615 
7 

F-PLACE1007955//Homo sapiens cyclin-D binding Myb- 
like protein mRNA, complete cds.//2.7e-171:813:98/ 
/AF084530 

F-PLACE1007958//Homo sapiens cAMP-specific phospho 
diesterase 8B (PDE8B)mRNA, partial cds.//2.5e-153: 
730: 98//AF079529 

F-PLACE1007969//Mus musculus myelin gene expressio 
n factor (MEF-2) mRNA, partial cds. //3. 4e-32: 383: 74 
//U13262 

F-PLACE1007990//H. sapiens genomic DNA fragment (cl 
one J31A212R) . //6. 6e-35: 198: 96//Z94758 
F-PLACE1008000//Mus musculus veli 3 mRNA, complete 
cds. //I . 5e- 1 18: 706: 88//AF087695 
F-PLACE1008002//Homo sapiens clone DJ0613C23, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //6.4e- 163: 7 
86: 98//AC005628 

F-PLACE1008044//Rattus norvegicus nuclear pore com 
pi ex protein NUP107 mRNA, complete cds.//1.2e-95:6 
25: 84//L31840 

F-PLACE1008045//Caenorhabditis elegans cosmid F17C 
8, complete sequence. //0. 016: 165: 65//Z35719 
F-PLACE1008080//Human DNA sequence from cosmid Lll 
8G10, Huntington's Disease Region, chromosome 4pl 
6.3.//4.0e-07:251:64//Z68883 
F-PIACE1008095//RPCI11-21F19.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-21F19, genomic survey seq 
uence. //1. 5e-30: 166: 99//B85883 
F-PLACE1008111//Aphidius picipes NADH dehydrogenas 
e 1 gene, mitochondrial gene encoding mitochondria 
1 protein, partial cds.//7.5e-06:414:60//AF069163 
F-PLACE1008122//S.cereyisiae chromosome XV reading 

frame 0RF Y0L125w.//0.046:477:59//Z74867 
F-PLACE1008129//Human Chromosome 15q26. 1 PAC clone 

pDJ290i21 containingfur, fes, and alpha mannosida 
se IIx genes, WORKING DRAFT SEQUENCE, 9 unordered 
pieces. //0. 0068: 446: 57//AC004586 
F-PLACE1008132//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 316D5, WORKING DRAFT SE 
QUENCE. //3. 6e-20: 111: 93//Z82199 
F-PLACE1008177//Mouse mRNA for meiosis- specific nu 
clear structural protein 1 (HNS1), complete cds.// 
2. 5e-88: 866: 73//D14849 

F-PLACE1008181//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 159A1, WORKING DRAFT SE 
QUENCE. //0. 0033: 727: 56//AL034397 
F-PLACE1008198//HSJ073_ J A1_C06^MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3073 Col =11 Row=E, genomic surveysequenc 
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e.//2.3e-12:94:92//AQ171450 

F-PLACE1008201//Homo sapiens clone RG140B11, WORKI 

NG DRAFT SEQUENCE, 1 unordered pieces. //2.5e- 162: 7 

91:97//AC005069 

F-PLACE1008209 

F-PLACE1008231//Mouse testis- specific protein mRN 
A, complete cds. //0. 65: 174: 66//M26332 
F-PLACE1008244//CIT-HSP-2337B4.TR CIT-HSP Homo sap 
iens genomic clone 2337B4, genomic survey sequenc 
e. //6. 7e-28: 165: 95//AQ039317 10 
F-PLACE1008273//B.primigenius mRNA for coat protei 
n gamma-cop. //2.8e-71: 709: 71//X92987 
F-PIACE1008275//D.discoideum actin A-13 gene, 5' f 
lank. //0. 12: 131: 64//M29123 

F-PLACE1008280//Homo sapiens Xp22-175-176 BAC GSHB 
-484017 (Genome Systems Human BAC Library) complet 
e sequence. //0. 01 1 : 96: 73//AC005913 
F-PLACE1008309//Rattus norvegicus putative four re 
peat ion channel mRNA, complete cds. //8. 2e-86: 672: 7 
7//AF078779 20 
F-PLACE1008329//HS_2027_A1_C06_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2027 Col =11 Row=E, genomic surveysequenc 
e.//8.7e-09:116:81//AQ244432 
F-PLACE1008330//Homo sapiens chromosome 19, cosmid 
F21431, complete sequence. //2.2e- 141: 670: 98//AC00 
5176 

F-PLACE1008331//Homo sapiens clone DJ241P17, WORKI 
NG DRAFT SEQUENCE, 7 unordered pieces. 111. le-27: 15 
7: 78//AC005000 30 
F-PLACE1008356//Hom6 sapiens mRNA for KIAA0679 pro 
tein, partial cds. //L le-137: 659: 98//AB014579 
F-PLACE1008368//CIT-HSP- 231 1C9.TR CIT-HSP Homo sap 
iens genomic clone 231 1C9, genomic survey sequenc 
e. 111. le-08: 398: 60//AQ016352 
F-PLACE1008369//HS_2251_B1_A02JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2251 Col =3 Row=B, genomic survey sequenc 
e. III. le-35: 217: 93//AQ066512 

F-PLACE1008392//Homo sapiens chromosome 17, clone 40 
hRPK. 136JJ9, complete sequence. //1. 4e- 11: 403: 64/ 
/AC005856 

F-PLACE1008398//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 215D11, WORKING DRAFT S 
EQUENCE. IIZ. 7e- 144: 681 : 99//AL034417 
F-PLACE1008401//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0366H07; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 28 unorderedpi ece 
s. III. 8e-45: 257: 96//AC004604 

F-PLACE1008402//Homo sapiens mRNA for pi 15, comple 50 



ftlJB 2002-191363 
3424 

te cds.//4. 3e-148: 711: 98//D86326 
F-PLACE1008405//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 089: 672: 56//AC004688 
F-PLACE1008424 

F-PLACE1008426//Homo sapiens genomic DNA of 8p21.3 
-p22 anti- oncogene ofhepatocellular colorectal and 
non- small cell lung cancer , segment 7/11. //l.Oe- 
88:331:84//AB020864 

F-PLACE1008429//Chromosome 22ql3 BAC Clone CIT987S 
K-384D8 complete sequence. //0. 55: 530: 58//U62317 
F-PLACE1008437//CIT-HSP-2376H4.TR CIT-HSP Homo sap 
iens genomic clone 2376H4, genomic survey sequenc 
e. //3. 3e-78: 349: 94//AQ112479 
F-PUCE1008455//HS_2064_B1_E09JR CIT Approved Hum 
an Genomic Sperm. Library D Homo sapiens genomic cl 
one Plate=2064 Col =17 Row=J, genomic surveysequenc 
e. //4. 7e-59: 471: 81//AQ246589 
F-PLACE1008457//Homo sapiens chromosome 17, Neurof 
ibromatosis 1 locus, complete sequence. IIS. 9e- 43: 3 
07: 73//AC004526 

F- PLACE 1 008465//CI T- HSP- 2 1 63F24 . TR CIT-HSP Homo sa 

piens genomic clone 2163F24, genomic survey sequen 

ce.//8.9e-41:210:99//B90014 

F-PLACE1008488//Mus musculus mRNA for testis-speci 

fic protein kinase 1, complete cds. //0. 00013: 516: 58 

//AB003494 

F-PLACE1008524//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 34B21, WORKING DRAFT SE 
QUENCE. III. 3e-161: 778: 98//AL031778 
F-PLACE1008531//Homo sapiens wbscrl (WBSCR1) and r 
epli cation factor C subunit 2 (RFC2) genes, comple 
te cds.//l. le-78: 191: 100//AF045555 
F-PLACE1008532//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 92N15, WORKING DRAFT SE 
QUENCE. //3. 8e-24: 257: 70//Z93097 
F-PLACE1008533//Homo sapiens PAC clone DJ130H16 fr 
om 22ql2. 1-qter, complete sequence. //l.Oe- 13: 215: 7 
1//AC004997 

F-PLACE1008568//Human DNA sequence from PAC 388N15 
on chromosome Xq21. 1. I/O. 66: 263: 64//Z99571 
F-PLACE1008584//Homo sapiens cosmid clone U39B3 fr 
om Xp22. 1-22. 2, complete sequence. III. le-19: 315: 68 
//U73023 

F-PLACE1008603//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds.//1.2e-173:812:98//AB018334 
F-P1ACE1008621//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //3.9e- 09: 19 
8: 71//AC005077 

F-PLACE1008625//Homo sapiens chromosome 5, PAC clo 
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ne 45L14 (LBNL H91), complete sequence. //0. 68: 568: 
59//AC005373 

F-PLACE1008626//HSJ221JV2_F03J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3221 Col =6 Row=K, genomic survey sequenc 
e.//1.7e-13:147:82//AQ180967 
F-PLACE1008627//Cricetulus griseus mRNA for Zn fin 
ger factor. //9. 7e-98: 586: 88//Y12836 
F-PLACE1008629//CIT-HSP-2012I4.TR CIT-HSP Homo sap 
iens genomic clone 201214, genomic survey sequenc 10 
e.//0. 00085: 203: 66//B53732 

F-PLACE1008630//Sequence 26 from Patent W09517522. 
//9. 7e-05:97:80//A45356 

F-PLACE1008643//Human mRNA for inter-alpha- trypsin 
inhibitor family heavy chain- related protein (IHR 

P), complete cds.//1.4e-23:299:64//D38595 

F-PLACE1008650//Homo sapiens pleiotropic regulator 
1 (PLRG1) mRNA, complete cds.//l.le-133:622:99//A 

F044333 

F-PLACE1008693//CIT-HSP-2346F2.TF CIT-HSP Homo sap 20 
iens genomic clone 2346F2, genomic survey sequenc 
e.//0.24:89:76//AQ060732 

F-PLACE1008696//Homo sapiens NADH dehydrogenase- ub 
i qui none Fe-S protein8 23 kDa subunit (NDUFS8) gen 
e, nuclear gene encoding mitochondrial protein, co 
mpl ete cds. //I . 4e-94: 420: 97//AF038406 
F-PLACE1008715//CIT-HSP-2294K20.TR CIT-HSP Homo sa 
pi ens genomic clone 2294R20, genomic survey sequen 
ce. ill. le-70: 349: 98//AQ007199 

F-PLACE1008748//Arabidopsis thai i ana chromosome I 30 
BAC T14N5 genomic sequence, complete sequence. //0. 
14:347:59//AC004260 

F-PLACE1008757//Homo sapiens Xp22 BAC GSHB 526D21 
(Genome Systems HumanBAC library) complete sequenc 
e. //7. 9e-25: 244: 71//AC003037 
F-PLACE1008790//Homo sapiens importin alpha 7 subu 
nit mRNA, complete cds.//4.5e-120:503:97//AF060543 
F-PLACE1008798//Human Chromosome 16 BAC clone CIT9 
87SK- A-270G1 , compl etesequence. //0. 00026: 370: 61//A 
F001549 40 
F-PLACE1008807//CIT-HSP-2334B19.TF CIT-HSP Homo sa 
pi ens genomic clone 2334B19, genomic survey sequen 
ce. //3. 3e-08: 220: 65//AQ036643 
F-PLACE1008808//Homo sapiens exonuclease homolog R 
AM (RAM) mRNA, complete cds. //1.7e- 120: 470: 97//A 
F030933 

F-PLACE1008813//Rattus norvegicus rsecl5 mRNA, com 
pi ete cds. Ill, 8e-87: 504: 89//AF032668 
F-PLACE1008851//Homo sapiens DNA sequence from PAC 
163M9 on chromosome lp35. l-p36. 21. Contains prote 50 



WW 2002-191363 
3426 

in synthesis factor (eIF-4C), D1F15S1A pseudogene, 
ESTs, STS, GSS, complete sequence. //4.0e-21: 212: 7 
4//AL021920 
F-PUCE1008854 

F-PLACE1008867//Human DNA sequence from clone J428 
A131, WORKING DRAFT SEQUENCE. //4.7e- 77: 477: 84//Z82 
209 

F-PLACE1008887//Homo sapiens BAC clone NH0335J18 f 
rom 2, complete sequence. //3.4e-53: 699: 70//AC00553 
9 

F-PLACE1008902//Mouse G-alpha-13 protein mRNA, com 
pi ete cds. //2. le-06: 164: 68//M63660 
F-PLACE1008920//Homo sapiens mRNA for KIAA0765 pro 
tein, partial cds.//6.4e-158:753:98//AB018308 
F-PLACE1008925//Homo sapiens chromosome 16pll.2 BA 
C clone CIT987SK-A-180G2, WORKING DRAFT SEQUENCE, 
5 unordered pieces. //0. 00013: 400: 63//AC002042 
F-PLACE1008934//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1104E15, WORKING DRAFT 
SEQUENCE. //7. 4e-05: 145: 71//AL022312 
F-PLACE1008941//Human zinc finger protein (ZNF141) 
mRNA, complete cds.//4.3e-41:282:87//L15309 
F-PLACE1008947//Pseudorabies virus with upstream a 
nd downsteam sequences. //5.9e- 15: 710: 60//M34651 
F-PLACE1009020//HS_3051_B1_H01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3051 Col=l Row=P, genomic survey sequenc 
e. //1 . 9e-21 : 167: 86//AQ253727 
F-PLACE1009027//Human DNA sequence from clone 914P 
14 on chromosome Xq23Contains cal pain- like proteas 
e gene, DCX (doublecortin) ESTs, CA repeat, GSS, co 
mpl ete sequence. //4. le- 1 52: 763: 97//AL031 1 1 7 
F-PLACE1009039//HS_2034Jtf_F08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2034 Col=16 Row=K, genomic surveysequenc 
e. //0. 17: 252: 59//AQ230137 

F-PLACE1009045//HS_3185_B2_B03_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3185 Col =6 Row^D, genomic survey sequenc 
e. //1. 9e-34: 260: 86//AQ172861 
F-PLACE1009048//Pig pituitary glycoprotein hormone 
alpha subunit gene, 5' flank and exon l.//4.7e-70: 
463:80//D00766 

F-PLACE1009050//Homo sapiens 12ql3.1 PAC RPCI3-197 
B17 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //0. 63: 280: 61//AC004241 
F-PLACE1009060//Mus musculus mRNA for Alix (ALG-2- 
interacting protein X), complete CDS.//5.9e-113:72 
5: 85//AJ005073 

F-PLACE1009090//Human DNA sequence *** SEQUENCING 
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IN PROGRESS *** from clone 1045J21, WORKING DRAFT 
SEQUENCE. //9. le-27: 222: 84//AL021919 
F-PLACE1009091//Homo sapiens clone DJ0968I 16 t comp 
1 ete sequence. //0. 027: 630: 58//AC006016 
F-PLACE1009094 

F-PLACE1009099//Mouse zinc finger protein (mkr4) m 
RNA, partial cds. //2. le-85: 726: 76//M36515 
F-PLACE1009110 

F-PLACE1009111//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 138B7, WORKING DRAFT SE 10 
QUENCE. //6. Oe-12: 362: 64//Z98752 
F-PLACE1009113//Homo sapiens X-ray repair cross-co 
mplementing protein 3(XRCC3) mRNA, complete cds.// 
3. 4e- 138: 671: 97//AF035586 

F-PLACE1009130//Buman mRNA for KIAA0032 gene, comp 
lete cds.//3.6e-23:718:59//D25215 
F-PLACE1009150//Homo sapiens *** SEQUENCING IN PRO 
GRESS ***, WORKING DRAFT SEQUENCE. //6. le- 142: 684: 9 
8//AJ011929 

F-PLACE1009155//Homo sapiens genomic DNA, chranoso 20 
me 21qll.l, segment 2/28, WORKING DRAFT SEQUENCE./ 
/4.3e-36:227: 77//AP000031 

F-PLACE1009158//H. sapiens genomic sequence for ERC 
C2 gene 3' region involved in DNA excision repair./ 
/1.0: 173: 60//X52222 
F-PLACE1009166 

F-PLACE1009172//Human BAC clone 7E17 from 12q, com 
pi ete sequence. //4. Oe-35: 257: 85//AC002070 
F-PLACE1009174//Homo sapiens Xp22 bins 16-17 BAC G 
SHB-531I17 (Genome Systems Human BAC Library) comp 30 
1 ete sequence. III. 9e- 19: 288: 72//AC004805 
F-PLACE1009183//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MHJ24, complete sequence./ 
/0.053:388:60//AB008266 

F-PLACE1009186//Rattus norvegicus fracture callus 
1 (FxCl) mRNA, complete cds. //1.8e- 50: 317: 89//AF06 
1242 

F-PLACE1009190//RPCI11-81N5.TJ RPCI11 Homo sapiens 
genomic clone R-81N5, genomic survey sequence. //0. 
91:114:67//AQ281881 40 
F-PLACE1009200//CITBI-E1-2509J16.TF CITBI-E1 Homo 
sapiens genomic clone2509J16, genomic survey seque 
nee. III. 8e-44: 175: 83//AQ262198 
F-PLACE1009230//H. sapiens gene for pregnancy speci 
fic beta-1 glycoprotein. III. le- 106: 495: 88//X63203 
F-PLACE1009246//HS_3058_B1_A06_MF CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3058 Col =11 Row=B, genomic surveysequenc 
e.//0. 10: 175:68//AQ185945 

F-PLACE1009298//Hus musculus maternal -embryonic 3 50 
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(Mem3) mRNA, completecds.//1.8e-94:575:89//U47024 
F-PLACE1009308//Human clone mcag32 chromosome 7 CT 
G repeat region. //0. 0017: 350: 62//U23862 
F-PLACE1009319//Homo sapiens post-synaptic density 
protein 95 (PSD95) mRNA, complete cds.//3.0e-06:4 
11:59//U83192 

F-PLACE1009328//Human DNA sequence *** SEQUENCING 
IN PROGRESS **♦ from clone 191P20, WORKING DRAFT S 
EQUENCE. 115. 7e-138: 830: 86//AL034399 
F-PLACE1009335//Human (lambda) DNA for immunoglobi 
n light chain. 110. 071: 253: 62//D87015 
F-PLACE1009338//RPCI11-74N24.TV RPCI11 Homo sapien 
s genomic clone R-74N24, genomic survey sequence./ 
/2.4e-34:180: 100//AQ268811 
F-PLACE1009368 
F-PLACE1009375 

F-PLACE1009388//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1014D13, WORKING DRAFT 
SEQUENCE. III. Oe-37: 288: 84//AL022311 
F-PLACE1009398//Human DNA binding protein (HPF2) m 
RNA, complete cds. //4.3e- 78: 730: 74//M27878 
F-PLACE1009404//SmD homolog [mice, liver, mRNA Par 
tial , 199 nt] . HQ. 16: 95: 71//S71494 
F-PLACE1009410//Homo sapiens chromosome 17, clone 
hRPK. 142JJ9, complete sequence. III. 6e-150: 701: 99 
//AC005919 

F-PLACE1009434//Mus musculus clone 0ST431, genomic 
survey sequence. III. 9e-73: 442: 88//AF046700 
F-PLACE1009443//Mycobacterium tuberculosis H37Rv c 
omplete genome; segment 148/162. HQ. 012: 582: 56//AL 
022022 

F-PLACE1009444//Homo sapiens phosphatidyl inositol 
4-kinase 230 (pi4K230)mRNA, complete cds.//4.6e-2 
1:146:93//AF012872 

F-PLACE1009459//Hus musculus clone 0ST9217, genomi 
c survey sequence. //2.9e-31: 264: 81 //AF046660 
F-PLACE1009468//Sequence 1 from patent US 5580968. 
//1.9e-83: 567: 84//1 30536 

F-PLACE1009476//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-67A1, complete sequence. //1.9e- 142: 7 
04: 97//AC004531 

F-PLACE1009477//Human llpl4.3 PAC clone pDJ939ml6, 
complete sequence. III. 2e-09: 235: 68//AC004601 
F-PLACE1009493//Human Chromosome 16 BAC clone CIT9 
87SK-A-363E6, completesequence. III. 9e-83: 171: 92//U 
91321 

F-PLACE1009524//Homo sapiens DNA sequence from PAC 
63G5 on chromosome 22ql2. 3-13. 1. Contains part of 
a gene for a human SEC7 homolog B2-1 (cytohesin- 

2, Arno, ARF exchange factor) LIKE protein, an unk 
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nown gene and a gene coiling for a Leucine rich pro 
tein. Contains ESTs, STSs and GSSs, complete seque 
nee. //3. 8e-69: 175: 92//Z94160 
F-PLACE1009539//Mus musculus synaptojanin 2 isofor 
m al pha mRNA, compl etecds. //7. Oe-26: 237: 78//AF0418 
62 

F-PLACE1009542//Human DNA sequence from clone 1039 
K5 on chromosome 22ql2.3-13.2 Contains gene simila 
r to PICK1 perinuclear binding protein, genesimila 
r to monocarboxylate transporter (MCT3), ESTs, ST 10 
S, GSS and a CpCisland, complete sequence. 11%. le-1 
0:126:79//AL031587 

F-PIACE1009571//RPCI11-60K12.TK RPCI11 Homo sapien 
s genomic clone R-60K12, genomic survey sequence./ 
/1 . 4e-05: 68: 91//AQ195869 
F-PLACE1009581 

F-PLACE1009595//Homo sapiens chromosome 5, PI clon 
e 1029A7 (LBNL H15), complete sequence. //6.6e- 19: 3 
09:70//AC003959 

F-PLACE1009596//Rattus norvegicus platelet-activat 20 
ing factor acetyl hydrolase beta subunit (PAF-AH be 
ta) gene, complete cds.//9.0e-09:485:59//AF016049 
F-PLACE1009607//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 409J21, WORKING DRAFT S 
EQUENCE. //4. 9e-43: 714: 66//Z83824 
F-PLACE1009613//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. //0. 017: 655: 57//AC004 157 
F-PLACE1009621 

F-PLACE1009622//HS-1016-B2-E08-MF.abi CI T Human Ge 30 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 791 Col =16 Row=J, genomic survey sequence./ 
/2.7e-15:100:98//B33248 

F-PLACE1009637//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 63: 130: 67//AC005308 
F-PLACE1009639//S.pombe chromosome II cosmid c24E 
9. //0.86:509:58//AL021816 

F-PLACE1009659//Homo sapiens mRNA for KIAA0587 pro 
tein, complete cds. //1.4e-171: 816: 98//AB011159 40 
F-PLACE1009665//Homo sapiens chromosome 17, clone 
HCIT462L7, complete sequence. //3.4e-67: 437: 87//AC0 
05177 

F-PLACE1009670//Homo sapiens genethonin 1 mRNA, co 
mplete cds. //2. 5e- 147: 701 : 98//AF062534 
F-PLACE1009708//Homo sapiens clone DJ0935K16, comp 
lete sequence. //I. 5e-98: 228: 100//AC006011 
F-PLACE1009721 //Human Cosmid g0771a222 from 7q3L 
3, compl ete sequence. //2. 2e- 130: 736: 91//AC000109 
F-PLACE1009731//M.musculus mRNA for immunity assoc 50 
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iated protein 38. //I. le-13: 311: 64//Y08026 
F-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA, com 
pi ete cds. //4. 2e- 125: 602: 98//AF046024 
F-PLACE1009794 

F-PLACE1009798//Human DNA sequence from clone 1189 
B24 on chromosome Xq25-26.3. Contains NADH-Ubiquin 
one Oxidoreductase MLRQ subunit (EC 1.6. 5. 3, EC 1. 
6.99.3, CI -MLRQ), Tubulin Beta and Proto-oncogene 
Tyrosine-proteinKinase FER (EC 2.7.1.112, P94-FER, 
C-FER, TYK3) pseudogenes, and part of a novel gen 
e similar to hypothetical proteins S. pombe C22F3. 
14C and C. elegans C16A3.8. Contains ESTs, an STS 
and GSSs, complete sequence. //1.3e-73: 271: 84//AL03 
0996 

F-PLACE1009845 

F-PIACE1009861//B.tauris cathepsin B mRNA, 3' end. 
//0. 00023: 147:65//H64620 

F-PUCE1009879//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 159A1, WORKING DRAFT SE 
QUENCE. //4. 9e-27: 725: 63//AL034397 
F-PLACE1009886//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 167A19, WORKING DRAFT S 
EQUENCE. //8. 2e-12: 135: 82//AL031427 
F-PLACE1009888//F14G3-T7 IGF Arabidopsis thai i ana 
genomic clone F14G3, genomic survey sequence. //0. 0 
044:232:60//AQ251431 

F-PLACE1009908//S. pombe chromosome I cosmid c3F10. 
//I. 5e-19: 559: 59//Z69369 

F-PLACE1009921//Homo sapiens cosmid clone HDAB (IS 
149) insert DNA, complete cosmid. //5.9e-48: 304: 87/ 
/M63005 

F-PLACE1009924//Homo sapiens chromosome 16pll.2 BA 
C clone CIT987SK-201104, WORKING DRAFT SEQUENCE, 4 

unordered pi eces. //2. 4e- 51 : 481 : 78//AC004529 
F-PLACE1009925//nbxb0027C22r CUGI Rice BAC Library 

Oryza sativa genomicclone nbxb0027C22r, genomic s 
urvey sequence. //0. 98: 220: 67//AQ272066 
F-PLACE1009935//Sequence 16 from patent US 555228 

1. //0. 030: 152: 67//1 25655 

F-PLACE1009947//Homo sapiens clone GS096J14, W0RKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //2.6e- 12: 32 
2: 67//AC006026 
F-PLACE1009971 

F-PLACE1009992//HS_3178_B1JF04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3178 Col =7 Row=L, genomic survey sequenc 
e.//4.9e-23: 142: 95//AQ150311 
F-PLACE1009995//Caenorhabditis elegans cosmid C01A 

2, compl ete sequence. //0. 00019: 231 : 64//Z81029 
F-PLACE1009997//Rattus norvegicus A- kinase anchori 
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ng protein ARAP 220 mRNA, complete cds.//7.9e-87:5 

52:80//U48288 

F-PLACE1010023 

F-PLACE1010031//Human DNA sequence from clone 30M3 
on chromosome 6p22. 1-22.3. Contains three novel g 
enes, one similar to C. elegans Y63D3A.4 andone si 
milar to (predicted) plant, worm, yeast and archae 
a bacterial genes, and the first exon of the KIAAO 
319 gene. Contains ESTs, GSSs and putative CpG isl 
ands, complete sequence. //6.9e-101: 181: 98//AL03177 10 
5 

F-PLACE1010053//M.musculus Spnr mRNA for RNA bind! 
ng protei n. //2. 3e- 136: 689: 95//X84692 
F-PLACE1010069//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 212A2, WORKING DRAFT SE 
QUENCE. 110. 0090: 383: 60//Z951 14 
F-PLACE1010074//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds.//1.8e-166:792:98//AF065482 
F-PIACE1010076//House mRNA for TGF-beta type I rec 
eptor, complete cds.//7.5e-13: 203: 77//D25540 20 
F-PLACE1010083//Homo sapiens mRNA for KIAA0456 pro 
tein, partial cds.//3.0e-152:727:98//AB007925 
F-PLACE1010089//HS_3111JU_E08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3111 Col =15 Row=I, genomic surveysequenc 
e.//4.8e-07:124:78//AQ101268 
F-PLACE1010096//R.norvegicus mRNA for 100 kDa prot 
ein. III. 2e- 108: 700: 85//X64411 
F-PLACE1010102//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 30 
ENCE, 7 unordered pieces. 112. le-07: 476: 60//AC00550 
6 

F-PLACE1010105//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds.//3. 8e-25: 728: 60//AF0595 
69 

F-PLACE1010106//Human DNA sequence from PAC 127B14 
on chromosome Xq22.//6.5e-25:488:63//Z93928 
F-PLACE1010134//S.pombe chromosome I cosmid c29Bl 
2. //1. 9e-13: 238: 67//Z99164 

F-PLACE1010148//Homo sapiens partial human cDNA (6 40 
60 bp) . //4. 8e-83: 409: 98//AJ222636 
F-PLACE1010152//CIT-HSP-2381F24.TF CIT-HSP Homo sa 
pi ens genomic clone 2381F24, genomic survey sequen 
ce. //1.5e-28: 163: 98//AQ196757 
F-PLACE1010181//Homo sapiens PAC clone DJ1139I01 f 
rom Xq23, complete sequence. 112. 4e- 15: 197: 72//AC00 
4973. 

F-PLACE1010194//Ictalurus punctatus tumor supresso 
r p53 mRNA, complete cds.//3.0e-14: 181: 74//AF07496 
7 50 
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F-PLACE1010202//Homo sapiens mRNA for MBNL protei 
n.//1.2e-27:509:66/A13829 
F-PLACE1010231//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 287G14, WORKING DRAFT S 
EQUENCE. 1/2. 3e-101: 194: 95//AL033377 
F-PLACE1010261//Homo sapiens mRNA for KIAA0448 pro 
tein, complete cds.//5.8e-145:693:97//AB007917 
F-PLACE1010270//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. 111. le-05: 347: 60//AC00471 
0 

F-PLACE1010274//Caenorhabditis elegans cosmid C01A 
2, compl ete sequence. 110. 00040: 231 : 64//Z81029 
F-PLACE1010293//Homo sapiens chromosome 2 PAC RPCI 
3-417E16 (Roswell ParkCancer Institute Human PAC 1 
ibrary) complete sequence. //6. 5e- 25: 344: 70//AC0044 
64 

F-PLACE1010310//Hamo sapiens DNA sequence from PAC 
329E20 on chromosome lp34. 4-36. 13. Contains endoth 
elin-converting-enzyme 1 (ECE-1), EST, STS,CA repe 
at, complete sequence. //3.5e- 10: 185: 67//AL031005 
F-PLACE1010321//Human DNA sequence from clone 299D 
3 on chromosome 22ql3.3, complete sequence. 110. 01 
0: 524: 58//Z84468 

F-PUCE1010324//CIT-HSP-2335J21.TR CIT-HSP Homo sa 
pi ens genomic clone 2335J21, genomic survey sequen 
ce. //9. le-90: 448: 97//AQ041837 
F-PLACE1010329//Apis mellifera ligustica complete 
mitochondrial genome. 112. 8e-08: 384: 64//L06178 
F-PUCE1010341//HS-1047-A2-C04-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 830 Col =8 Row=E, genomic survey sequence.// 
4.1e-21:141:92//B38252 

F-PLACE1010362//Hycobacterium tuberculosis H37Rv c 
omplete genome; segment 155/162. 110. 94: 398: 57//AL0 
22121 

F-PLACE1010364//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y102G3, WORKING 
DRAFT SEQUENCE. 1/0. 11: 404: 56//AL020985 
F-PLACE1010383//Homo sapiens chromosome 17, clone 
hCIT. 186_H_2, completesequence. //0. 066: 88: 76//AC00 
4675 

F-PLACE1010401//CIT-HSP-2367K17.TR CIT-HSP Homo sa 
piens genomic clone 2367K17, genomic survey sequen 
ce. //2. 4e-71 : 454: 88//AQ076825 
F-PLACE1010481//Bos taurus C5-glucuronyl epimerase 
mRNA, partial cds.//7.5e-134:722:93//AF003927 
F-PLACE1010491//Homo sapiens Cre binding protein-1 
ike 2 mRNA, complete cds.//2.2e-150:702:99//AF0390 
81 
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F-PUCE1010492 

F-PLACE1010522//Hoido sapiens cosmld LH1937 from Xq 
28. //0. 022: 405: 60//U82695 

F-PLACE1010529//Sequence 1 from patent US 5776717. 
//2. 9e-145: 684: 98//AR016417 
F-PLACE1010547//Human DNA sequence from clone 790B 
6 on chromosome 20pll.22-12.2. Contains STSs and C 
SSs, compl ete sequence. //1 . 0: 283: 61//AL031677 
F-PLACE1010562//RPCI 11-651 16. TK RPCIU Homo sapien 
s genomic clone R-65I16, genomic survey sequence./ 10 
/0. 017: 216: 67//AQ200831 

F-PLACE1010579//Homo sapiens full length insert cD 
NA YI23D12. //3. 9e-19: 147: 89//AF075014 
F-PLACE1010580//Mouse RNA helicase and RNA-depende 
nt ATPase from the DEAD box family mRNA, complete 
cds. 7/6. 4e-96: 559: 89//L25125 
F-PLACE1010599//Homo sapiens peroxisomal membrane 
anchor protein HsPexl4p (PEX14) mRNA, complete cd 
s. //3. le-146: 707: 97//AF045186 

F-PLACE1010616//Plasmodium falciparum 3D7 chromoso 20 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 045: 454: 59//AC005308 
F-PLACE1010622//Plasmodium falciparum HAL3P2, comp 
1 ete sequence. //9. le-07: 378: 60//AL034558 
F-PLACE1010624//Streptomyces coelicolor cosmid 5A 
7.//1.4e-05:518:61//AL031107 
F-PLACE1010628//Homo sapiens clone DJ0647C14, WORK 
ING DRAFT SEQUENCE, 21unordered pieces. //5.0e- 137: 
675: 97//AC004846 

F-PLACE1010629//Homo sapiens Chromosome 16 BAC clo 30 
ne CIT987SK-A-259H10, complete sequence. //2.5e- 17: 1 
87:80//AC004682 

F-PLACE1010630//Arabidopsis thaliana genomic DNA, 
chromosome 5, TAC clone: K21P3, complete sequence. 
//0. 21: 159: 64//AB016872 

F-PLACE1010631//Homo sapiens clone RG140B11, W0RKI 
NC DRAFT SEQUENCE, 1 unordered pieces. //1. 2e- 144: 7 
20:97//AC005069 
F-PLACE1010661 

F-PLACE1010662//Arabidopsis thaliana DNA chromosom 40 
e 4, BAC clone F7J7 (ESSA proj ect) . //0. 90: 257: 61/ 
/AL021960 

F-PLACE1010702//fluman repressor transcriptional fa 
ctor (ZNF85) mRNA, complete cds.//3. 3e-73:697: 74// 
U35376 

F-PLACE1010714//Human Chromosome 15qll-ql3 PAC clo 
ne pDJ778a2, compl etesequence. //0. 010: 447: 59//AC00 
4583 

F-PLACE1010720//Mouse TPA-induced TIS11 mRNA.//2.0 
e-86:535:88//X14678 50 
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F-PLACE1010739//HSJ013J2J10JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2013 Col=20 Row=D, genomic surveysequenc 
e. //5. 7e-87: 435: 97//AQ235864 
F-PIACE1010743//R.norvegicus mRNA for myr5.//1.7e- 
87: 582:85//X77609 

F-PIACE1010761//Homo sapiens chromosome 17, clone 
hRPK. 294 J_22, compl ete sequence. //4. 7e-45: 235: 99/ 
/AC005921 

F-PIACE1010771//M.musculus HCNGP mRNA.//1.6e-135:8 
01:88//X68061 

F-PLACE1010786//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-15, complete s 
equence. //0. 35: 334: 60//AL010221 
F-PLACE1010800//RPCI11-79H17.TV RPCI11 Homo sapien 
s genomic clone R-79H17, genomic survey sequence./ 
/5.8e-18: 168: 82//AQ284252 
F-PLACE1010802//Human Chromosome X clone bWXD531, 
complete sequence. //1. 6e-30: 693: 63//AC004384 
F-PLACE101081 1//RPCI 11-51N5. TK RPCI11 Homo sapiens 
genomic clone R- 5 1N5, genomic survey sequence. //8. 
3e-ll: 142: 78//AQ052380 

F-PLACE1010833//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 467K16. WORKING DRAFT S 
EQUENCE. 111. 3e-40: 147: 88//AL031283 
F-PLACE1010856//M.musculus mRNA for utrophin.//7.3 
e-17:150:86//Y12229 

F-PLACE1010857//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 11/11. //I. 4e 
-94:422:95//AB020868 

F-PLACE1010870//M.musculus mRNA for ZT3 zinc finge 
r factor. //1 . 3e-93: 530: 90//Z67747 
F-PLACE1010877//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds. //I. le- 147: 694: 98//AB01 1182 
F-PLACE1010891 

F-PLACE1010896//Mouse BAC mbac20 from 14D1-D2 (T-C 
ell Receptor Alpha Locus), complete sequence. //3. 9 
e-26:394:68//AC003997 
F-PLACE1010900 

F-PLACE1010916//HS_2242JU_C04JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2242 Col =7 Row^E, genomic survey sequenc 
e. //1.0e-78: 391: 97//AQ146687 
F-PLACE1010917 

F-PLACE1010925//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 11: 629: 56//AC004688 
F-PLACE1010926//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds. //9.5e- 138: 653: 98//AB01 1126 
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F- PLACE 1 0 1 094 2//Homo sapiens intersectin short for 
m mRNA, complete cds.//5.6e-90:437:98//AF064243 
F-PLACE1010944//Homo sapiens full length insert cD 
NA clone ZD38E12.//1.4e-09:208:68//AF086247 
F-PLACE1010947 

F-PLACE1010954//CIT-HSP-2283D9.TR CIT-HSP Homo sap 
iens genomic clone 2283D9, genomic survey sequenc 
e. //2. le-29: 190: 91//B98965 

F-PLACE1010960//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-52, complete s 10 
equence. //0. 00074: 421: 60//AL010226 
F-PLACE1010965//CIT-HSP-2386K24.TF.1 CIT-HSP Homo 
sapiens genomic clone2386R24 r genomic survey seque 
nee. //1. 8e-84: 412: 99//AQ240696 
F-PLACE1011026//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-20, complete s 
equence. //0. 00037: 257: 64//AL008972 
F-PLACE1011032//Homo sapiens chromosome 5, BAC clo 
ne 118L13 (LBNL H176) complete sequence. //3.8e-06: 
315:65//AC005348 20 
F-PLACE1011041//Human Fas-ligand associated factor 
3 mRNA, partial cds. //1.5e-56:286:98//U70669 
F-PLACE1011046//Rat phosphoi i pase C-l mRNA, comple 
te cds. //1 . 3e-24: 278: 76//M20636 
F-PLACE1011054//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 981L23, WORKING DRAFT S 
EQUENCE. //3. 8e-27: 196: 84//AL031686 
F-PLACE1011056//0vis aries bactinecin 11 (Bacll) g 
ene, exon 4, and complete cds.//5.4e-06: 182: 67//U7 
7049 30 
F-PLACE1011057//protein kinase PRK2 [human, DX3 B- 
cell myeloma cell line, mRNA, 3255 nt].//3.2e-31: 1 
69: 100//S75548 

F-PLACE1011090//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 998H6, WORKING DRAFT SE 
QUENCE. //5. le-80: 479: 89//AL031687 
F-PLACE1011109//Rattus norvegicus nuclear- encoded 
mitochondrial elongation factor G mRNA, complete c 
ds.//2.3e-24:192:84//L14684 

F-PLACE101 1114//S.cerevi si ae chromosome XI reading 40 
frame 0RF YKR024c. //1 . 4e- 14: 346: 60//Z28249 
F-PLACE1011133//T7E9-T7.1 TAHU Arabidopsis thalian 
a genomic clone T7E9, genomic survey sequence. //0. 0 
10:345:60//B19698 

F-PLACE1011143//CIT-HSP-2375J10.TR CIT-HSP Homo sa 
piens genomic clone 2375J10, genomic survey sequen 
ce. //0. 00013: 95: 76//AQ109305 
F-PLACE1011160//Homo sapiens PAC clone DJ0808A01 f 
rom 7q21 . l-q31 . 1 , compl ete sequence. //3. 7e- 1 1 1 : 69 
2:87//AC004893 50 
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F-PLACE1011165//H. sapiens galactokinase (GK2) mRN 
A, complete cds.//8.4e-31: 194: 92//H84443 
F-PLACE1011185//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-249B10, complete sequence. //3. le-43: 4 
47: 72//AC002288 

F-PLACE1011203//Homo sapiens chromosome 18qll beta 
-1, 4-galactosyl transferase mRNA, complete cds.//3. 
3e-124:584:99//AF038664 

F-PLACE10U214//HS_2046_A2_B01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2046 Col =2 Row=C, genomic survey sequenc 
e. //2. Oe-39: 346: 81//AQ305965 
F-PLACE1011219 

F-PLACE1011221//CITBI -E1-2513F18.TR CITBI-E1 Homo 
sapiens genomic clone2513F18, genomic survey seque 
nee. III. 4e-20: 119: 100//AQ279801 
F-PLACE1011229//Homo sapiens mRNA for KIAA0529 pro 
tein, partial cds. //4.4e- 146: 675: 99//AB01 1101 
F-PLACE10U263//Homo sapiens BAC clone GS166A23 fr 
am 7p21, complete sequence. //1.7e-42: 212: 84//AC005 
014 

F-PIACE1011273//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y37D8, WORKING 
DRAFT SEQUENCE. Ill . 0: 214: 60//Z92819 
F-PLACE1011291//RPCI11-16P9.TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-16P9, genomic survey seque 
nce.//8.0e-08:66:98//B81770 
F-PLACE1011296//Homo sapiens chromosome 16, cosmid 
clone 443G8 (LANL), complete sequence. //0. 027: 13 
5: 67//AC004647 

F-PLACE1011310//H. sapiens CpG island DNA genomic M 
sel fragment, clone 53cl0, reverse read cpg53cl0. r 
tlb.//1.4e-05:57: 100//Z61496 
F-PLACE1011325//Human immunodeficiency virus type 
1 (D9) proviral structural capsid protein (gag) ge 
ne, partial cds. //0. 077: 193: 60//L02290 
F-PLACE1011332//Hamo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, complete cds.//3. le-150: 699: 9 
9//AF102265 

F-PLACE1011340//Homo sapiens chromosome 17, clone 
hRPK.388_F_14, complete sequence. //2.4e- 38: 186:83/ 
/AC005375 

F-PLACE1011371//Mus musculus PK-120 precursor (iti 
h-4) mRNA, complete cds. //6.0e- 35: 689: 63//AF0239 19 
F-PLACE1011375//Mus musculus Kv3.4 gene, exon 4.// 
6. Oe-88: 584: 86//AJ010310 

F-PLACE1011399//paramecium species 7,325 mt dna di 
mer: replication i nit.regi on. 110. 00011: 255 :63//K00 
919 

F-PLACE1011419//Homo sapiens chromosome 21 PAC LLN 
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LP704G1150Q13. 110. 067: 337: 62//AJ006996 
F-PLACE1011433//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds. //4. 6e- 157: 743: 98//AB01 1 102 
F-PLACE1011452//Homo sapiens *** SEQUENCING IN PRO 
GRESS WORKING DRAFT SEQUENCE. //I . le-53: 557: 73 
//AJ011929 

F-PLACE1011465//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. //3. 5e- 71: 4 
98:80//AC004605 

F-PLACE1011472//Homo sapiens mRNA for KIAA0712 pro 10 
tein, complete cds.//4.8e-151:703:99//AB018255 
F-PLACE1011477//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds.//5.2e-145:675:99//AF065482 
F-PLACE1011492//Ray (T. calif ornica) acetylcholine 
receptor beta-subunitmRNA. //1. 0: 448: 59//J00964 
F-PLACE1011503 

F-PLACE1011520//Homo sapiens clone DJ1119N05, comp 
1 ete sequence. //3. 8e- 147: 692: 99//AC004968 
F-PLACE1011563//R.norvegicus mRNA for leucocyte co 
mmon antigen- related protein (3941 bp) . //0. 00036: 2 20 
96:61//X83546 

F-PLACE1011567//Homo sapiens PAC clone DJ1164K10 f 
rom 7p21-p22, completesequence.//l. le-38: 315: 82//A 
C004984 

F-PLACE1011576//Homo sapiens hematopoietic cell de 
rived zinc finger protein mRNA, complete cds.//1.3 
e-65:268:86//AF054180 

F-PLACE1011586//Homo sapiens chromosome 17, clone 
HRPC890E16, complete sequence. //2.0e- 82: 188: 96//AC 
004477 30 
F-PLACE1011635//Homo sapiens chromosome 17, clone 
hRPK. 214_0_1 , compl etesequence. //I . 8e- 153: 752: 97// 
AC005224 

F-PLACE1011641//Homo sapiens T-cell receptor alpha 
delta locus from bases 501613 to 752736 (section 
3 of 5) of the Complete Nucleotide Sequence. //4.8e 
-05: 190: 67//AE000660 

F-PLACE1011643//Alcaligenes eutrophus phaP gene.// 
0.16: 466: 59//X85729 

F-PLACE1011646//Human DNA sequence *** SEQUENCING 40 
IN PROGRESS *** from clone 1013A10, WORKING DRAFT 
SEQUENCE. //9. le-19: 156: 76//AL033383 
F-PLACE1011649 

F-PLACE1011650//Bomo sapiens retinol dehydrogenase 
gene, complete cds. //6. 4e-09: 172: 74//AF037062 
F-PLACE1011664//D.melanogaster crn mRNA.//l. le-52: 
650: 68//X58374 

F-PLACE1011675//Plasmodium falciparum 3D7 chranoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pi eces. //0. 1 1 : 443: 58//AC0055 50 
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F-PLACE1011682//Human DNA sequence from clone 342B 
11 on chromosome 22ql2.1-12.3. Contains ESTs and a 
GSS, complete sequence. //0. 31: 127: 71//AL008719 
F-PLACE1011719//Human BAC clone RG369K23 from 7q3 
1, complete sequence. //4. 6e- 52: 461: 77//AC002487 
F-PUCE1011725 

F-PLACE1011729//Human Chromosome 15qll-ql3 clone p 
DJ276cl2 from the Prader-Willi /Angel man syndrome r 
egion, WORKING DRAFT SEQUENCE, 3 unordered pieces. 
//0. 011: 320: 62//AC004737 

F-PLACE1011749//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. //0. 00031: 544: 59//AC00415 
7 

F-PLACE1011762//Homo sapiens BAC clone RG437L15 fr 
om 8q21, complete sequence. 111. 4e- 115: 682: 90//AC00 
4003 

F-PLACE101 1778//RPCI 11-22D17. TVB RPCI-11 Homo sapi 
ens genomic clone RPCI-11-22D17, genomic survey se 
quence. III. 7e- 114:611: 93//AQ008944 
F-PLACE1011783//CIT-HSP-2317N1.TF CIT-HSP Homo sap 
iens genomic clone 2317N1, genomic survey sequenc 
e. //2. 3e-17: 120: 94//AQ042330 
F-PLACE1011858//Gallus domesticus filamin mRNA, co 
mplete cds. 1 1 A. le-24: 565: 64//U00147 
F-PLACE1011874//Homo Sapiens Chromosome X clone bW 
XD312, compl ete sequence. //2. 5e- 141 : 678: 98//AC0044 
78 

F-PLACE1011875//Homo sapiens mRNA for KIAA0580 pro 
tein, partial cds. III. 6e- 108: 526: 98//AB01 1152 
F-PUCE1011891//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 439F8, WORKING DRAFT SE 
QUENCE. //0. 0014: 330: 62//AL021392 
F-PLACE10U896//Hus musculus WntlOa mRNA, complete 
cds. III. 4e-89: 678: 82//U61969 
F-PLACE10U922//Caprine arthritis- encephalitis vir 
us envelope glycoprotein (env) gene, partial cds./ 
/0. 069: 246: 61//U81400 

F-PLACE1011923//Homo sapiens serum- inducible kinas 
e mRNA, complete cds.//1.2e-138:664:98//AF059617 
F-PLACE1011962//HS_3212_B2J12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3212 Col=24 Row=N, genomic surveysequenc 
e. 112. 4e-07: 154: 74//AQ175369 
F-PLACE1011964//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 322P7, WORKING DRAFT SE 
QUENCE. 113. 7e-22: 369: 69//AL023799 
F-PLACE1011982//HS-1041-Al-B01-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
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ate=CT 823 Col=l Row=C, genomic survey sequence.// 
0.44: 309: 58//B36529 

F-PLACE1011995//Homo sapiens Xq28 BAC RPCI11-382P7 

(Roswell Park Cancerlnstitute Human BAC Library) 
complete sequence. //8. 8e-53: 687: 71//AC006054 
F-PLACE1012031//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds.//1.2e-146:690:98//AB018256 
F-PLACE2000003//Homo sapiens chromosome 17, clone 
hRPK. 318_AJ5, complete sequence. //1. 7e-62: 293: 88/ 
/AC005837 10 
F-PLACE2000006//Homo sapiens chromosome 12pl3.3 cl 
one RPCI1-96H9, WORKING DRAFT SEQUENCE, 66 unorder 
ed pi eces. //1 . 4e- 1 16: 261 : 91//AC006057 
F-PLACE2000007 

F-PLACE2000011//Bomo sapiens chromosome 19, cosmid 
F20887, complete sequence. //5. 2e- 102: 489: 99//AC00 
5578 

F-PLACE2000014//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1111N9, WORKING DRAFT S 
EQUENCE. //0. 0095: 307: 62//AL022574 20 
F-PLACE2000015//Homo sapiens clone RG140B11, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //2.0e- 36: 31 
6: 81//AC005069 

F-PIACE2000017//HSJ042 JU_F08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3042 Col =15 Row=K, genomic surveysequenc 
e. //I . 0: 184: 61//AQ098074 

F-PLACE2000021//Homo sapiens TRF1- interacting anky 
rin- related ADP-ribosepolymerase mRNA, complete cd 
s. //4. 6e-84: 844: 72//AF082556 30 
F-PLACE2000030//Human Chromosome 11 Cosmid cSRL16b 
6, complete sequence. //2. 3e- 22: 233: 77//U73638 
F-PLACE2000033//C.capitata mRNA for chorion protei 
n sl8. //0. 0019: 342: 62//Y08913 
F-PLACE2000034//Rattus norvegicus transmembrane re 
ceptor Robol mRNA, complete cds.//2.8e-13:335:63// 
AF041082 

F-PLACE2000039//Rattus norvegicus cytoplasmic dyne 
in heavy chain (MAP 1C), mRNA, complete cds.//7.7e 
-84:489:90//L08505 40 
F-PLACE2000047//Homo sapiens ccr2b, (ccr2), ccr2a 
(ccr2), ccr5 (ccr5) andccr6 (ccr6) genes, complete 
cds, and lactoferrin (lactoferrin) gene, partial 
cds, complete sequence. //5. Oe- 28: 327: 76//U95626 
F-PLACE2000050//Homo sapiens chromosome 17, clone 
HRPC41C23, complete sequence. III. le-32: 527: 68//AC0 
03101 

F-PLACE2000061//CIT-HSP-2346L20.TF CIT-HSP Homo sa 
pi ens genomic clone 2346L20, genomic survey sequen 
ce. //I. le-05: 89: 83//AQ059010 50 
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F-PLACE2000062//Human membrane-associated lectin t 
ype-C mRNA. //9. Oe- 113: 662: 86//M98457 
F-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) 
mRNA, compl ete cds. III. 2e- 133: 631 : 98//AF027219 
F-PLACE2000097//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-189M20, WORKING DRAFT SEQUENCE, 39 unor 
dered pi eces. Ill . 6e- 16: 119: 93//AC005910 
F-PLACE2000100//HS_3184JU_D06J7 CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3184 Col =11 Row=G, genomic surveysequenc 
e. III. 5e-80: 409: 97//AQ150004 
F-PLACE2000103//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20208, WORKING DRAFT SE 
QUENCE. //I. Oe-172: 830: 98//AL031848 
F-PLACE2000111//Homo sapiens DNA, trinucleotide re 
peats regi on. Ill . 0: 200: 64//AB018491 
F-PLACE2000115 

F-PLACE2000124//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-67A1, complete sequence. //6. 2e-43: 36 
2:80//AC004531 

F-PLACE2000132//RPCI11-79F15.TV RPCI11 Homo sapien 
s genomic clone R-79F15, genomic survey sequence./ 
/5. 4e-35: 206: 94//AQ284166 

F-PLACE2000136//Human BAC clone 7E17 from 12q, com 
plete sequence. 111. 7e-12: 814: 59//AC002070 
F-PLACE2000140//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 11703, WORKING DRAFT SE 
QUENCE. IIZ. 6e-165: 799: 97//AL020995 
F-PLACE2000164//Canine histamine H2 receptor gene, 
complete cds. 110. 10: 392: 56//M32701 
F-PLACE2000170 

F-PLACE2000172//Homo sapiens PAC clone DJ0811017 f 
rom 7q21-22, completesequence.//3.9e-91:552:88//AC 
006005 

F-PLACE2000176//Homo sapiens Chromosome 22qll.2 BA 

C Clone b437gl0 In BCRL2-GGT Region, complete sequ 

ence. //0. 98: 201 : 64//AC004032 

F-PLACE2000187 

F-PLACE2000216 

F-PUCE2000223//RPCI11-12L17.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-12L17, genomic survey seq 
uence. 110. 00039: 325: 58//B75888 
F-PLACE2000235//Human Chromosome 16 BAC clone CIT9 
87SK-254P9, complete sequence. 111. 5e- 55: 237: 78//AC 
003003 

F-PLACE2000246//Homo sapiens chromosome 3p clone R 
PCI4-544D10, WORKING DRAFT SEQUENCE, 58 unordered 
pieces. III. 4e-92: 236: 94//AC005902 
F-PLACE2000264//Human DNA sequence from clone 3910 
22 on chromosome 6p21.2-21.31 Contains pseudogenes 
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similar to ribosomal protein, ESTs, GSSs, complet 
e sequence. //1. 4e-32: 331: 78//AL031577 
F-PLACE2000274//Anthocidaris crasslspina mRNA for 
B2HC, partial cds. //8. 5e- 48: 765: 66//AB0 12308 
F-PLACE2000302//Kaposi's sarcoma- associated herpes 
-like virus 0RF73 homolog gene, complete cds.//8.3 
e-08:662:58//U52064 

F-PLACE2000305//Homo sapiens clone DJ1129L24, WORK 
ING DRAFT SEQUENCE, 5unordered pieces.//2.4e-08:9 
5:81//AC006021 10 
F-PLACE2000317//HS_3183_B2_F05JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3183 Col=10 Row=L, genomic surveysequenc 
e.//2.5e-71:346:99//AQ172747 
F-PLACE2000335//Homo sapiens clone DJ1032D07, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //3.7e- 14: 40 
2:65//AC004952 

F-PLACE2000341//Rattus norvegicus sodium- dependent 
multi -vitamin transporter (SMVT) mRNA, complete c 
ds. //4. 5e-77: 555: 82//AF026554 20 
F-PLACE2000342//Suid herpesvirus 1 UL5 gene, parti 
al cds, UL6 and UL7 genes, complete cds, UL8 gene, 
parti al cds. //1 . 8e- 14: 259: 71//U66829 
F-PLACE2000347//Human DNA from overlapping chromos 
ome 19-specific cosmids R32543, , and F15613 conta 
ining ZNF gene family member, genomic sequence, co 
mplete sequence. //6. 0e-34: 376: 74//AC003006 
F-PLACE2000359//RPCI11-23J20.TKBR RPCI-11 Homo sap 
iens genomic clone RPCI-11-23J20, genomic survey s 
equence. //8. 4e-21 : 288: 69//AQ013849 30 
F-PLACE2000366//Human Tiggerl transposable elemen 
t, complete consensus sequence. //5.0e- 114: 692: 80// 
U49973 

F-PLACE2000371//Homo sapiens 12pl3.3 PAC RPCI1-29K 
11 (Rosweli Park Cancer Institute Human PAC Librar 
y) compl ete sequence. //0. 38: 356: 58//AC005182 
F-PLACE2000373//RPCI11-49C18.TJ RPCI11 Homo sapien 
s genomic clone R-49C18, genomic survey sequence./ 
/0. 064: 132: 68//AQ051776 

F-PLACE2000379//Homo sapiens Xp22 BAC GS-607H18 (G 40 
enome Systems Human BAC library) complete sequenc 
e. //1. 6e-130: 776: 88//AC003658 
F-PLACE2000394//Homo sapiens chromosome 18 BAC RPC 
I11-128D14 (Rosweli Park Cancer Institute Human BA 
C Library) complete sequence. //5.4e- 113: 808: 83//AC 
005909 

F-PLACE2000398//Mouse hexamer repeat sequence (11 
7) homologous to Drosophila period' gene. //0. 87: 2 
86: 63//X06967 

F-PLACE2000399 50 
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F-PLACE2000404//Caenorhabditis elegans cosmid R74, 
complete sequence. III. 9e-59: 532: 68//Z36238 
F-PLACE2000411//Acanthamoeba castellanii transform 
ation-sensitive protein homolog mRNA, complete cd 
s. //0. 44: 553: 56//U89984 

F-PLACE2000419//Human adenosine deaminase (ADA) ge 
ne, complete cds.//1.4e-56:303:86//M13792 
F-PLACE2000425//HS_3047JU_H05JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3047 Col =9 Row=0, genomic survey sequenc 
e. III. 8e-42: 224: 97//AQ126949 
F-PUCE2000427 

F-PLACE2000433//Homo sapiens chromosome 17, clone 
hRPK.156_L_14, complete sequence. //l.le-19: 363: 67/ 
/AC005821 

F-PLACE2000435//HS_3036_B1_F11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3036 Col =21 Row=L, genomic surveysequenc 
e. III. le-06: 184: 66//AQ096999 
F-PLACE2000438//Caenorhabditis elegans cosmid Y45F 
10D, complete sequence. //4.6e-23: 550: 62//AL021492 
F-PLACE2000450//Homo sapiens PAC clone DJ1188N21 f 
rom 7qll.23-q21.1, complete sequence. //l.Oe- 78: 60 
4:80//AC006025 

F-PLACE2000455//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-279B10, complete sequence. //8. 2e-05: 3 
30: 63//AC002300 

F-PLACE2000458//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL H154), compl ete sequence. 115. 7e- 16 
8: 816: 97//AC005740 

F-PLACE2000465//Human Chromosome 11 Overlapping Co 
smids cSRL72g7 and cSRL140b8, complete sequence.// 
4.3e-33:296:79//AC002037 

F-PLACE2000477//Homo sapiens clone RG052H06, WORKI 
NG DRAFT SEQUENCE, llunordered pieces. //3.4e- 59: 59 
8: 74//AC005057 

F-PLACE3000004//Human EYA3 homolog (EYA3) mRNA, co 
mpl ete cds. 111. 6e-49: 361 : 84//U81602 
F-PLACE3000009//Human placenta (Diff48) mRNA, comp 
lete cds.//3.0e-58:713:69//U49187 
F-PLACE3000020//R. norvegicus type III adenylyl eye 
lase mRNA, complete cds.//6. le-103: 600: 89//M55075 
F-PLACE3000029 

F-PLACE3000059//Mus musculus mRNA for ubiquitin co 
nj ugati ng enzyme. //4. 4e- 115: 718: 86//Y17267 
F-PLACE3000070//Homo sapiens chromosome 5, BAC clo 
ne 194J18 (LBNL HI 58), complete sequence. //1.8e- 17: 
250: 74//AC005368 

F-PLACE3000103//Caenorhabditis elegans cosmid C13F 
10. IIA. 6e-07: 408: 61//U97006 
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F-PLACE3000119//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0190L06; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 21 unorderedpiece 
s.//1.5e-58:291:86//AC004670 
F-PLACE3000121//Rattus norvegicus rsecl5 mRNA. com 
plete cds. //8. le-81: 837: 71//AF032668 
F-PLACE3000124//Homo sapiens chromosome 17, clone 
hRPK. 85_B_7, completesequence. III. 8e-48: 330: 79//A 
C005695 

F-PLACE3000136 10 
F-PLACE3000142//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 349A12, WORKING DRAFT S 
EQUENCE. //0. 01 1 : 294: 62//AL033520 
F-PLACE3000145//Gallus gallus tensin mRNA, 3' end. 
//6.9e-52:659:68//L06662 

F-PLACE3000147//Human DNA sequence from clone 267H 
20 on chromosome Xq22.2-22.3. Contains part of the 
DIAPH2 gene and a pseudogene, ESTs, STSs and GSS 
s, complete sequence, lib. le-37: 305: 81//AL031053 
F-PLACE3000148//Homo sapiens chromosome Y, clone 4 20 
7511, complete sequence. //4.7e-32: 766: 63//AC004474 
F-PLACE3000155//Homo sapiens chromosome 17, clone 
hRPK. 597 JL12, complete sequence. //7.4e-173: 822: 98 
//AC005277 

F-PLACE3000156//flomo sapiens chromosome 19, overla 
pping cosmids F18547, F11133, R27945, R28830 and R3 
2804, compl ete sequence. 112. 2e-81 : 783: 74//AC003682 
F-PLACE3000157 

F-PLACE3000158//, compl ete sequence. Ill . Oe- 180: 84 
5: 97//AC005500 30 
F-PLACE3000160//CIT978SK-152K7.TV CIT978SK Homo sa 
pi ens genomic clone 152K7, genomic survey sequenc 
e.//0.080:259:59//B50878 

F-PLACE3000169//Homo sapiens chromosome 19, BAC CI 
T-B- 191n6, compl ete sequence. 119. 8e- 158: 749: 98//AC 
006130 

F-PLACE3000194 

F-PLACE3000197//F.rubripes GSS sequence, clone 075 
N04bB7, genomic surveysequence. //1. 4e-08: 164:68//A 
L003352 40 
F-PLACE3000199//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. 110. 0019: 277: 58//Z82207 
F-PLACE3000207//Homo sapiens BAC clone GS165L15 fr 
om 7pl5, complete sequence. //6. 6e- 21: 312: 67//AC005 
013 

F-PLACE3000208//Homo sapiens (clones: CW52-2, CW27 
-6, CW15-2, CW26-5, 11-67) collagen type VII inter 
genie region and (C0L7A1) gene, complete cds.//l. 
0;279:61//L23982 50 
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F-PUCE3000218//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 52 unordered pieces. //9.3e-43: 383: 79//AC004086 
F-PLACE3000220//RPCI11-54B4.TV RPCI11 Homo sapiens 
genomic clone R-54B4, genomic survey sequence. 111. 
4e-36: 381: 76//AQ082056 

F-PLACE3000221//Homo sapiens clone DJ1186P10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //7.2e- 135: 7 
21:91//AC005231 
F-PLACE3000226 

F-PLACE3000230//Homo sapiens ccr2b (ccr2), ccr2a 
(ccr2), ccr5 (ccr5) andccr6 (ccr6) genes, complete 

cds, and lactoferrin (lactoferrin) gene, partial 
cds, complete sequence. //3.3e-80: 498: 78//U95626 
F-PLACE3000242//Human DNA sequence from clone 1409 

on chromosome Xpll.1-11.4. Contains a Inter-Alpha 
-Trypsin Inhibitor Heavy Chain LIKE gene, aalterna 
tively spliced Melanoma- Associated Antigen MAGE LI 
KE gene and a 6-Phosphofructo-2-kinase (Fructose- 
2,6-bisphosphatase) LIKE pseudogene. Contains EST 
s, STSs and genomic marker DXS8032, complete seque 
nee. 111. 6e-54: 254: 92//Z98046 
F-PLACE3000244//M.musculus mRNA for 200 kD protei 
n.//1.4e-139:850:86//X80169 
F-PLACE3000254//Ateline herpesvirus 3 complete gen 
ome. III. 3e-10: 399: 61//AF083424 
F-PLACE3000271//Human Chromosome 16 BAC clone CIT9 
87SK-A-815A9, completesequence. III. 8e-21: 350: 68//A 
F001548 

F-PLACE3000276//HS_2026JLH11J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2026 Col =21 Row=P, genomic surveysequenc 
e.//5.7e-45:376:81//AQ231147 
F-PLACE3000304//Homo sapiens chromosome 19, cosmid 
R26660, complete sequence. III. 6e- 138: 650: 99//AC00 
5328 

F-PIACE3000310 

F-PLACE3000320//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. III. 9e-41: 379: 77//AL034379 
F-PLACE3000322//Homo sapiens chromosome 17, clone 
hRPK. 209 J_20, compl ete sequence. //3. 3e-35: 419: 68/ 
/AC005822 

F-P1ACE3000331//CIT-HSP-2347D24.TR CIT-HSP Homo sa 
pi ens genomic clone 2347D24, genomic survey sequen 
ce. 111. 7e-20: 119: 99//AQ061543 
F-PLACE3000339//Rhodobacter sphaeroides magnesium 
chelatase subunits BchI (bchl) and BchD (bchD) gen 
es, complete cds; and BchO (bchO) gene, partial cd 
s.//0.99:310:58//AF017642 

F-PLACE3000341//Homo sapiens 3p22 Contig 7 PAC RPC 
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I4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence. 111. 5e- 159: 752: 98//AC0 
06055 

F-PLACE3000350//Rattus norvegicus serine/threonine 
protein kinase TA01 mRNA, complete cds.//2.3e-10 
7:592:92//AF084205 

F-PLACE3000352//Human DNA sequence from PAC 293L6 
on chromosome 22, complete sequence. 111. le-37: 480: 
70//Z83732 

F-PUCE3000353 10 
F-PLACE3000362//Homo sapiens chromosome 17, clone 
hRPK.215_P_18, complete sequence. //0. 0001 1:373: 60/ 
/AC005969 
F-PLACE3000363 

F-PLACE3000365//Human DNA sequence from PAC 227P1 
7, between markers DXS6791 and DXS8038 on chromoso 
me X contains CpG island, EST. //0. 074: 279: 61//Z810 
07 

F-PLACE3000373//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 20 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1 , ATP5G 
2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymorphic CArepeat.//2.8e-118:653:92//Z92545 
F-PLACE3000388//Homo sapiens PAC clone DJ0777023 f 
rom 7pl4-pl5, completesequence. / 72. 2e-25: 288: 71//A 
C005154 

F-PLACE3000399//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 466N1, WORKING DRAFT SE 
QUENCE. III. 3e-69: 303: 86//Z97630 
F-PLACE3000400//Caenorhabditis elegans cosmid H03A 30 
1 1 , compl ete sequence. //0. 0063: 435: 58//Z93239 
F-PLACE3000401//Homo sapiens clone DJ1147A01. WORK 
ING DRAFT SEQUENCE, 25unordered pieces. //5.8e-25: 2 
92: 73//AC006023 

F-PUCE30G0402//RPCI11-20D6.TVB RPCI-11 Homo sapie 
ns genomic clone RPCI-11-20D6, genomic survey sequ 
ence. //I. le-10: 154: 74//AQ008761 
F-PLACE3000405//Homo sapiens chromosome 17, clone 
hRPK.628_E_12, complete sequence. //2.9e-41: 515: 72/ 
/AC005701 40 
F-PLACE3000406//cSRL-179Ell-u cSRL flow sorted Chr 
omosome 11 specific cosmid Homo sapiens genomic cl 
one cSRL-179Ell, genomic survey sequence. III. 8e-9 
1:540:89//B03443 
F-PLACE3000413 

F-PLACE3000416//F19L8-Sp6 IGF Arabidopsis thaliana 
genomic clone F19L8, genomic survey sequence. //0. 0 
018:664:55//B11305 

F-PLACE3000425//Human DNA sequence from clone 231L 
4 on chromosome Xq27. 1-27.3 Contains GSS, STS, com 50 
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pi ete sequence. //L le-16: 284: 70//AL022719 
F-PLACE3000455//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 469D22, WORKING DRAFT S 
EQUENCE. //3. 6e- 146: 732: 96//AL031284 
F-PLACE3000475//HSJ164JtfH10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2164 Col =20 Row=0, genomic surveysequenc 
e.//1.5e-07:159:71//AQ132983 
F-PLACE3000477//Human DNA sequence from PAC 368A4 
on chromosome X. Contains ESTs, CELLULAR NUCLEIC A 
CID BINDING PROTEIN (CNBP) like gene and STSs.//2. 
9e-ll:213:70//Z83843 

F-PLACE4000009//Sequence 93 from patent US 561650 
0.//9.9e-08: 692: 60//1 39845 

F-PLACE4000014//Homo sapiens mRNA for KIAA0809 pro 
tein, partial cds. //I. le-116: 331: 100//AB018352 
F-PLACE4000034//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-69G12, complete sequence. //5.0e- 05: 2 
44:63//AC004131 

F-PLACE4000049//Homo sapiens Xp22-171-173 BAC GSEB 
-31214 (Genome SystemsHuman BAC Library) complete 
sequence. //1. 2e-37: 385: 74//AC005926 
F-PLACE4000052//M.musculus abcl mRNA.//1.5e-110:67 
1:88//X75926 
F-PLACE4000063 

F-PLACE4000089//M.musculus BOX DNA for regulatory 
element and promoter region related to EC cell dif 
ferentiation. //3. 7e-12: 114: 85//X74311 
F-PLACE4000093//CIT-HSP-2380K5.TF CIT-HSP Homo sap 
iens genomic clone 2380K5, genomic survey sequenc 
e.//0.11:245:60//AQ108342 

F-PUCE4000100//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20208, WORKING DRAFT SE 
QUENCE. III. 9e-19: 384: 65//AL031848 
F-PLACE4000106//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds.//1.2e-145:684:99//AB007931 
F-PLACE4000128//Mus musculus putative transcriptio 
n factor mRNA, complete cds. //3.7e-62: 541: 78//AF09 
1234 

F-PLACE4000129 

F-PUCE4000131//HS_3139_B2_F12J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3139 Col =24 Row=L, genomic surveysequenc 
e.//2.3e-14:221:70//AQ183207 
F-PLACE4000147//Human DNA sequence from clone 740A 
11 on chromosome Xq22. 2-23. Contains part of the C 
0L4A5 gene for Collagen Alpha 5 (IV) Chain Precurso 
r. Contains GSSs, complete sequence. 110. 28: 412: 58/ 
/AL031622 

F-PLACE4000156//Human zinc finger protein ZNF136./ 
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11. 2e-88: 764: 76//U09367 

F-PLACE4000192 

F-PLACE4000211 

F-PLACE4000222//344JI.TVB CIT978SKA1 Homo sapiens 
genomic clone A-344J01, genomic survey sequence.// 
1.2e-14:177:76//B17158 

F-PLACE4000230//Mus musculus semaphorin Via mRNA, 
compl ete cds. //9. 8e- 1 16: 662: 89//AF030430 
F-PLACE4000233//Homo sapiens DNA from chromosome 1 
9, BAC 33152, compl etesequence. //5. 2e- 54: 363: 70//A 10 
C003973 

F-PLACE4000247 

F-PLACE4000250//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) complet 
e sequence. //0. 0053: 229: 65//AC004673 
F-PLACE4000252 

F-PLACE4000259//H. sapiens gene for U5 snRNP-specif 
ic 200kD protein. //2.0e-25: 191: 87//Z70200 
F-PLACE4000261//Mus musculus bromodomain-containin 
g protein BP75 mRNA, complete cds.//2.6e-23:314:71 20 
//AF084259 

F-PLACE4000269//Rattus norvegicus rexo70 mRNA, com 
pi ete cds. //5. 5e-122: 734: 88//AF032667 
F-PLACE4000270 
F-PLACE4000300 

F-PLACE4000320//Human FKBP-rapamycin associated pr 
otein (FRAP) mRNA, complete cds.//1.4e-21:135:96// 
L34075 

F-PLACE4000323//HS_2165_B1_B02_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 30 
one Plate=2165 Col=3 Row=D, genomic survey sequenc 
e. //A. 3e-08: 170: 71//AQ125036 
F-PLACE4000326//Mouse DNA with homology to EBV IR3 
repeat, segpent 1, clone Mu2.//2.8e-06: 311: 63//M1 
0296 

F-PLACE4000344//Plasmodium falciparum chromosome 
2, section 38 of 73 ofthe complete sequence. //0. 01 
4:252:60//AE001401 
F-PLACE4000367 

F-PLACE4000369 40 
F-PLACE4000379//CIT-HSP-2350B9.TF CIT-HSP Homo sap 
iens genomic clone 2350B9, genomic survey sequenc 
e.//9.2e-46:282:86//AQ062661 
F-PLACE4000387//CIT-HSP-2382F11.TR CIT-HSP Homo sa 
pi ens genomic clone 2382F11, genomic survey sequen 
ce.//0.96:102:70//AQ080649 

F-PLACE4000392//Rattus norvegicus polymorphic mark 
er D20UIA1 sequence. //1. 2e- 05: 222: 68//AF054088 
F-PLACE4000401//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds.//9.6e-46:605:71//AB014540 50 
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F-PLACE4000411//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 173D1, WORKING DRAFT SE 
QUENCE. //3. 2e-29: 179: 79//AL031984 
F-PLACE4000431//H. sapiens gene for U5 snRNP- specif 
ic 200kD protein. Ilk. 0e-44: 263: 92//Z70200 
F-PLACE4000445//HS-1053-Bl-D02-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 775 Col =3 Row=H, genomic survey sequence.// 

0. 070: 47: 100//B41346 
F-PLACE4000450 

F-PLACE4000465//Homo sapiens BAC clone RG114B19 fr 
om 7q31.1, complete sequence. //2. 3e- 07: 273: 65//AC0 
05065 

F-PLACE4000487//Homo sapiens chromosome 17, clone 
hRPK.156_L_14, complete sequence. //4.1e-34: 351: 70/ 
/AC005821 

F-PLACE4000489//HS_3012J1_G05_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3012 Col =9 Row=N, genomic survey sequenc 
e. 1 72. Oe-36: 220: 92//AQ095537 
F-PLACE4000494//Homo sapiens 12pl3.3 PAC RPCI5-106 
3M23 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. 111. 3e-57: 395: 79//AC005865 
F-PLACE4000521//Homo sapiens *** SEQUENCING IN PRO 
CRESS WORKING DRAFT SEQUENCE. //1.6e- 163: 770:9 
8//AJ011929 

F-PLACE4000522//Feline leukemia virus Notch2 gene, 
clone FeLV/Notch2-C, partial cds.//4.0e-124:686:90 
//U47645 

F-PIACE4000548 ■' 

F-PLACE4000558//Bothrops atrox batroxobin gene (EC 
3.4.21. 29) . //0. 049: 435: 59//X12747 
F-PLACE4000581 

F-PLACE4000590//Homo sapiens chromosome Y, clone 4 
751 1 , compl ete sequence. //3. 6e-20: 747: 59//AC004474 
F-PLACE4000593//Caenorhabditis elegans cosmid F25D 
7, complete sequence. //5. 6e- 16: 326: 65//Z78418 
F-PLACE4000612//Homo sapiens PAC clone DJ0722F20 f 
rom 7q31 . l-q31 . 3, compl ete sequence. //I . 7e- 163: 78 
5: 97//AC005281 

F-PLACE4000638//Homo sapiens clone NH0319F03, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //8.7e- 74: 70 
7:74//AC006039 
F-PLACE4000650 

F-PLACE4000654//Mus musculus mRNA for ubiquitin co 
njugating enzyme. //I. le-145:840:89/A17267 
F-PLACE4000670//Sequence 13 from patent US 571238 

1. //1.0: 311: 59//1 82816 

F-SKNMC1000011//Gallus gallus bone sialoprotein II 
mRNA, complete cds. //0. 014: 92: 73//U10577 
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F-SKNMC1000013//0rang-utan involucrin gene, comple 
te cds. //0.021: 417: 59//M25312 
F-SKNMC1000046//Homo sapiens mRNA for KIAA0654 pro 
tein, partial cds.//7.6e-147:706:98//AB014554 
F-SKNMC1000050//Sequence 5 from patent US 5789181. 
//1.6e-52:330:90//AR020616 
F-SKNMC1000091//Human NK homeobox protein (Nkx6.1) 
gene, exon 1.//0. 0018: 375: 60//U66797 
F-THYR01000017//Rattus norvegicus pyridoxine 5-ph 
osphate oxidase mRNA, complete cds.//6.6e-97:542:84 10 
//U91561 

F-THYR01000026//Human DNA sequence from clone 833B 
7 on chromosome 22ql2. 3-13. 2 Contains genes for NC 
F4 (P40PH0X) protein, cytokine receptor common beta 
chain precursor CSF2RB (partial), ESTs, CA repea 
t, STS, CSS, complete sequence. //3.5e-46: 353: 82//A 
L008637 

F-THYR01000034//fluman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 90L6, WORKING DRAFT SEQ 
UENCE. //0. 83: 227: 61//Z97353 20 
F-THYR01000035//Human Chromosome X clone bWXD187, 
complete sequence. III. 2e-39: 303: 83//AC004383 
F-THYR01000040 

F-THYR01000070//Bomo sapiens chromosome 10 clone C 
IT987SK-1144G6 map 10q25.1, complete sequence. III. 
3e-05: 613: 58//AC005383 

F-THYR01000072//Homo sapiens mRNA for KIAA0657 pro 
tein, partial cds. 112. 7e-84:722: 77//AB014557 
F-THYR01000085 

F-THYR0100Q092//CIT-HSP-2013L16.TFB CIT-HSP Homo s 30 
apiens genomic clone 2013L16, genomic survey seque 
nce.//0.31:186:61//B60606 
F-THYR01000107 

F-THYRQ10001 11 //Human genomic DNA sequence from cl 
one 30801 on chromosome Xpll.3-11.4. Contains EST, 
CA repeat, STS, GSS, CpG island. //6.4e- 110: 690: 87 
//Z93403 

F-THYR01000121//Rattus norvegicus CTD-binding SR-1 
ike protein rA8 mRNA, complete cds.//1.4e-127:816:8 
5//U49055 40 
F-THYR01000124//H. sapiens CpG island DNA genomic H 
sel fragment, clone 72a7, forward read cpg72a7.ftl 
a.//9.5e-26:169:94//Z62724 

F-THYR01000129//Homo sapiens TED protein (TED) mRN 
A, complete cds.//8.5e-154:732:98//AF087142 
F-THYR01000132//Homo sapiens chromosome 9q34, clon 
e 63G10, complete sequence. //3. 7e- 39: 315: 82//AC002 
096 

F-THYR01000156//Human DNA sequence from clone 113J 
7 on chromosome Xpll.22-11.4. Contains part of a p 50 
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utative Homeobox (pseudo?) gene, ESTs and anSTS, c 
omplete sequence. III. 2e-21 : 335: 71//AL023574 
F-THYR01000163//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-A-218C7, complete sequence. //8.4e- 52: 
301:88//AC002331 

F-THYR01000173//Mouse clathrin- associated protein 
(AP47) mRNA, completecds. //4. Oe-89: 821: 74//M62419 
F-THYR01000186//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. 111. 2e-39: 293: 85//Z82207 
F-THYR01000187//Clostridium tetani gene for tetanu 
s toxin. //0. 041: 473: 57//X06214 
F-THYR01000190//Homo sapiens chromosome 17, clone 
hRPK. 332JJ8, complete sequence. 110. 38: 184: 64//AC 
005746 

F-THYR01000197//Homo sapiens mRNA for poly (A) -spec 
i fic ribonucl ease. 111. 5e- 174: 805: 99//AJ005698 
F-THYR01000199//Homo sapiens mRNA for KIAA0652 pro 
tein, complete cds.//1.2e-86:616:84//AB014552 
F-THYR01000206//HS_3047 JUJU)5_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3047 Col =9 Row=A, genomic survey sequenc 
e. //0. 51: 331: 63//AQ099134 

F-THYR01000221//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. //0. 092: 738: 56//AC004157 
F-THYR01000241//Gallus gallus genome fragment with 
pentamer tandem repeats. //0. 43: 191: 62//X00186 
F-THYR01000242//Human zinc finger gene HZF7.//2.8e 
-43:534:64//X60156 

F-THYR01000253//Homo sapiens 3p22 Contig 7 PAC RPC 
I4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence. 110. 95: 139: 68//AC00605 

5 

F-THYR01000270 

F-THYR01000279//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 531H16, WORKING DRAFT S 
EQUENCE. III. 4e-174: 826: 98//AL031664 
F-THYR01000288//Homo sapiens mRNA for Hs Ste24p, c 
ompl ete cds. 113. 9e- 179: 848: 98//AB016068 
F-THYR01000320//Mus musculus sphingosine-l-phospha 
te lyase mRNA, complete cds.//1.0e-44:331:83//AF03 
6894 

F-THYR01000327//Homo sapiens autocrine motility fa 
ctor receptor (AMFR) mRNA, complete cds.//5.7e-ll 
2:641:91//L35233 

F-THYR01000343//Homo sapiens mRNA for KIAA0790 pro 
tein, partial cds.//2.2e-162:763:98//AB018333 
F-mR01000358//Human selenium-binding protein (hS 
BP) mRNA, complete cds.//2.2e-32: 177: 84//U29091 
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F-THYR01000368//Caenorhabditis elegans cosmld W09G 
3, compl ete sequence. 110. 97: 206: 60//Z82080 
F-THYR01000381//Arthrobacter sp. glcl gene for bet 
a-1, 3-glucanase, complete cds.//0.27:427:62//D2366 
8 

F-THYR01000387//Homo sapiens PAC clone DJ1048B16 f 
rom 7q34-q36, compl etesequence. //9. 7e-147: 698: 98// 
AC006019 

F-THYR01000394//HS_2061_A2_C04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 10 
one Plate=2061 Col =8 Row=E, genomic survey sequenc 
e. Ill . 6e-29: 202: 91//AQ247672 
F-THYR01000395//Drosophila melanogaster ring canel 
protein and 0RF2 mRNA, complete cds.//4.3e-15:51 
2:59//L08483 
F-THYR01000401 
3. 2e- 1 16:504: 80//AF051908 

F-THYR01000438//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //3.4e-09: 539: 59//AC00530 20 
8 

F-THYR01000452//RPCI11-1C19.TVB RPCI-11 Homo sapie 
ns genomic clone RPCI-11-1C19, genomic survey sequ 
ence.//0.27:132:64//B49573 

F-THYR01000471//Homo sapiens PAC clone DJ1136G13 f 
rom 7q35-q36, compl etesequence. //1 . 3e-38: 332: 81//A 
C005229 

F-TBYR01000484//Homo sapiens BAC378, complete sequ 
ence. III. 2e-37: 254: 76//U85196 

F-THYR01000488//Homo sapiens chromosome 5p, BAC cl 30 
one 50g21 (LBNL HI 54), compl ete sequence. //6. 3e- 13 
0:327:97//AC005740 

F-THYR01000501//H. sapiens Staf50 mRNA.//9.8e-74:61 
5: 77//X82200 

F-THYR01000502//Buman DNA sequence from PAC 436H11 
on chromosome Xp22. 11-22.2. Contains the serine t 
hreonine protein phosphatase gene PPEF1, andthe fi 
rst coding exon of the RSI gene for retinoschlsis 
(X-l inked, juvenile) 1 (XLRS1). Contains ESTs, an 
STS and GSSs, complete sequence. //0. 076: 380: 59//Z9 40 
4056 

F-THYR01000505 

F-THYR01000558//Human PAC clone 127H14 from 12q, c 
omplete sequence. //2. 4e-27: 412: 69//AC002563 
F-THYR01000569//HS_2178J2J03_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2178 Col =6 Row=J, genomic survey sequenc 
e.//1.9e-27:326:74//AQ307499 
F-THYR01000570 

F-THYR01Q00585//Homo sapiens protein associated wi 50 
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th Kyc mRNA, compl etecds.//7.4e- 167: 808: 97//AF0755 
87 

F-THYR01000596//Human Chromosome 16 BAC clone CIT9 
87SK-A-972D3, compl etesequence. //0. 99: 280: 61//U913 
23 

F-THYR01000602//HS_3037J2_E04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3037 Col =8 Row=J t genomic survey sequenc 
e. III. 2e-05: 109: 75//AQ097057 
F-THYR01000605//Homo sapiens map 2pll.2; 83cM from 
GATA85A06 repeat region, complete sequence. III. 0: 
84: 70//AF067777 

F-THYR01000625//Homo sapiens chromosome 19, cosmid 
R29425, complete sequence. //3.4e- 174: 820: 98//AC00 
5546 

F-THYR01000637//Human DNA sequence from clone 91 J2 
4 on chromosome 6q24 Contains part of utrophin Gen 
e, part of cytochrome C oxidase gene, EST, CpG isl 
and, complete sequence. //3. 6e- 38: 289: 84//AL024474 
F-THYR01000641//Plasmodium falciparum MAL3P7, comp 
lete sequence. //6. 8e-07: 540: 56//AL034559 
F-THYR01000658//Homo sapiens chromosome 17, clone 
hRPK. 74_E_22, complete sequence. III. le-68: 468: 84/ 
/AC005696 

F-THYR01000662//Arabidopsis thai i ana genomic DNA, 
chromosome 5, TAC clone: K23L20, complete sequenc 
e.//0.0072: 141: 70//AB016874 
F-THYR01000666//Mus musculus mRNA for motor domain 

of KIF9. partial cds.//4.7e-58:367:87//AB001437 
F-THYR01000676//Homo sapiens chromosome 19, cosmid 

F22676, compl ete sequence. Ill . 2e-36: 396: 71//AC005 
778 

F-THYR01000684//Fugu rubripes cosmid 165K09 DNA fo 
r GRM7, TRIP, Sand, PRGFR3 genes. //6.6e- 13: 236:69/ 
/AJ010317 

F-THYR01000699//RPCI11-50D4.TK RPCI11 Homo sapiens 
genomic clone R-50D4, genomic survey sequence. 112. 
7e-09: 135: 78//AQ052641 

F-THYR01000712//Homo sapiens BAC clone RG041D11 fr 
om 7q21 , complete sequence. 115. 2e- 17: 290: 67//AC005 
053 

F-THYR01000715//Bovine herpesvirus type 1 early-in 
tennediate transcription control protein (BICP4) g 
ene, complete cds. //8. 6e-08: 517: 60//L14320 
F-THYR01000734//HS_3233_B1J04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3233 Col =7 Row=D, genomic survey sequenc 
e. //6. Oe-72: 463: 89//AQ182143 
F-THYR01000748//Homo sapiens RIAA0411 mRNA, compl e 
te cds.//9.7e-34:339:74//AB007871 
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F-THYR01000756//M.musculus mRNA for Gal betal, 3Ga 
INAc al pha2, 3-sialyl transferase. //0. 00034: 349: 60// 
X73523 

F-THYR01000777//S.griseus strO gene and sts gene c 

luster. //8. 2e-05: 625: 59//Y08763 

F-THYR01000783//Xenopus laevis tall -specific thyro 

id hormone up-regulated (gene 5) mRNA, complete cd 

s.//4.0e-70:860:69//U37373 

F-THYR01000787//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 366D1, WORKING DRAFT SE 10 

QUENCE. //5. 3e-09: 221: 66//Z97986 

F-THYR01000793 

F-THYR01000796//Cristatella mucedo clone 5.9 micro 
satellite sequence. //0. 34: 173: 63//AF085422 
F-THYR01000805//Homo sapiens Xp21 PAC RPCI1-37A12 
containing exons 10 to!6 of the Duchenne Muscular 
Dystrophy gene, complete sequence. //7.8e-43: 677: 66 
//AC004468 

F-THYR01000815//Homo sapiens chromosome 5, Bac clo 
ne 189 (LBNL H135), complete sequence. //5. 5e-43: 40 20 
5: 77//AC005914 

F-THYR01000829//CIT-HSP-2387C10.TF.1 CIT-HSP Homo 
sapiens genomic clone2387C10, genomic survey seque 
nee. 111. Oe-20: 159: 88//AQ240053 
F-THYR01 000843 

F-THYR01000852//Homo sapiens chromosome 19, cosmid 
R31855, compl ete sequence. //1 . 8e-33: 445: 72//AC005 
782 

F-THYR01000855//Mus musculus potassium channel alp 
ha subunit (Kv9.1) mRNA, complete cds. //0. 038: 208: 30 
64//AF008573 

F-THYR01000865//Hom6 sapiens PAC clone DJ0283M22 f 
rom 14, complete sequence. //1.9e-30: 286: 74//AC0054 
77 

F-THYR01000895//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 385E7, WORKING DRAFT SE 
QUENCE. III. 8e-18: 186: 80//AL031720 
F-THYR01000916//Homo sapiens clone DJ0965K10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //3.6e- 78: 43 
2:93//AC006015 40 
F-THYR01000926//Homo sapiens cAMP- specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds.//9.2e-178: 
839:98//AF079529 

F-THYR01000934//Human pyrrol ine 5-carboxylate redu 
ctase mRNA, complete cds. //3. 5e-32: 759: 63//M77836 
F-THYR01000951//Homo sapiens Chromosome llql2 pac 
pDJ57114, WORKING DRAFT SEQUENCE, 29 unordered pie 
ces. //4. 9e-76: 224: 93//AC004229 
F-THYR01000952 

F-THYR01000974//HSJ238J2_F01_HR CIT Approved Hum 50 
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an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3238 Col =2 Row=L, genomic survey sequenc 
e. //2. 4e-26: 154: 96//AQ219846 
F-THYR01000975//Plasmodium falciparum TopoII gene. 
//0.32:491:58//X79345 

F-THYR01000983//lvwf9A3 exon amplification product 
s from BACs in Mvwf region Mus musculus genomic, g 
enomic survey sequence. //7.0e- 16: 112: 94//AQ010457 
F-THYR01000984//CIT-HSP-2167017.TR CIT-HSP Homo sa 
piens genomic clone 2167017, genomic survey sequen 
ce. //0. 00015: 186: 66//B91313 
F-THYR01000988//Human Chromosome llql2.2 PAC clone 
pDJ756b9 containing human ferritin heavy chain mR 
NA (FTH), WORKING DRAFT SEQUENCE, 19 unordered pie 
ces. //0. 024: 267: 63//AC004588 
F-THYR01001003 

F-THYR01001031//Homo sapiens chromosome 17, clone 
hRPC. 859JL20, compl ete sequence. //I . le-55: 543: 72/ 
/AC003695 

F-THYR01001033//Methanobacteri um thermoautotrophi c 
um from bases 48264 to58328 (section 5 of 148) of 
the complete genome. //0. 94: 445: 58//AE000799 
F-THYR01001062//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 199H16, WORKING DRAFT S 
EQUENCE. //4. 4e-45: 441: 75//AL022320 
F-THYR01001093//Homo sapiens chromosome 9, clone h 
RPK. 202_H_3, compl etesequence. //4. 9e-34: 353: 76//AC 
006241 

F-THYR01001100//Human DNA-binding protein mRNA, 3' 
end. //I. le-72: 742: 74//L14787 
F-THYR01001120//Homo sapiens clone DJ1129E22, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //1.2e- 76: 52 
1:86//AC005522 

F-THYR01001121//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 671014, WORKING DRAFT S 
EQUENCE. //0. 00078: 594: 58//AL031595 
F-THYR01001133//Homo sapiens PAC clone DJ1200I23 f 
rom 7pl5, complete sequence. //4.0e-35: 349: 76//AC00 
4996 

F-THYR01001134//Homo sapiens clone DJ1070G24, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //1.0: 154:6 
6//AC005486 

F-THYR01001142//Human DNA sequence from clone B79B 
4 on chromosome 22 Contains CA repeat and GSS, com 
pi ete sequence. //1. 4e-44: 374: 80//Z82178 
F-THYR01001173 

F-THYR01001177//Human pigment epithelium-derived f 
actor gene, complete cds.//1.9e-42:250:86//U29953 
F-THYR01001189//HSJ171J2J10JKR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
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one Plate=3171 Col =20 Row=L, genomic surveysequenc 
e. Ill . 8e-28: 246: 83//AQ302330 
F-THYR01001204//Drosophila melanogaster DNA repair 
protein (mei-41) gene, complete cds, and TH1 gen 
e, partial cds.//4.9e-39:657:64//U34925 
F-THYR01001213//, complete sequence. //1. 7e- 45: 257: 
84//AC005300 

F-THYR01001262//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 7/28, WORKING DRAFT SEQUENCE./ 
/1 . 5e-40: 274: 87//AP000036 10 
F-THYR01001271//Streptomyces coelicolor cosmid 1A 
6. //0. 033: 364: 61//AL023496 

F-THYR01001287//Drosophila melanogaster cosmid clo 
ne 86E4. //9. 6e-49: 586: 69//AL021086 
F-THYR01001290//HS_2045_B1_H09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2045 Col =17 Row=P, genomic surveysequenc 
e.//4.4e-13:156:78//AQ248237 
F-THYR01001313//S. lavendulae bla gene for beta-la 
ctamase, compl ete cds. //1 . 0: 229: 64//D12693 20 
F-THYR01001320//Homo sapiens Chromosome 22qll.2 PA 
C Clone p_n5 In BCRL2-GGT Region, complete sequenc 
e. III. le-88: 672: 82//AC002472 
F-THYR01001321//Human PAC clone DJ527C21 from Xq2 
3, complete sequence. //1. 2e-115: 740: 87//AC000114 
F-THYR01001322//HS_3205J2_C12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3205 Col =24 Row=F, genomic surveysequenc 
e. //0. 00031 : 285: 61//AQ304025 

F-THYR01001347//Homo sapiens mRNA for KIAA0745 pro 30 
tein, partial cds.//2.2e-43:638:64//AB018288 
F-THYR01001363//Homo sapiens PAC clone DJ0845I21 f 
rom 7qll.21-qll.23, complete sequence. //1.0e-09: 18 
9: 74//AC004905 

F-THYR01001365//Homo sapiens chromosome 10 clone C 
IT987SK-1163G10 map 10q25, complete sequence. //7. 6 
e- 168: 821 : 97//AC005660 

F-THYR01001374//Homo sapiens mRNA for KIAA0707 pro 
tein, partial cds.//2.3e-155:740:97//AB014607 
F-THYR01001401//Homo sapiens chromosome 19, cosmid 40 
F23149, complete sequence. //3. 2e-07: 138: 73//AC005 
239 

F-THYR01001403//Homo sapiens chromosome 12pl3.3 cl 
one RPCI3-454B23, WORKING DRAFT SEQUENCE, 48 unord 
ered pi eces. 113. 6e-70: 360: 86//AC005845 
F-THYR01001405//Bos taurus mRNA for NDP52, compl et 
e cds. III. 6e- 14: 559: 63//AB008852 
F-THYR01001406//Mus musculus putative steroid dehy 
drogenase (KIK-I) mRNA, complete cds.//1.0e-91:63 
1 : 82//AF064635 50 
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F-THYR01001411//Homo sapiens chromosome 19, cosmid 
F18718, complete sequence. //5.5e-42: 509: 71//AC006 
126 

F-THYR01001426//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens genomic DNA (PAC 11181 22) from chromosome 
11; HTGS phase 1, WORKING DRAFT SEQUENCE. //2.7e- 3 
1:172:81//AJ002553 

F-THYR01001434//Human Chromosome 11 pac pDJ393ol5, 
WORKING DRAFT SEQUENCE, 8 unordered pieces. //1.0: 
98:70//AC000384 

F-THYR01001458//Bos taurus non-muscle myosin heavy 
chain mRNA, partial cds.//1.9e-58:653:71//U87265 
F-THYR01001480//Homo sapiens clone DJ0756H11, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //7.5e-42: 35 
7: 80//AC006001 

F-THYR01001487//H. sapiens DNA sequence. 1/0. 92: 160: 
64//Z22449 

F-THYR01001534//Homo sapiens chromosome 17, clone 
hCIT.468_FJ3, W0RKINGDRAFT SEQUENCE, 3 unordered 
pieces. 7/4. 8e-47: 266: 80//AC004666 
F-THTO01001537//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 998H6, WORKING DRAFT SE 
QUENCE. III. 3e-79: 479: 89//AL031687 
F-THYR01001541//Human DNA sequence from clone 399M 
14 on chromosome Xq26.1-26.3. Contains ESTs, an ST 
S and GSSs, complete sequence. //0. 0034: 106: 77//Z96 
074 

F-THYR01001559//Rattus norvegicus simple sequence 
repeat D18Mco6. III. 6e-09: 351: 63//AF006056 
F-THYR01001570//RPCI11-49B23.TJ RPCI11 Homo sapien 
s genomic clone R-49B23, genomic survey sequence./ 
/I. 4e-65: 384: 91//AQ052105 

F-THYR01001573//Homo sapiens clone 24778 unknown m 
RNA. 11%. 2e-104: 546: 95//AF070572 
F-THYR01001584//CIT-HSP-2365J21.TF CIT-HSP Homo sa 
pi ens genomic clone 2365J21, genomic survey sequen 
ce. Ill . 3e-24: 180: 88//AQ080498 
F-THYR01001595//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //8. 7e-145: 779: 93//AL023808 
F-THYR01001602//Homo sapiens chromosome 17, clone 
hRPK. 786JL4, compl etesequence. 111. 9e-26: 393: 68//A 
C005863 

F-THYR01001605//Dictyostelium discoideum filopodin 
(talA) gene, compl etecds.//0. 0012: 436: 58//U14576 
F-THYR01001617//Homo sapiens full length insert cD 
NA clone ZD69D05.//8.6e-43:342:82//AF086381 
F-THYR01001637//Homo sapiens clone DJ1019E05, WORK 
ING DRAFT SEQUENCE, lOunordered pieces. //6.2e-15: 3 
18:66//AC004950 
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F-THYR01001656//Homo sapiens PAC clone DJ044L15 fr 
om Xq23 f complete sequence. //1.5e-05: 147: 68//AC004 
827 

F-THYR01001661 

F-THYR01001671//Homo sapiens mRNA for 2' -5' oligoa 
denylate synthetase 59kDa isoform.//2.5e-164:780:9 
8//AJ225089 

F-THYR01001673//Homo sapiens clone RG161A02, compl 
ete sequence. //4. 4e-40: 770: 64//AC005071 
F-THYR01001703//S.coelicolor plasmid SCP2 transfer 10 
region DNA. //0. 14: 414: 59//X72857 
F-THYR01001706//Homo sapiens BAC clone RG281B09 fr 
om 7q21.1-q31.1, complete sequence. 1/1. 6e- 43: 308: 7 
5//AC004745 

F-THYR01001721//, complete sequence. //9.9e- 134: 77 
0:91//AC005500 

F-THYR01001738//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 355C18, WORKING DRAFT S 
EQUENCE. //0. 99: 163: 61//AL022327 

F-THYR01001745 20 
F-THYR01001746 

F-THYR01001772//HS_3069_BLC05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3069 Col =9 Row=F, genomic survey sequenc 
e.//1.5e-61:360:91//AQ171021 
F-THYR01001793//B.taums mRNA for beta-subunit of 
rod photoreceptor CNG-channel.//0.028:446:58//X896 
26 

F-THYR01001809 

F-THYR01001828//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 110F11, WORKING DRAFT S 
EQUENCE. //\. 3e-175: 841: 98//AL033526 
F-THYR01001854//Homo sapiens chromosome 17, clone 
hCIT54K19, complete sequence. //7. 9e- 07: 445: 59//AC0 
03664 

F-THYR01001895 

4. 4e- 13: 248: 68//AB012576 

F-THYR01001907//Homo sapiens BAC clone RG054D04 fr 
om 7q31, complete sequence. //2.9e- 15: 144: 77//AC005 
058 40 
F-VESEN1000122//HS_3075_B1_C09JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3075 Col =17 Row=F, genomic surveysequenc 
e.//l.le-16:130:90//AQ143749 
F-Y79AA1000013 

F-Y79AA1000033//Homo sapiens BAC clone GS114I09 fr 
om 7pl4-pl5, completesequence.//2.9e-95:300:94//AC 
006027 

F-Y79AA1000037//Human prot-oncogene (BHI-1) mRNA, 
compl ete cds. 1/1. 4e- 19: 230: 66//L13689 50 
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F-Y79AA1000059//Homo sapiens immunophilin homolog 
ARA9 mRNA, complete cds.//2.2e-38:629:64//U78521 
F-Y79AA1000065//Human DNA sequence from cosmid J25 
6K24, between markersDXS6791 and DXS8038 on chromo 
some X contains EST. //5. 3e-10: 117: 83//Z72005 
F-Y79AA1000131//Homo sapiens LERK-6 (EPLG6) gene, 
exon L //7. 6e-10: 381: 64//U92893 
F-Y79AA1000181//Human DNA sequence from clone 612B 
18 on chromosome lq24-25.3 Contai ns exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, GSS, CpG I si an 

d, compl ete sequence. //I . 4e- 165: 732: 99//AL031864 
F-Y79AA1000202//Drosophila melanogaster DNA sequen 
ce (PI DS06882 (D310)), complete sequence. //9. le- 2 
0:339: 65//AC005115 

F-Y79AA1000214//Homo sapiens clone DJ0673M15, WORK 
ING DRAFT SEQUENCE, 33unordered pieces. //3. 7e- 72: 3 
97: 93//AC004854 
F-Y79AA1000230 

F-Y79AA1000231//Mus musculus SIK similar protein m 
RNA, complete cds.//8.5e-151:833:90//AF053232 
F-Y79M1000258//Leishmania donovani histidine seer 
etory acid phosphatase (SAcP-1) gene, complete cds. 
//0. 0099: 547: 58//U78522 

F-Y79AA1000268//Mus musculus Nip21 mRNA, complete 

cds. //4. 0e-ll: 424: 62//AF035207 

F-Y79AA1000313 

F-Y79AA1000328//CIT-HSP-386A20.TF CIT-HSP Homo sap 
iens genomic clone 386A20, genomic survey sequenc 

e. //5.9e-07:173:69//B55085 
F-Y79M1000342//RPCI11-57J6.TK.1 RPCI11 Homo sapie 
ns genomic clone R-57J6, genomic survey sequence./ 
/5.2e-27: 151: 99//AQ115511 

F-Y79AA1000346//B.primigenius mRNA for coat protei 
n gamma-cop. //5. 7e-69: 694: 71//X92987 
F-Y79AA1000349//M. musculus Spnr mRNA for RNA bind! 
ng protein. //1.8e-98: 535: 92//X84692 
F-Y79AA1000355//Homo sapiens clone DJ0847008, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //1.6e- 21: 12 
9:85//AC005484 

F-Y79AA1000368//H. sapiens CpG island DNA genomic H 
sel fragment, clone 12fl, reverse read cpgl2fl.rtl 
c.//0. 00016: 53: 98//Z56610 

F-Y79AA1000405//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P4, WORKING DRAFT S 
EQUENCE. //0. 069: 366: 59//AL031747 
F-Y79AA1000410//Human DNA sequence from PAC 117P19 
on chromosome X. //L 0e-25: 235: 80//Z86061 
F-Y79AA1000420//H. sapiens CpG island DNA genomic M 
sel fragment, clone 82c3, forward read cpg82c3.ftl 
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a.//2.0e-36: 194: 98//Z63378 

F-Y79AA1000469//Mus musculus ancient ubiquitous 46 
kDa protein AUP1 precursor (Aupl) mRNA, complete 
cds. //8. 5e- 121: 696: 89//U41736 
F-Y79AA1000480//HS_2175__A2_H11J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2175 Col =22 Row=0, genomic surveysequenc 
e. 111. 5e-26: 178: 89//AQ307693 
F-Y79AA1000538//Homo sapiens clone DJ1158B01, WORK 
ING DRAFT SEQUENCE, 23unordered pieces. 110. 67: 111: 10 
72//AC004980 

F-Y79AA1000539//HS_2237J2_F10JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2237 Col =20 Row=L, genomic surveysequenc 
e. III. 2e-14: 168: 77//AQ153503 
F-Y79AA1000540//Homo sapiens clone DJ0655N24, WORK 
ING DRAFT SEQUENCE, 8unordered pieces.//0.94: 127:6 
7//AC005193 

F-Y79AA1000560//Mouse mRNA for alpha-adaptin (Q.I 
/1 . 7e- 1 14: 776: 84//X14972 20 
F-Y79AA1000574//M. musculus tex23 mRNA (5' region)./ 
/1. 8e-23: 291: 75//X80424 

F-Y79AA1000589//Homo sapiens clone 614 unknown mRN 
A, compl ete sequence. 11%. 6e- 153: 755: 97//AF091080 
F-Y79AA1000627//Homo sapiens zinc finger protein 
(ZF5128) mRNA, completecds.//5.2e-135:644:98//AF06 
0503 

F-Y79AA1000705//M. musculus mRNA of enhancer- trap- 1 
ocus l.//6.9e-148:902:86//X69942 
F-Y79AA1000734//Homo sapiens PEX11 beta mRNA for p 30 
eroxisome assembly factor, complete cds.//4.8e-18 
0:850:98//AB018080 

F-Y79AA1000748//Caenorhabditis elegans cosmid F25B 
5.//0.00019:308:60//U23172 

F-Y79AA1000752//0ryctolagus cuniculus mRNA for hnR 
NP-E1 protein. III. 7e-40: 513: 68//AJ003023 
F-Y79AA1000774 
F-Y79AA1000782 

F-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRN 
A, complete cds. //3.5e- 177: 847: 97//AF098799 40 
F-Y79AA1000794//H. sapiens CpG island DNA genomic M 
sel fragment, clone 45a4, forward read cpg45a4.ftl 
a.//2.5e-13: 104: 92//Z61120 

F-Y79AA1000800//Homo sapiens GABA-B receptor mRNA, 
complete cds. //0. 98: 244: 60//AF056085 
F-Y79AA1000802 

F-Y79AA1000805//Human Chromosome 11 Cosmid cSRL30h 
11, complete sequence. //9. 3e- 76: 528: 85//U73642 
F-Y79AA1000824//RPCI 1 1-26B4. TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-26B4, genomic survey seque 50 



®P 2002-191363 
3460 

nee. //4. 4e- 14: 99: 95//B84538 
F-Y79AA1000827//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 117715, WORKING DRAFT S 
EQUENCE. l/\. 5e-08: 249: 69//AL022315 
F-Y79AA1000833//Macaca fascicularis mRNA for alpha 
-tubul i n. //1 . 8e- 103: 603: 89//X04757 
F-Y79AA1000850 

F-Y79AA1000962//Human DNA sequence from PAC 360E18 
on chromosome X contains EST, CpG island and poly 
morphic CA repeat. //0. 038: 468: 59//Z82203 
F-Y79AA1000966//Mus musculus C0P9 complex subunit 
4 (C0PS4) mRNA, complete cds.//9.7e-150:865:89//AF 
071314 

F-Y79AA1000968//Rattus norvegicus initiation facto 
r eIF-2B gamma subunit (el F-2B gamma) mRNA, compl et 
e cds.//6.4e-122:717:88//U38253 
F-Y79AA1000969//Mouse chromosome 6 BAC-284H12 (Res 
earch Genetics mouse BAC library) complete sequenc 
e.//1.0:155:63//AC002397 

F-Y79AA1000976//Caenorhabditis elegans cosmid F54C 
l.//4.3e-06:130: 73//U88165 

F-Y79AA1000985//Mus musculus pericentrin mRNA, com 
pi ete cds.//2.4e-44:428:77//U05823 
F-Y79AA1001023 

F-Y79AA1001041//Human mutY homolog (hMYH) gene, co 
mpl ete cds. III. 3e- 13: 90: 100//U63329 
F-Y79AA1001048//Human mRNA for very- long- chain acy 
1-CoA dehydrogenase (VLCAD), complete cds. //2.6e- 2 
8: 772: 60//D43682 

F-Y79AA1001061//Homo sapiens chromosome 4 clone B3 
31M8 map 4q25, complete sequence. //9.4e-36: 292: 82/ 
/AC004701 

F-Y79AA1001068//tipAL-AS complex: tipA=TipAL-AS [S 
treptomyces livi dans, Genomic, 1146 nt].//0. 17:537: 
59//S64314 

F-Y79AA1001077//Zea mays mRNA for aldehyde oxidase 
-2, complete cds. //0. 17: 231: 64//D88452 
F-Y79AA1001078 

F-Y79AA1001105//Zebrafish otx2 mRNA for otx homeop 
rotein, complete cds. 113. le-63: 529: 77//D26173 
F-Y79AA1001145//Homo sapiens clone GS166C05, WORKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //1.3e- 23: 22 
8:76//AC005015 
F-Y79AA1001167 

F-Y79AA1001177//M. musculus mRNA for NfiXl-protein. 
//4.0e-10:398:64//Y07688 

F-Y79AA1001185//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 16915, WORKING DRAFT SE 
QUENCE. Ill . le- 113: 666: 90//Z93015 
F-Y79AA1001211//HS_3124J2_H08_MR CIT Approved Hum 



(1732) 

3461 

an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3124 Col =16 Row=P, genomic surveysequenc 
e.//5.5e-12:87:96//AQ187492 
F-Y79AA1001216 

F-Y79AA1001228//Mycobacterium tuberculosis H37Rv c 
omplete genome; segment 143/162. //0. 028: 188: 67//AL 
021841 

F-Y79AA1001233//Human placental 17-beta-hydroxyste 
roid dehydrogenase mRNA, complete cds.//3.5e-24:73 
1:60//M36263 10 
F-Y79AA1001236//Homo sapiens mRNA for JM23 protei 
n p complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLcllOI 133Q7 (RZPD Berlin)).// 
1. 2e-133: 441: 97//AJ005892 

F-Y79AA1001281//HS_2241_B2_F09_MF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=2241 Col =18 Row=L, genomic surveysequenc 

e. //5. Oe-27: 169: 94//AQ217497 

F-Y79AA1001299//Human Inil mRNA, complete cds.//6. 

7e-115: 323: 93//U04847 20 

F-Y79AA1001312 

F-Y79AA1001323 

F-Y79AA1001384 

F-Y79AA1001391//Mus musculus transcription factor 
H0XA13 (Hoxal3) gene, complete cds.7/5.8e-42:245:74 
//U59322 

F-Y79AA1001394//Caenorhabditis elegans cosmid F54B 
3, compl ete sequence. //7. 8e- 18: 636: 58//Z48583F- Y79 
AA1001402//Homo sapiens Chr. 14 PAC RPCI4-794B2 (Ro 
swell Park Cancer 30 
Institute Human PAC Library) complete sequence.// 
1 . 2e- 1 10: 738: 85//AC005924 

F-Y79AA1001493//H. sapiens DNA sequence. //2. Oe-27: 2 
54:82//Z22497 

F-Y79AA1001511//Human DNA sequence from clone 931K 
24 on chromosome 20pl2Contains ESTs and GSSs, comp 
lete sequence. //I. le-158: 804: 95//AL034430 
F-Y79AA1001533//Mouse mRNA for RNA polymerase I as 
sociated factor (PAF53), complete cds.//1.7e-100:8 
20: 78//D14336 40 
F-Y79AA1001541//HSJ197 JV2__G11JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3197 Col =22 Row=M, genomic surveysequenc 
e.//5.1e-28:218:86//AQ150183 
F-Y79AA1001548//Homo sapiens chromosome 19, cosmid 
R28738, compl ete sequence. //5. 4e-21 : 167: 86//AC004 
151 

F-Y79AA1001555//R.norvegicus mRNA for drebrin A.// 
0.88: 463: 59//X59267 

F-Y79AA1001581//FMR1 {CGG repeats} [human, Fragile 50 
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X syndrome patient, Genomic, 429 nt].//0. 00051: 25 
2: 65//S74494 

F-Y79AA1001585//Human hypoxanthine phosphoribosylt 
ransferase (HPRT) gene, complete cds.//7.2e-33:37 
5: 76//M26434 
F-Y79AA1001594 

F-Y79AA1001603//Homo sapiens PAC 128M19 derived fr 
om chromosome 21q22. 3, containing the HMG-14 and CH 
D5 genes, complete cds, complete sequence. //4.2e-0 
6: 338: 66//AF064861 

F-Y79AA1001613//Homo sapiens mRNA for KIAA0683 pro 
tein, complete cds. //0. 024: 520: 57//AB014583 
F-Y79AA1001647//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y53F4, WORKING 
DRAFT SEQUENCE. //0. 014: 331: 61//Z92860 
F-Y79AA1001665//Human DNA sequence from clone 299D 
3 on chromosome 22ql3.3, complete sequence. //0. 99: 
273:63//Z84468 

F-Y79AA1001679//0.cuni cuius lambda-crystallin mRN 
A, complete cds.//1.2e-97:682:81//M22743 
F-Y79AA1001692//insulin-like growth factor binding 
protein-2 [human, placenta, Genomic, 1292 nt, seg 
ment 1 of 4].//5.6e-05:426:59//S37712 
F-Y79AA1001696//Rice endogenous double- stranded RN 
A encoding polyprotein (containing putative helicas 
e and putative RNA-dependent RNA polymerasedomain 
s) , compl ete cds. //1 . 0: 437: 60//D32136 
F-Y79AA1001705//M. musculus fkh-5 gene. //0. 18: 153:6 
4//X71943 

F-Y79AA1001711//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 328E19, WORKING DRAFT S 
EQUENCE. //5. 4e-76: 191: 98//AL022240 
F-Y79AA1001781//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 10/15, 
WORKING DRAFT SEQUENCE. //0. 99: 227: 63//AP000017 
F-Y79AA1001805//H. sapiens CpG island DNA genomic M 
sel fragment, clone 13dl2, reverse read cpgl3dl2.r 
tlc.//2.6e-13:88: 100//Z64565 
F-Y79AA1001827//0ryctolagus cuniculus PiUS mRNA, c 
omplete cds. //3. 7e-130: 775: 88//U74297 
F-Y79AA1001846//CIT-HSP- 2300M6.TR CIT-HSP Homo sap 
iens genomic clone 2300M6, genomic survey sequenc 
e.//8.3e-17:218:76//AQ012369 
F-Y79AA1001848//Human mRNA for KIAA0390 gene, comp 
1 ete cds. //A . 2e- 10: 378: 62//AB002388 
F-Y79AA1001866//Rattus norvegicus Cys2/His2 zinc f 
inger protein (rKrl) mRNA, complete cds.//6. 9e-41: 
441: 71//U41164 

F-Y79AA1001874//Homo sapiens hJAG2.del-E6 (JAG2) m 
RNA, alternatively spliced isoform of Jagged2, com 
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plete cds. //0. 00017: 412: 62//AF029779 
F-Y79AA1001875//CI T-HSP-2317G18.TR CIT-HSP Homo sa 
pi ens genomic clone 2317G18, genomic survey sequen 
ce. //1 . 9e-09: 271 : 67//AQ042654 
F-Y79AA1001923//H. sapiens CpG island DNA genomic M 
sel fragment, clone 193cl2 ( forward read cpgl93cl 
2. ftla. 110. 0031: 108: 75//Z60186 
F-Y79AA1001963//CITBI -E1-2510J4.TR CITBI-E1 Homo s 
apiens genomic clone 2510J4, genomic survey sequen 
ce. //1. 8e-05: 56: 100//AQ261184 10 
F-Y79AA1002027//Arabidopsis thaliana ubiquitin-con 
jugating enzyme 17 (UBC17) mRNA, complete cds.//3. 
3e- 13: 451 : 62//AF028340 

F-Y79AA1002083//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from' clone 526114, WORKING DRAFT S 
EQUENCE. //0. 91: 134: 65//Z82214 
F-Y79AA1002089 

F-Y79AA1002093//Mus musculus transcription factor 
like protein 4 TCFL4 mRNA, partial cds.//l. 2e-112: 
678:88//U43548 20 
F-Y79AA1002103//HS_3052_B1_H08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3052 Col =15 Row=P, genomic surveysequenc 
e. //6. 5e- 18: 238: 72//AQ135014 
F-Y79AA1002115 

F-Y79AA1002125//H. sapiens (D8S135) DNA segment con 
taining GT repeat. //1. 5e- 14:99: 96//X61693 
F-Y79AA1002139//Saccharomyces cerevisiae dnaj homo 
log Hljlp (HU1) gene, complete cds.//2.5e-07:208:6 
4//U19358 30 
F-Y79AA1002204//HS_2235J2_D12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2235 Col =24 Row=H, genomic surveysequenc 
e. //2.9e-13:89:98//AQ154260 
F-Y79AA1002208//CIT-HSP-2006M21.TV CIT-HSP Homo sa 
pi ens genomic clone 2006M21, genomic survey sequen 
ce.//3.7e-27:154:98//B56397 
F-Y79AA1002209//E.coli tyrS gene coding for tyrosy 
1 -tRNA synthetase. //2. 8e-05: 143: 70//J01719 
F-Y79AA1002210//Homo sapines chromosome 19, cosmid 40 
R28058, complete sequence. //8.3e-22: 229: 78//AC005 
615 

F-Y79AA1002211//Homo sapiens chromosome 17. clone 
HRPC1067M6, complete sequence. //1.0e-06: 241: 67//AC 
003043 

F-Y79AA1002220//CI T-HSP-2374P23.TR CIT-HSP Homo sa 
pi ens genomic clone 2374P23, genomic survey sequen 
ce. //1. 3e-68: 375: 95//AQ109738 
F-Y79AA1002229//Human mRNA for KIAA0086 gene, comp 
lete cds. //0. 12: 203: 63//D42045 . 50 
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F-Y79AA1002234//Homo sapiens mRNA for KIAA0692 pro 
tein, partial cds.//1.3e-174:821:98//AB014592 
F-Y79AA1002246//Homo sapiens clone GS166C05, W0RKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //0. 50: 470: 6 
0//AC005015 

F-Y79AA1002258//Homo sapiens mRNA for KIAA0655 pro 
tein, partial cds. //6. 8e-159: 748: 98//AB014555 
F-Y79AA1002298//Human density enhanced phosphatase 
-1 mRNA, complete cds. //0. 036: 278: 62//U10886 
F-Y79AA1002307//Homo sapiens mRNA for KIAA0634 pro 
tein, partial cds.//6.4e-129:622:97//AB014534 
F-Y79AA1002311//R.norvegicus mRNA for cytosolic re 
si nl f eratoxi n-bi ndi ngprotei n. Ill, Oe- 116: 693: 82//X6 
7877 

F-Y79AA1002351//S.clavuligems pah and cas genes./ 
/1. 0:369:58/7X84101 

F-Y79AA1002361//Rattus norvegicus mRNA for protein 
phosphatase 1 (GL-subuni t) . 115. 4e- 105: 762: 80//Y18 
208 

F-Y79AA1002399//Homo sapiens chromosome 17, clone 
hRPK. 700_H_6, completesequence. //1.0e-159: 411: 100/ 
/AC005920 

F-Y79AA1002407//Homo sapiens chromosome 17, clone 
hRPC. 842^A_23, compl ete sequence. III. le- 118: 609: 84 
//AC004662 

F-Y79AA1002416//Mus musculus CTP synthetase homolo 
g (CTPsH) mRNA, complete cds.//4.4e-90:529:88//U49 
385 

F-Y79AA1002431//Chlamydomonas reinhardtii novel pr 
otein kinase mRNA, complete cds.//1.0: 166: 66//U361 
96 

F-Y79AA1002433//CIT-HSP-384K8.TF CIT-HSP Homo sapi 
ens genomic clone 384R8, genomic survey sequence./ 
/0.24:85:72//B51917 

F-Y79AA1002472//Homo sapiens chromosome 19, BAC CI 
T-B-393il5 (BC30 1323), compl ete sequence. //1.9e- 13: 
242:69//AC006116 

F-Y79AA1002482//Homo sapiens full length insert cD 
NA clone ZC18H06. //1. 2e-35: 462: 71//AF088022 
F-Y79AA1002487//Bovine herpesvirus type 1 genes fo 
r UL[27, 28, 29, 30, 31] . 110. 93: 215: 60//X94677 

[112 4] mi&titmzkr-t 3 . 
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R-HEMBA1000005//Mouse tumor cell dnaj-like protein 
1 mRNA, complete cds. //3.6e-60: 504: 78//L16953 
R-HEMBA1000030//F.rubripes GSS sequence, clone 063 
K10bD3, genomic surveysequence. //0. 28: 117:68//Z888 
64 

R-HEMBA1000042//RPCI 11-77G23. TV RPCI11 Homo sapien 
s genomic clone R-77G23, genomic survey sequence./ 
/I . 3e-56: 292: 97//AQ268240 

R-H£HBA1000046//Homo sapiens chromosome X map Xq2 10 

8, compl ete sequence. //9. 8e-56: 401 : 82//U82696 
R-HEMBA1000050//Human cosmid insert containing pol 
ymorphic marker DXS455. //0. 0010: 175: 68//L31948 
R-HEMBA1000076//Homo sapiens clone DJ1021I20, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //4.9e-4 1:36 
4: 79//AC005520 

R-HEHBA1000111//Homo sapiens Xp22 BAC GSHB-519E5 
(Genome Systems Human BAC library) complete sequen 
ce. //4. 7e-30: 229: 84//AC003684 

R-HEHBA1000129//Homo sapiens chromosome 17, clone 20 
HCIT48C15, complete sequence. //2. 4e- 93: 503: 93//AC0 
03104 

R-HEHBA1000141//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds.//6. 5e-99: 514: 94//AB018340 
R-HEHBA1000150//Homo sapiens clone RG086D03, W0RKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //2.7e-37: 28 
9:83//AC005060 

R-nnnnnnnnnnnn//Homo sapiens scaffold attachment f 
actor B (SAF-B) mRNA, partial cds.//3. le-21: 417: 64/ 
/L43631 30 
R-HEMBA1000158 
R-nnnnnnnnnnnn 

R-HEMBA1000180//Plasmodium falciparum encoding Pfg 
27/25. //0. 073: 292: 56//X84904 
R-HEMBA1000185//Homo sapiens clone DJ0693M11, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //5.3e- 40: 28 
6:85//AC006146 
R-HEMBA1000193 

R-HEMBA1000201//Homo sapiens SNF5/INI1 gene, exon 

9. //2. 0e-24: 137: 99//Y17126 40 
R-HEMBA1000213//Caenorhabditis elegans cosmid C44C 
8.//0.025: 192: 68//AF100655 

R-HEMBA1000216//Human Chromosome 16 BAC clone CIT9 
87SK- A-815A9, compl etesequence. III. 5e-31 : 269: 79//A 
F001548 

R-nnnnnnnnnnnn 

R-HEMBA1000231//Human DNA sequence from PAC 212P9 
on chromosome Ip34.1-lp35. Contains delta opiate r 
eceptor, CpG island, CA repeat,. //4.3e- 24: 400: 68// 
AL009181 50 
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R-HEMBA1000243//Homo sapiens chromosome 17, Neurof 
i bromatosi s 1 1 ocus, compl ete sequence. //1 . 3e- 19: 3 
19: 69//AC004526 
R-HEBBA1000244 

R-HEMBA1000251//Meloidogyne hapla mitochondrial CO 
II gene, 3' end of cds; transfer RNA-His gene; 16S 
ribosomal RNA gene; ND3 gene, complete cds;cytoch 
rome b (cytb) gene, 5' end of cds. //0. 16: 338: 60//L 
76262 

R-HEMBA1000264//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 5/15, W 
0RKING DRAFT SEQUENCE. //0. 00093: 300: 66//AP00001 2 
R-nnnnnnnnnnnn//Homo sapiens Xp22 BAC GSHB 526D21 
(Genome Systems HumanBAC library) complete sequenc 
e.//3.5e-10:238:70//AC003037 
R-HEMBA1000282//Arabidopsis thaliana BAC IGO02P16. 
//0. 71: 344: 60//AF007270 

R-HEHBA1000288//Homo sapiens Xp22 PACs RPC11-263P4 
and RPC11-164K3 complete sequence. //4.8e-33: 267: 8 
2//AC003046 

R-HEHBA1000290//Homo sapiens chromosome 17, clone 
HRPC837J1, complete sequence. //2.2e- 15: 249: 69//AC0 
04223 

R-HEMBA1000302//CIT-HSP-2173N10.TF CIT-HSP Homo sa 
piens genomic clone 2173N10, genomic survey sequen 
ce.//1.0:215:61//B95105 

R-nnnnnnnnnnnn//Mus musculus Plenty of SH3s (POSH) 
mRNA, complete cds.//1.0e-77:551:82//AF030131 
R-nnnnnnnnnnnn//Rattus norvegicus Ca2+-dependent a 
ctivator protein (CAPS) mRNA, complete cds. //2.0e- 
96: 546: 90//U16802 

R-HEHBA1000307//Mus musculus mRNA for CDV-1 protei 
n.//3.8e-36:315:68//Y10496 

R-nnnnnnnnnnnn//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 078: 379: 59//AC005505 
R-HEHBA1000338//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 620E11, WORKING DRAFT S 
EQUENCE. til. Oe-33: 399: 72//AL031667 
R-HEMBA1000351//Homo sapiens complete genomic sequ 
ence between D16S3070and D16S3275, containing Fami 
lial Mediterranean Fever gene disease. //1. 7e- 39: 27 
2: 87//AJ003147 

R-HEMBA1000355//Human primary Alu transcri pt. //0. 0 
045:67:85//U67829 

R-HEMBA1000357//Homo sapiens (subclone 9Ji8 from P 
1 H16) DNA sequence. //8.7e-93: 426: 88//L42086 
R-HEMBA1000366//Homo sapiens PAC clone DJ0942I16 f 
ram 7qll, complete sequence. //1.7e- 12: 130: 83//AC0O 
6012 
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R-HEMBA1000369//Human DNA sequence from clone 1039 
R5 on chromosome 22ql2.3-13. 2 Contains gene simila 
r to PICK1 perinuclear binding protein, genesimila 
r to monocarboxylate transporter (MCT3), ESTs, ST 
S, GSS and a CpGisland f complete sequence. //1.9e-6 
9:355:97//AL031587 

R-HEMBA1000376//Homo sapiens chromosome 19, BAC CI 
T-B-393115 (BC301323), complete sequence. 113. 7e- 66: 
410:89//AC006116 

R-HEMBA1000387//Homo sapiens chromosome 17, clone 10 
HCIT169H9, WORKING DRAFT SEQUENCE, 6 unordered pie 
ces. III. Oe-43: 363: 81//AC002993 
R-HEMBA1000390//Homo sapiens BAC clone RG041D11 fr 
om 7q21, complete sequence. //4. 6e-23: 417: 69//AC005 
053 

R-HEMBA1000392//Buman Chromosome llpl4.3 PAC clone 
pDJ59ml8, complete sequence. //6. 2e- 05: 174: 68//AC0 
04582 

R-HEMBA1000396//Homo sapiens DNA sequence from PAC 
159A15 on chromosomeXpll.21-pll.23. Contains inte 20 
r- alpha- trypsin inhibitor heavy chain H3 precursor 
-like protein. //1. 4e-62: 564: 77//AL022575 
R-HEMBA1000411 

R-HEMBA1000418//Uverwort Marchantia polymorpha ch 
loroplast genome DNA. //0. 94: 210:60/7X04465 
R-HEMBA1000422//CIT-HSP-2382A6.TR CIT-HSP Homo sap 
iens genomic clone 2382A6, genomic survey sequenc 
e.//4.4e-12:98:92//AQ078233 
R-HEHBA1000428//Human DNA sequence from clone 393P 
23 on chromosome Xq21. 1-21.33. Contains GSSs, comp 30 
1 ete sequence. III. Oe-93: 526: 90//Z95400 
R-HEMBA1000434//Homo sapiens clone DJ0309D19, WORK 
INC DRAFT SEQUENCE, 12unordered pieces.//2.7e-07:4 
52:60//AC004826 

R-HEMBA1000442//E. cabal 1 us microsatellite DNA, clo 
ne HMB4. //0. 39: 135: 62//Y07733 
R-HEMBA1000456//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-52, complete s 
equence. //2. 6e-05: 174: 70//AL010226 
R-HEMBA1000459//Arabidopsis thaliana putative tran 40 
smembrane protein Glp(AtGl), putative nuclear DNA- 
binding protein G2p (AtG2), Eml protein (ATEM1), p 
utative chlorophyll synthetase (AtG4), putative tr 
ansmembrane protein G5p (AtG5), putative acyl-coA 
dehydrogenase (AtG6), and calcium dependent protei 
n kinase genes, complete cds; and unknown genes.// 
0.013: 212: 63//AF049236 

R-HEMBA1000460//Homo sapiens PAC clone DJ0593H12 f 
rom 7p31, complete sequence. //8.6e- 114: 556: 98//AC0 
04839 50 
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R-HEMBA1000464//Caenorhabditis elegans cosmid C34B 
7, compl ete sequence. 110. 086: 334: 61//Z83220 
R-HEMBA1000469//Homo sapiens BAC clone RG442F18 fr 
om 2, complete sequence. III. 8e- 52: 472: 79//AC005104 
R-HEMBA1000488//, complete sequence. //3. 3e-68: 200: 
99//AC005500 

R-HEHBA1000490//Caenorhabditls elegans cosmid Y53C 
12B, complete sequence. HQ. 97: 233: 61//Z99278 
R-HEMBA1000491 

R-HEHBA1000504//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-64, complete s 
equence. III. 7e-08: 440: 60//AL009014 
R-HEHBA1000505//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocel 1 ul ar colorectal and 
non-small cell lung cancer , segment 1/11. //0. 37: 
189: 62//AB020858 

R-HEMBA1000508//Human DNA sequence from cosmid V21 

0E9, between markers DXS366 and DXS87 on chromosom 

e X.//l.le-25:248:80//Z70280 

R-HEMBA1000518//RPCI 11-6022. TV RPCI-11 Homo sapien 

s genomic clone RPCI- 11-6022, genomic survey seque 

nee. I/O. 0035: 293: 61//B49544 

R-HEHBA1000519 

R-HEMBA1000520//Arabidopsis thaliana chromosome II 
BAC F10A12 genomic sequence, complete sequence.// 
0.30: 255: 63//AC006232 

R-HEHBA1000523//Human cleavage stimulation factor 
77kDa subunit mRNA, complete cds. III. 2e- 53: 203:92/ 
/U15782 

R-HEMBA1000531//CIT-HSP-388J17.TR CIT-HSP Homo sap 
iens genomic clone 388J17, genomic survey sequenc 
e.//2.7e-24:137:99//B55638 
R-HEMBA1000540//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 510D11, WORKING DRAFT S 
EQUENCE. 110. 00014: 329: 60//Z98044 
R-HEHBA1000545//Homo sapiens Xp22 BAC GS-619J3 (Ge 
nome Systems Human BAClibrary) complete sequence./ 
/6.9e-87:552:87//AC004103 

R-nimimiiimiuinn//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 134019, WORKING DRAFT S 
EQUENCE. IIS. 9e- 121 : 584: 98//AL034555 
R-HEMBA1000557//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-44M2, complete sequence. //5.7e-45: 307: 
87//AC004381 

R-HEHBA1 000561 //Mus musculus clone 0ST20235, genom 
ic survey sequence. //1.3e-43: 279: 90//AF046762 
R-HEMBA1000563//Plasmodium falciparum chromosome 
2. section 5 of 73 of the complete sequence. //3. 8e 
-05:506:56//AE001368 

R-HEHBA1000568//RPCIll-49P8.n.l RPCI 11 Homo sapie 
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ns genomic clone R-49P8, genomic survey sequence./ 

/I . 7e-101: 498: 97//AQ116293 

R-nnnnnnnnnnnn 

R-HEMBA1000575//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 754E20, WORKING DRAFT S 
EQUENCE. //I. 3e-47: 458: 75//AL022335 
R-HEMBA1000588//Hus musculus FLI-LRR associated pr 
otein-1 mRNA, completecds.//2.9e-62:447:81//AF0455 
73 

R-HEMBA1000591//Homo sapiens mRNA for ElB-55kDa-as 10 
soci ated protei n. //1 . 2e- 1 1 1 : 591 : 94//AJ007509 
R-HEMBA1000592//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-10, complete s 
equence. //3. 5e-09: 421: 60//AL010216 
R-HEHBA1000594//Homo sapiens clone RG004N09, WORKI 
NG DRAFT SEQUENCE, 5 unordered pieces. //I. le- 15: 42 
1:66//AC005044 

R-HEMBA1000604//HS_2220JU_G10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2220 Col =19 Row=M, genomic surveysequenc 20 
e.//1.0e-51:306:92//AQ151991 
R-HEMBA1000608 

R-HEMBA1000622//H. sapiens CpG island DNA genomic I 
sel fragment, clone 155e4, reverse read cpgl55e4.r 
tla.//4.5e-16:105:98//Z56962 
R-HEMBA1000636//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 1/15, W 
ORKING DRAFT SEQUENCE. //4. 8e-62: 421: 86//AP000008 
R-HEMBA1000637//Homo sapiens mRNA for RIAA0690 pro 
tein, partial cds.//1.2e-97:443:97//AB014590 30 
R-HEMBA1000655//Homo sapiens chromosome 19, cosmid 
R26349, complete sequence. //9.8e-61: 311: 90//AC005 
953 

R-HEMBA1000657 
R-HEHBA1 000662 

R-HEMBA1000673//Human DNA sequence from PAC 448E20 
on chromosome Xq26. lcontains ESTs and STS.//1.0e- 
13:351:63//Z97196 

R-HEMBA1000682//Homo sapiens clone DJ1136G02, WORK 
I NG DRAFT SEQUENCE, 4unordered pieces. //1.2e- 50: 29 40 
8:79//AC005377 

R-HEMBA1000686//HS_3018_B1_H10_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3018 Col=19 Row=P, genomic surveysequenc 
e. //0. 00048: 210: 62//AQ093513 
R-HEHBA1000702//Homo sapiens clone DJ241P17, WORKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //9.7e-54: 31 
7:88//AC005000 

R-HEMBA1000705//Glossonotus univittatus 12S mitoch 
ondrial ribosomal RNA, small subunit, mitochondrial 50 
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gene, partial sequence. //0. 080: 138: 65//U77850 
R-HEMBA1000719//Rattus norvegicus mRNA for TESK1, 
complete cds. //0. 96: 291: 58//D50864 
R-HEMBA1000722 

R-HEMBA1000726//Homo sapiens PAC clone DJ0701016 f 
rom 7q33-q36, completesequence. //4. 4e-26: 284: 77//A 
C005531 

R-HEMBA1000727//Plasmodium falciparum DNA *** SEQU 

ENCING IN PROGRESS ***from contig 4-89, complete s 

equence. //9. le-05: 351: 60//AL010266 

R-HEMBA1000747//Homo sapiens DNA sequence from PAC 
124C6 on chromosome 6q21. Contains genomic marker 
D6S1603, ESTs, GSSs and a STS with a CA repeat po 

lymorphi sm, compl ete sequence. 111. 5e- 16: 123: 93//AL 

021326 

R-HEHBA1000749//Human Chromosome 16 BAC clone CIT9 
87SK- 327024, completesequence. 111. 8e-32: 298: 79//AC 
003108 

R-HEHBA1000752//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1.ATP5G 
2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymoiphic CArepeat.//2.8e-90:542:90//Z92545 
R-HEMBA1000769//Homo sapiens PI clone GSP13996 fro 
m 5ql2, complete sequence. III. 7e- 36: 405: 75//AC0050 
31 

R-HEMBA1000773//HS_3050_ J A2_B08JfF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3050 Col=16 Row=C, genomic surveysequenc 
e. //0. 00053: 268: 60//AQ105619 
R-HEMBA1000774//Homo sapiens PAC clone DJ0630C24 f 
rom 7q31-q32, completesequence. //4. 7e- 46: 338: 85//A 
C004690 

R-HEMBA1000791//***ALU WARNING: Human Alu-Sc subfa 
mily consensus sequence. //5.3e-47: 279: 91//U14571 
R-HEHBA1000817//Sequence 1 from Patent W0 8904839. 
//0. 86: 148: 67//1 09339 

R-HEMBA1000822//T.brucel kinetoplast maxicircle va 
riable region DNA. //0. 00061: 246: 61//Z15118 
R-HEMBA1000827//Homo sapiens Ser/Arg- related nucle 
ar matrix protein (SRM160) mRNA, complete cds.//6. 
9e-43:228:98//AF048977 

R-HEHBA1000843//Homo sapiens DNA sequence from clo 
ne 511B24 on chromosome 20qll.2-12. Contains the T 
0P1 gene for Topoisomerase I, the PLCG1 genefor 1- 
Phosphati dyl i nosi tol - 4 , 5- Bi sphosphate Phosphodi est 
erase Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholi 
pase C-Gamma-1 PLC-II, PLC- 148), theKIAA0395 gene 
for a probable Zinc Finger Homeobox protein and a 
60S Ribosomal Protein L23 LIKE pseudogene. Contain 
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s a predicted CpG island, ESTs, STSs and GSSs, com 
plete sequence. //1. 7e-41: 319: 84//AL022394 
R-HEMBA1000851//Arabidopsis thaliana chromosome I 
BAC T14N5 genomic sequence, complete sequence. //0. 
40: 168: 67//AC004260 

R-HEMBA1000852//Homo sapiens Xp22 bins 3-5 PAC RPC 
I4-617A9 (Roswell ParkCancer Institute Human PAC L 
ibrary) containing Arylsulfatase D and E genes, co 
mplete sequence. //I. 5e-112: 572: 96//AC005295 
R-HEMBA10Q0867//Homo sapiens clone DJ0971C03, WORK 10 
1NG DRAFT SEQUENCE, 18unordered pieces. //0. 11: 121: 
71//AC004938 

R-HEMBA1000869//Homo sapiens chromosome 16pll.2 BA 
C clone CIT987SK-A-180G2, WORKING DRAFT SEQUENCE, 
5 unordered pieces. //3.2e-22: 186: 76//AC002042 
R-HEHBA1000870//Human BAC clone GS542D18 from 7q31 
-q32, compl ete sequence. //0. 0060: 283: 63//AC002528 
R-HEMBA1000872//Rattus norvegicus polymorphic sate 
llite repetitive elements. //3.8e-05: 269: 61//M98801 
R-HEMBA1000876//Homo sapiens chromosome 12pl3.3 cl 20 
one RPCI1-96H9, WORKING DRAFT SEQUENCE, 66 unorder 
ed pieces. //6. 5e-38: 327: 77//AC006057 
R-HEMBA1000908//CIT-HSP- 237314. TR CIT-HSP Homo sap 
iens genomic clone 237314, genomic survey sequenc 
e. //5. Oe-34: 221: 90//AQ108658 
R-HEABA1000910//T. pigmentosa UM1060 macronuclear r 
DNA telomeric region 3' tera.//0. 19: 280: 61//X04205 
R-HEMBA1000918//RPCI11-68E14.TK RPCIU Homo sapien 
s genomic clone R-68E14, genomic survey sequence./ 
/1.3e-32:172:100//AQ267293 30 
R-HEMBA1000919 

R-HEMBA1000934//Homo sapiens DNA sequence from PAC 
874C20 on chromosome6p22. 1-22. 3. Contains a Zinc 
Finger Protein ZFP47 LIKE gene, a Zinc Finger Prot 
ein pseudogene and a Zinc Finger Protein SRE-ZBP p 
seudogene. Contains ESTs, STSs and GSSs, complete 
sequence. 111. 6e-18: 284: 71//AL021997 
R-HEMBA1000942//Homo sapiens clone RG350L10, W0RKI 
NG DRAFT SEQUENCE, 15unordered pieces. //1.4e- 17: 21 
7: 76//AC005098 40 
R-HEMBA1000943//Homo sapiens chromosome 17, clone 
hRPK.640J_15. complete sequence. //9.0e-113: 586: 95 
//AC005324 

R-HEMBA1000946//T5N8TFB TAMU Arabidopsis thaliana 
genomic clone T5N8, genomic survey sequence. //0. 03 
0: 369: 59//B26224 

R-HEMBA1000960//Homo sapiens clone RG339C12, W0RKI 
NG DRAFT SEQUENCE, lOunordered pieces. //2.5e- 52: 49 
4: 77//AC005096 

R-HEMBA1000968//Homo sapiens PI clone 797all conta 50 
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ining HHC class II DQ-beta (HLA-DQB) and MHC class 
II DC-alpha (HLA-DCA) genes, complete cds.//3.5e- 
77: 568: 83//U92032 

R-HEMBA1000971//RPCI11-54D1.TJ RPCI11 Homo sapiens 
genomic clone R-54D1, genomic survey sequence. //2. 
3e-27: 153: 98//AQ081552 

R-HEMBA1000972//Human DNA sequence from clone 11 IF 
4 on chromosome Xq23 Contains GSSs, complete seque 
nee. //7. 3e-43: 375: 79//AL023876 
R-HEHBA1000974//Hamo sapiens clone DA0091H08, comp 
lete sequence. III. 8e- 104: 521 : 97//AC004817 
R-HEHBA1000975//Human DNA sequence from clone 105D 
16 on chromosome Xpll.3-11.4 Contains pseudogene s 
imilar to 1 ami nin- binding protein, CA repeat, STS, 
complete sequence. //8. Oe-22: 352: 68//AL031311 
R-HEHBA1000985//Homo sapiens PAC clone DJ0797C05 f 
rom 7q31, complete sequence. //8.5e-05: 306: 63//AC00 
4888 

R-HEMBA1000986//Homo sapiens clone RG031N19, W0RKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //5.7e-37: 29 
6:83//AC005632 

R-HEMBA1000991//RPCI 11-22017. TVB RPCM1 Homo sapi 
ens genomic clone RPCI-11-22017, genomic survey se 
quence. //6. 5e-44: 162: 90//AQ008952 
R-HEHBA1001007 

R-HEMBA1001008//Homo sapiens chromosome 16, PI clo 
ne 79-2A (LANL), complete sequence. //0. 082: 313: 60/ 
/AC005365 

R-HEHBA1001009//0.sativa osr40g2 gene. //0. 99: 203: 6 
2//Y08987 

R-HEMBA1001017//Homo sapiens mRNA for KIAA0468 pro 
tein, complete cds.//1.0e-113:587:95//AB007937 
R-HEMBA1001019//Bos taurus cycl in- dependent kinase 
1 (cdkl/cdc2) mRNA, complete cds. 111. 4e-24: 215: 82 
//L26547 

R-HEMBA1001020//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 732E4. WORKING DRAFT SE 
QUENCE. 111. 8e- 18: 449: 64//AL008722 
R-HEHBA1001022 

R-HEMBA1001024//Homo sapiens BAC clone 393122 from 
8q21 , compl ete sequence. 116. 6e-48: 536: 74//AF07071 

7 

R-HEHBA1001026//T33H14TF TAMU Arabidopsis thaliana 
genomic clone T33H14, genomic survey sequence. //0. 
013: 180:66//B97363 

R-nnnnnnnnnnnn//Caenorhabditis elegans cosmid R10H 
10, complete sequence. //1.2e-25: 438: 65//Z70686 
R-HEHBA1001051//Homo sapiens 12q24. 1 PAC RPCI3-521 
E19 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //7.3e-38: 188: 89//AC004217 
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R- HEMBA 1 00 1 052//Rabbi t alpha-l-globin gene to thet 
a-l-globin pseudogeneregion. 111. 4e-24: 279: 74//X047 
51 

R-HEMBA1001060//HSJ056_BLC01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2056 Col=l Row=F, genomic survey sequenc 
e. //4. le-14: 137: 83//AQ245004 
R-HEMBA1001071//M.musculus C0L3A1 gene for collage 
n alpha-I . //6. 9e-38: 513: 70//X52046 
R-HEMBA1001077//Human DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone 150C2, WORKING DRAFT SE 
QUENCE. //I. 9e-22: 507: 61//AL022318 
R-HEMBA1001080 

R-HEMBA1001085//Human Chromosome 15q26.1 PAC clone 
pDJ290i21 containingfur, fes, and alpha mannosida 
se IIx genes, WORKING DRAFT SEQUENCE, 9 unordered 
pieces. 111. 2e-43: 317: 83//AC004586 
R-HEHBA1001088//Caenorhabditis elegans cosmid C18H 
7. //0. 46: 301: 60//AF067607 

R-HEMBA1001094//Homo sapiens clone RG491N20, compl 20 
ete sequence. 115. 3e-98: 501 : 96//AC005105 
R-HEMBA1001099 

R-HEMBA1001109//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 118J21, WORKING DRAFT S 
EQUENCE. 113. le-39: 335: 80//AL033527 
R-HEMBA1001121//Human cosmid LL12NC01-132B11A, ETV 
6 gene, intron 2.//9.8e-ll: 122: 81//U81833 
R-HEMBA1001122//Plasmodium falciparum MAL3P6, comp 
lete sequence. 110. 0024: 284: 63//Z98551 
R-HEMBA1001123//Human NFE genomic fragment. //3. 6e- 30 
26: 318: 72//M9851 1R-HEMBA1001 133 
R-HEMBA1001137//Homo sapiens full length insert cD 
NA clone ZD29F04.//4.2e-88:426:98//AF086241 
R-HEHBA1001140//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //4.0e-41: 30 
4:84//AC005077 

R-HEMBA1001172//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20, WORKING DRAFT SE 
QUENCE. 113. 7e-36: 261: 85//Z98304 
R-HEMBA1001174//Plasmodium falciparum chromosome 40 
2, section 35 of 73 ofthe complete sequence.// 1.0: 
219: 58//AE001398 
R-HEMBA1001197 

R-HEMBA1001208//HS_2233 JU_C10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2233 Col =19 Row=M, genomic surveysequenc 
e. //0. 083: 174: 68//AQ170789 

R-HEMBA1001226//Homo sapiens clone DJ1136G02, WORK 
ING DRAFT SEQUENCE, 4unordered pieces.//5. le-59:55 
3: 75//AC005377 50 
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R-HEMBA1001235//RPCI11-50E6.TJ RPCI11 Homo sapiens 
genomic clone R-50E6, genomic survey sequence. 111. 
6e-08: 97: 76//AQ052666 

R-HEMBA1001247//Caenorhabditis elegans cosmid COIF 

I. //2.4e-05:319:63//U58761 

R-HEMBA1001257//Rattus norvegicus alpha-methyl acyl 
-CoA racemase mRNA, complete cds.//1.5e-24:439:66/ 
/U89905 

R-HEMBA1001265//Homo sapiens BAC clone RG139P11 fr 
om 7qll-q21, compl etesequence.//9.9e- 21: 537: 63//AC 
004491 

R-nimimnnnnnnn//Homo sapiens chromosome 17, clone 
HCI T75G16, compl ete sequence. 110. Oil: 169: 65//AC003 
042 

R-HEHBA1001286 
R-HEMBA1001289 

R-HEMBA1001294//HSJ219_A2_G01J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3219 Col =2 Row=M, genomic survey sequenc 
e. //0. 24: 251: 63//AQ189882 

R-HEMBA1001299//Homo sapiens, clone hRPK.12JLl, c 
ompl ete sequence. Ill . 3e-38: 381 : 76//AC006222 
R-HEMBA1001302//cDNA encoding a human homologue of 
a mouse novel polypeptide derived from stromal ce 

II . //4. le-28: 114: 92//E12258 
R-HEMBA1001303//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P1, WORKING DRAFT S 
EQUENCE. I/O. 00011: 382: 58//AL031744 
R-HEMBA1001310 

R-HEMBA1001319//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //4.2e-09: 491: 58//AC005 
504 

R-HEMBA1001323//Drosophila yakuba mitochondrial DN 
A molecule. 11%. 3e-06: 485: 60//X03240 
R-HEHBA1001326//Homo sapiens DNA sequence from BAC 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 
lucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosph 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. 111. 2e-14: 277: 69//AL021368 
R-HEMBA1001327//Human DNA sequence from clone 522P 
13 on chromosome 6p21.31-22.3. Contains a 60S Ribo 
somal Protein L21 pseudogene and an HNRNP A3(Heter 
ogenous Nuclear Riboprotein A3, FBRNP) pseudogene. 
Contains ESTs,STSs and GSSs, complete sequence.// 
0.15: 360: 61//AL024509 
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R-HEMBA1001330//Homo sapiens 12q24 PAC RPCI1-66E7 
(Roswell Park Cancer Institute Human PAC library) 
complete sequence. //I. 3e-27: 481: 67//AC004216 
R-HEMBA1001351//Homo sapiens chromosome 18, clone 
hRPK. 474_N_24, complete sequence. //7. le-45: 252: 94/ 
/AC006238 

R-HEMBA1001361//Homo sapiens chromosome 9, clone h 
RPK. 202 J_3, compl etesequence. Ill . 4e- 1 13: 569: 97//A 
C006241 

R-HEMBA1001375//Homo sapiens full length insert cD 10 
NA clone ZE09H03.//2.8e-89:428:99//AF086542 
R-HEMBA1001377//Homo sapiens PAC clone DJ0728D04, 
compl ete sequence. III. 3e-32: 324: 77//AC004865 
R-HEMBA1001383 
R-HEHBA1001387 

R-HEMBA1001388//Homo sapiens clone RG189J21, WORKI 
NG DRAFT SEQUENCE, 15unordered pieces.//8.9e-06: 10 
8: 83//AC005073 

R-HEMBA1001391//Yeast mitochondrial aapl gene for 
ATPase subuni t 8. ill. 3e-08: 500: 59//X00960 20 
R-HEMBA1001398//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 21/28, WORKING DRAFT SEQUENCE. 
//2. 3e-48: 315: 88//AP000050 
R-HEMBA1001405//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 50024, WORKING DRAFT SE 
QUENCE. //5. 5e-35: 464: 68//AL034380 
R-HEMBA1001407 

R-HEMBA1001411//Yeast (S.cerevisiae) mitochondria 
Ser-tRNA-UCN gene andflanks.//0. 00029: 301: 62//K019 
81 30 
R-HEMBA1001413 

R-HEMBA1001415//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 41018, WORKING DRAFT SE 
QUENCE. //5. 6e- 101: 512: 96//AL031732 
R-HEMBA1001432//Homo sapiens clone DJ0693M11, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //6.3e-37: 30 
2:81//AC006146 

R-HEMBA1001433//Human DNA sequence from PAC 339A18 
on chromosome Xpll. 2. Contains KIAA0178 gene, simi 
lar to mitosis-specific chromosome segregation pro 40 
tein SMC1 of S.cerevisiae, DNA binding protein sim 
ilar to URE-Bl,ESTs and STS.//1.9e-32:242:79//Z970 
54 

R-HEMBA1001435//Homo sapiens chromosome 21, Neurof 

ibromatosis 1 (NF1) related locus, complete sequen 

ce. //5. 7e-59: 457: 82//AC004527 

R-HEMBA1001442//fluman DNA sequence from PAC 507115 
on chromosome Xq26. 3-27.3. Contains 60S ribosomal 
protein L44 (L41, L36) like gene, ESTs, STSs and 

a polymorphic CA repeat. //0. 051: 276: 63//Z98950 50 
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R-HEMBA1001446//HSJ207 JUJW8JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3207 Col=15 Row=A, genomic surveysequenc 
e. //8.9e-06:119:73//AQ175385 
R-HEMRA1001450//Homo sapiens BAC clone RC114B19 fr 
om 7q31.1, complete sequence. //0. 0043: 266: 63//AC00 
5065 

R-HEMBA1001454//Homo sapiens PAC clone DJ0673011 f 
rom 7q31, complete sequence. //7. le-25: 210: 82//AC00 
4855 

R-HEMBA1001455//Homo sapiens chromosome 17, clone 
hRPK.640_IJ5, complete sequence. //2.7e-08: 316: 62/ 
/AC005324 

R-HEMBA1001463//Homo sapiens chromosome 17, clone 
hRPK. 1064J.11, complete sequence. //0. 57: 219: 60//A 
C005208 

R-HEMBA1001476//Homo sapiens clone DJ0607J02, WORK 

ING DRAFT SEQUENCE, 12unordered pieces. //9.3e-50: 2 

52: 80//AC004840 

R-HEMBA1001478 

R-HEMBA1001497 

R-HEMBA1001510//Human HLA class III region contain 
ing cAMP response element binding protein- related 
protein (CREB-RP) and tenascin X (tenascin-X) gene 
s, complete cds, complete sequence. //3.5e-41: 282: 8 
6//U89337 

R-HEMBA1001515//Human DNA sequence from PAC 238J17 
on chromosome 6q22. Contains EST and STS.//1.9e-7 
9: 529: 86//Z98753 

R-HEMBA1001517//Homo sapiens BAC clone RG459N13 fr 
om 7pl5, complete sequence. //4. 3e- 18: 335: 71//AC004 
549 

R-HEHBA1001522 

R-HEHBA1001526//Human DNA sequence from cosmid 444 
G9 from a contig fromthe tip of the short arm of c 
hromosome 16, spanning 2Mb of 16pl3.3 Contains EST 
s and CpG islands,.//5.6e-08:265:67//Z98258 
R-HEMBA1001533//Human DNA sequence from PAC 179H20 
on chromosome 20ql2-13. 1. Contains adenosine deam 
inase (ADA), placental protein Diff33, CA repeat, 
ESTs, STS. //7. 8e- 16: 235: 72//Z97053 
R-HEMRA1001557 

R-HEMBA1001566//Human Chromosome X clone bWXD187, 
complete sequence. //2. 2e-44: 416: 78//AC004383 
R-HEMBA1001569//Sequence 15 from patent US 569347 
6.//1.8e-59:389:88//I77040 

R-HEMBA1001570//Homo sapiens PAC clone DJ0844F09 f 
ran 7pl2-pl3, compl etesequence. //I. le-44: 316: 87//A 
C004453 

R-HEMBA1001579//Plasmodium falciparum 3D7 chromoso 
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me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //0. 0047: 437: 60//AC005506 
R-HEMBA1001581//P. falciparum complete gene map of 
plastid-like DNA (IR-B) . //2. 3e-07: 491: 58//X95276 
R-HEMBA1001585//Caenorhabditis elegans cosmid C06A 
6. //0. 68: 224: 62//U41012 
R-HEMBA1001589 

R-HEMBA1001595//CIT-HSP-2349G19.TF CIT-HSP Homo sa 
piens genomic clone 2349G19, genomic survey sequen 
ce.//8.0e-69:337:99//AQ060483 10 
R-HEMBA1001608//Homo sapiens chromosome 17, clone 
HCIT462L7, complete sequence. //9. 5e- 59: 514: 78//AC0 
05177 

R-HEMBA1001620//S.polyrrhiza mRNA for D-myo-inosit 
ol-3-phosphate synthase. //4. 5e-12: 289: 65//Z11693 
R-nnnnnnnnnnnn//HS_2195 _A1JE09JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2195 Col=17 Row=I, genomic surveysequenc 
e. //5. 8e-09: 358: 58//AQ292688 

R-HEMBA1001636//Human putative potassium channel s 20 
ubunit (h-erg) mRNA, complete cds.//0.77:225:59//U 
04270 

R-HEMBA1001640//Human DNA sequence from PAC 50J22 
on chromosome 6p21. Contains ETS related protein T 
EL like and GS2 like genes, ESTs and an STS.//6.0e 
-49:404:79//Z84484 
R-nnnnnnnnnnnn 

R-HEMBA1001655//Homo sapiens chromosome 5, BAC clo 
ne 194jl8 (LBNL HI 58) .complete sequence. //I. le- 10 
3:532:95//AC005368 30 
R-HEMBA1001658//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //I . 0: 197: 64//AL023808 
R-HEMBA1001661//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL HI 54), complete sequence. //1.5e- 10 
0: 457: 93//AC005740 

R-HEMBA1001672//Homo sapiens methyl-CpG binding pr 
otein MBD3 (MBD3) mRNA, complete cds.//1.2e-90:49 
6:91//AF072247 

R-HEMBA1001675 40 
R-HEMBA1001678//Homo sapiens voltage dependent ani 
on channel protein mRNA, complete cds.//1.3e-101:5 
34:94//AF038962 

R-HEMBA1001681//CIT-HSP-2345M7.TF CIT-HSP Homo sap 
iens genomic clone 2345M7. genomic survey sequenc 
e. //0. 21: 124: 68//AQ056593 

R-HEMBA1001702//Homo sapiens 12ql3.1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //8. 3e- 06: 279: 63//AC004801 
R-HEMBA1001709//Homo sapiens mRNA for KIAA0698 pro 50 
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tein, complete cds.//1.9e-96:483:96//AB014598 
R-HEMBA1001711//Human HepG2 3' region cDNA. clone 
hmd2b02. III. 3e-31: 169: 100//D16886 
R-HEMBA1001712//HS-1015-Bl-E01-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 790 Col=l Row=J, genomic survey sequence.// 
0.0025: 200: 65//B32577 

R-HEMBA1001714//Rattus norvegicus mitochondrial AT 
Pase inhibitor gene, complete cds.//6.6e-27:316:75 
MI12250 

R-HEMBA1001718//CIT-HSP-2171J2.TR CIT-HSP Homo sap 
iens genomic clone 2171J2, genomic survey sequenc 
e.//3. le-41: 167: 87//B89781 

R-HEHBA1001723//Rattus norvegicus EH domain bindin 
g protein Epsin mRNA, complete cds.//0.53:275:61//A 
F018261 

R-HEHBA1001731//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 322P7, WORKING DRAFT SE 
QUENCE. III. 9e-48: 292: 84//AL023799 
R-HEHBA1001734//Homo sapiens Chromosome 15q22. 3-23 
PAC 88m3, WORKING DRAFT SEQUENCE. 2 ordered piece 
s. //3. 2e-33: 290: 81//AC005959 
R-HEMBA1001744//Human DNA sequence from clone 134E 
15 on chromosome 6q21Contains Blimp-1, apoptosis s 
pecific protein similar to yeast APG5 ESTs,GSSs an 
d retroviral sequence, complete sequence. //0. 98: 20 
3: 62//AL022067 

R-HEHBA1001745//Homo sapiens BAC clone RG298G08 fr 
om 7pl5-p21 , completesequence. //0. 00019: 312: 59//AC 
005084 

R-HEHBA1001746//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 110. 045: 457: 61//AC004153 
R-HEHBA1001761//Homo sapiens chromosome X, clone h 
CIT. 200_L_4, completesequence. 113. 8e-39: 331 : 80//AC 
006121 

R-HEHBA1001781//Homo sapiens Xp22 BAC GSHB-590J6 
(Genome Systems Human BAC library) complete sequen 
ce. 110. 0062: 245: 60//AC004554 
R-HEMBA1001784//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL HI 54), complete sequence. III. Ie-22: 
370: 63//AC005740 

R-HEHBA1001791//Human DNA sequence from clone 931E 
15 on chromosome Xq25. Contains STSs, GSSs and geno 
mic marker DXS8098, complete sequence. //3.0e- 50: 40 
8:80//AL023575 

R-HEMBA1001800//CIT-HFP-2049N5.TF CIT-HSP Homo sap 
iens genomic clone 2049N5, genomic survey sequenc 
e. 119. Oe-37: 335: 77//AQ009222 
R-HEMBA1001803//Plasmodium falciparum 3D7 chromoso 
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me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //O. 86: 536: 56//AC005506 
R-nnnnnnnnnnnn//Mouse interleukin 2 receptor (p55 
IL-2R) mRNA, 5 end. //2. 9e-93: 553: 89//H21977 
R-HEMBA1001808//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0500.//2.8e-112:548:98//AB00 
7969 

R-HEMBA1001809 

R-HEMBA1001815//Homo sapiens Xp22 BAC GS-321G17 (G 
enome Systems Human BAC library) complete sequenc 10 
e. 111. 6e-48: 363: 84//AC004025 
R-HEMBA1001819//Homo sapiens *** SEQUENCING IN PRO 
GRESS *** from PAC 1577, WORKING DRAFT SEQUENCE.// 
l.le-15:275:68//AJ009612 

R-HEMBA1001820//HS_3022_B1_A09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3022 Col=17 Row=B, genomic surveysequenc 
e. //0. 00054: 335: 59//AQ165107 
R-nnnnimnrainnn//Xenopus laevis intersectin mRNA, c 
omplete cds. //1.4e-19: 533: 63//AF032118 20 
R-HEMBA1001824//S.clavuligems linear plasmid pSCL 

(complete sequence) . //0. 62: 189: 65//X54107 
R-HEMBA1001835//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 191J18, WORKING DRAFT S 
EQUENCE. Il\ . 0: 450: 60//AL024507 
R-HEHBA1001844//Human familial Alzheimer's disease 

(STM2) gene, completecds. //1.6e-07: 170: 68//U50871 
R-HEMBA1001847 

R-HEMBA1001861//Homo sapiens mRNA for KIAA0617 pro 
tein, complete cds. //3.3e-108: 553: 96//AB014517 30 
R-HEMBA1001864//Homo sapiens genomic DNA, 21q22.1 
region, clone: Q82F5A16, genomic survey sequence./ 
/1.7e-14:245:67//AG002463 

R-HEMBA1001866//HS_2258J2_D0LMR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2258 Col =2 Row=H, genomic survey sequenc 
e.//2.8e-39:397:75//AQ221138 
R-nnnnnnnnnnnn//Homo sapiens BAC clone RG114B19 fr 
om 7q31.1, complete sequence. //5. 9e- 56: 303: 94//AC0 
05065 40 
R-HEMBA1001888//Homo sapiens Xp22-150 BAC GSHB-309 
P15 (Genome Systems Human BAC Library) complete se 
quence. //I. 7e-43: 281: 88//AC006210 
R-HEHBA1001896 
R-HEMBA1001910 

R-HEMBA1001912//Homo sapiens chromosome 5, PI clon 
e 1308e5 (LBNLH13), complete sequence. //0. 10: 307: 
61//AC004775 
R-HEMBA1001913 

R- HEMBA 100191 5//HS.2037 JU.E12JIR CIT Approved Hum 50 
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an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2037 Col =23 Row=I, genomic surveysequenc 
e. //0. 071: 206: 64//AQ233106 

R-HEMBA1001918//Homo sapiens chromosome 5, PI clon 
e 1308e5 (LBNL H13), complete sequence. //0. 97: 449: 
59//AC004775 

R-HEMBA1001921//Homo sapiens germinal center kinas 
e related protein kinase mRNA, complete cds.//2.0e 
-105: 534: 96//AF000145 

R-HEMBA1001939//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 508115, WORKING DRAFT S 
EQUENCE. //4. 6e-13: 120: 82//AL021707 
R-HEHBA1001940//Homo sapiens clone DJ1093I16, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //2.2e- 36: 30 
1:81//AC005629 

R-HEMBA1001942//Human PAC clone DJ0205E24 from Xq2 
3, compl ete sequence. Ill . 9e- 10: 208: 68//AC003013 
R-HEMBA1001945//Plasmodium falciparum chromosome 
2, section 70 of 73 ofthe complete sequence. //1.2e 
-06:393:60//AE001433 

R-HEMBA1001950//R.prowazekii genomic DNA fragment 
(clone A437R) . //0. 33: 122: 66//Z82646 
R-HEMBA1001960//Borrelia afzelii VS461 outer surf a 
ce protein D (ospD) gene, complete cds. //0. 0086: 42 
7: 59//U05329 

R-HEHBA1001962//Homo sapiens chromosome 4 clone B7 
1M12 map 4q25, complete sequence. //4.5e-07: 176:70/ 
/AC004069 

R-HEMBA1001964//HS_2215_B1_H01JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2215 Col=l Row=P, genomic survey sequenc 
e.//7. 3e-25: 215: 74//AQ151931 
R-HEHBA1001967//Human DNA sequence from clone 341E 
18 on chromosome 6pll.2-12. 3. Contains a Serine/Th 
reonine Protein Kinase gene (presumptive isolog of 

a Rat gene) and a novel alternatively spliced gen 
e. Contains a putative CpG island, ESTs and GSSs, 
compl ete sequence. Ill . 7e-51 : 209: 95//AL031 178 
R-HEMBA1001979//CIT- HSP- 23871 12. TF.l CIT-HSP Homo 
sapiens genomic clone2387I12, genomic survey seque 
nee. 114. 9e-06: 153: 71//AQ240461 
R-HEHBA1001987//Human DNA sequence from clone 444C 
7 on chromosome 6p22.3-23. Contains an EST, an STS 

and GSSs, complete sequence. //3. le- 46: 437: 77//AL0 
33521 

R-HEMBA1001991//Human DNA sequence from PAC 42616 
on chromosome Ip34.1-lp35. Contains NIPP-l-like ge 
ne a nuclear inhibitor of protein phosphatase- 1, E 
STs, and a CA repeat. //I. le- 48: 446: 78//AL020997 
R-HEHBA1002003//Homo sapiens mRNA for protein phos 
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phatase 2C (beta) . //5. le-90: 448: 97//AJ005801 
R-HEMBA1002008//Homo sapiens DNA sequence from PAC 
95C20 on chromosome Xpll.3-11.4. Contains STSs an 
d the DXS7 locus with GT and GTG repeat polymorph! 
sms, complete sequence. //3.2e-42: 317: 84//Z97181 
R-HEMBA1002018//HS_3006_B1_D10_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3006 Col=19 Row=H, genomic surveysequenc 
e.//1.0:63:74//AQ089717 

R-HEHBA1002022//Homo sapiens chromosome 18, clone 10 
hRPK. 453JU , compl etesequence. //0. 93: 339: 59//AC00 
6203 

R-HEMBA1002035//Hus musculus chromosome 19, clone 
CIT282B21, complete sequence. //1.4e- 11: 285: 67//AC0 
03694 

R-HEMBA1002039 

R-HEMBA1002049//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 117715, WORKING DRAFT S 
EQUENCE. //5. 3e-52: 266: 84//AL022315 
R-HEMBA1002084//CIT-HSP-2357L11.TR CIT-HSP Homo sa 20 
pi ens genomic clone 2357L11, genomic survey sequen 
ce. //0. 0013: 185: 66//AQ063078 
R-HEMBA1002092//Mus musculus 01f-l/EBF-like-3 tran 
scription factor (O/E-3) mRNA, complete cds.//2.7e 
-70:479:86//U92703 

R-HEMBA1002100//Homo sapiens thyroid receptor inte 
ractor (TRIP7) mRNA, 3' end of cds.//8.5e-32:206:9 
1//L40357 

R-HEMBA1002102//Homo sapiens Chromosome 15q26.1 PA 
C clone pDJ427dl5, complete sequence. //4. 3e-42: 30 30 
2:85//AC005800 

R-HEMBA1002113//Human chromosome 12pl3 sequence, c 
omplete sequence. Ill . 6e-64: 550: 80//U47924 
R-HEMBA1002119//Human Chromosome 11 pac pDJ1173a5, 
complete sequence. III. 2e-92: 435: 92//AC000378 
R-HEMBA1002125 

R-HEMBA1002139//Human nebulin mRNA, partial cds.// 
0.056: 68: 88//U35637 

R-HEMBA1002144//Homo sapiens Chromosome llpl4.3 PA 
C clone 6-130a9 containing tryptophan hydroxylase 40 
gene, complete sequence. //2.0e- 26: 323: 70//AC005728 
R-HEMBA1002150//Human DNA sequence from clone 742C 
19 on chromosome 22ql2.3-13. 1. Contains a pseudoge 
ne similar to Cytochrome C Oxidase Polypeptide VB 
and (parts of) up to four novel genes, two with ho 
mology to Phorbolin genes and one a novel Chromobo 
x protein gene. Contains ESTs, an STS.GSSs and put 
ative CpG islands, complete sequence. III. 0:371: 61/ 
/AL031846 

R-HEMBA1002151 50 
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R-HEMBA1002153//Human BAC 367D17 from chromosome 1 
8, compl ete sequence. 111. 4e-21 : 322: 70//AC003971 
R-HEMBA1002160//Human DNA sequence from PAC 339A18 
on chromosome Xpll. 2. Contains KIAA0178 gene, simi 
lar to mitosis- specific chromosome segregation pro 
tein SMC1 of S.cerevisiae, DNA binding protein sim 
ilar to URE-Bl,ESTs and STS. //2. 5e-38: 216: 84//Z970 
54 

R-HEMBA1002161//CIT-HSP-2163F10.TF CIT-HSP Homo sa 
piens genomic clone 2163F10, genomic survey sequen 
ce.//3. le-58:284:80//B89969 
R-HEHBA1002162//Caenorhabditis elegans cosmid F48C 
1 1 , compl ete sequence. HQ. 0079: 286: 57//Z80789 
R-HEHBA1002166//Homo sapiens Xp22 BAC 620F15 (Geno 
me Systems BAC library) complete sequence. //5.9e- 5 
3:326:80//AC002980 
R-HEMBA1002177 

R-HEMBA1002185//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 745114, WORKING DRAFT S 
EQUENCE. 119. 5e-37: 356: 76//AL033532 
R-HEHBA1002189//Homo sapiens Xp22 BAC GSHB-519E5 
(Genome Systems Human BAC library) complete sequen 
ce. HZ. 4e-43: 244: 77//AC003684 
R-HEHBA1002191//Homo sapiens clone RG228D17, W0RKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //4.3e- 37: 32 
3:78//AC005077 

R-HEHBA1002199//Human Cosmid g5129gl24 from 7q31. 
3, compl ete sequence. Ill . 4e-89: 564: 87//AC002498 
R-HEMBA1002204//HGmo sapiens Chromosome 22qll.2 Co 
smid Clone 81 7g In IGLC Region, complete sequence. 
//1. 5e-31: 313: 71//AC000053 
R-HEHBA1002212//K.lactis mitochondrial C0X1 and A8 
genes for cytochromeoxidase subunit I and ATPase 
subuni t 8. 110. 0023: 346: 60//X57546 
R-HEHBA1002215//M. musculus mRNA for testin. 1 1 A. 7e- 
61:414:84/7X78989 

R-HEHBA1002226//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 2705, WORKING DRAFT SEQ 
UENCE. Ilk. 6e-46: 375: 77//AL033529 
R-HEHBA1002229//Homo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds.//4.6e-46:238:98/ 
/AF089814 

R-HEMBA1002237//Homo sapiens 12ql3 PAC RPCI1-316M2 
4 (Roswell Park Cancerlnstitute Human PAC library) 
complete sequence. 1 1 A. 3e-26: 469: 67//AC004242 
R-HEMBA1002253//Homo sapiens BAC clone GS180J15 fr 
om 7q31, complete sequence. //5. le-23: 162: 82//AC005 
016 

R-HEHBA1002257 

R-HEMBA1002267//Equus caballus dermatan sulfate pr 
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oteoglycanll mRNA, complete cds.//4.6e-44:300:88/ 
/AF038127 

R-HEMBA1002270/7Human BAC clone RG067M09 from 7q21 
-7q22, complete sequence. //1.9e- 19: 176: 85//AC00005 
7 

R-HEMBA1002321 

R-HEMBA1002328//HS_306LALD06_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3061 Col =11 Row=G, genomic surveysequenc 
e.//1.0:151:65//AQ127617 10 
R-HEMBA1002337//Saccharomyces cerevisiae RNA polym 
erase II holoenzyme component (SRB7) gene, complet 
e cds. //3. 7e-07: 328: 63//U2381 1 
R-HEMBA1002341//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds.//2.4e-128:642:96//AB018314 
R-HEMBA1002348//Human DNA sequence from clone 4090 
10 on chromosome 20ql2Contains CA repeat, GSS, ST 
S, complete sequence. //3.7e-07: 587: 58//AL031256 
R-HEMBA1002349//Leishmania tarentolae maxicircle D 
NA fragment. //0. 018: 341 : 58//X02438 20 
R-nnnnnnnnnnnn//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds.//1.2e-121: 
661:93//AF092563 

R-HEMBA1002381//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non- small cell lung cancer , segment 11/11. //Lie 
-70:559:79//AB020868 

R-HEMBA1002389//HS_3218J2J08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3218 Col =16 Row=J, genomic surveysequenc 30 
e. //0. 0011: 122: 72//AQ213602 
R-HEMBA1002417//Homo sapiens chromosome 19, cosmid 
R28784, complete sequence. //4. 2e- 81: 232: 97//AC005 
954 

R-HEMBA1002419//Homo sapiens PAC clone DJ0649P17 f 
rom 7ql 1 . 23-q21 , compl ete sequence. //0. 50: 231 : 64// 
AC004848 

R-HEMBA1002430//P. falciparum complete gene map of 
plastid-like DNA (IR-B).//0.0023:604:56//X95276 
R-HEMBA1002439//Homo sapiens clone GS096J14, W0RKI 40 
NG DRAFT SEQUENCE, 3 unordered pieces. //3.4e- 23: 18 
3:80//AC006026 

R-HEMBA1002458//Human DNA sequence from clone 146H 
21 on chromosome Xq22Contains cleavage stimulation 
factor, 64 KD subunit, gene similar to CYTOCHROME 
B-245 HEAVY CHAIN, pseudogene similar to hnRNP Al 
protein and ESTs, complete sequence. //7.7e-32: 16 
L83//Z83819 

R-HEMBA1002460//Homo sapiens clone DJ1137M13, comp 
1 ete sequence. //2. 6e- 100: 305: 100//AC005378 50 
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R-HEMBA1002462//Sequence 43 from patent OS 570815 

7. //2. Oe-10: 131: 77//I80068 

R-nnnnnnnnnnnn 

R-HEHBA1002477//Homo sapiens PAC clone DJ0607J23 f 
rom 7q21.2-q3Ll, complete sequence. //6. 6e- 33: 279: 
80//AC004841 

R-HEHBA1002486//***ALD WARNING: Human Alu-Sq subfa 
mily consensus sequence. III. le-50: 290: 92//U14573 
R-HEHBA1002495//CITBI-E1-2515J10.TR CITBI-E1 Homo 
sapiens genomic clone2515J10, genomic survey seque 
nce.//1.0:122:68//AQ261762 

R-HEMRA1002498//Homo sapiens clone DJ1102A12, WORK 
ING DRAFT SEQUENCE, 15unordered pieces. //2.8e-22: 2 
10: 78//AC004963 

R-HEMBA1002503//Hamo sapiens chromosome 17, clone 
HRPC1067M6, complete sequence. //2. 7e- 17: 435: 58//AC 
003043 

R-HEMBA1002508//Homo sapiens, clone hRPK. 15_A_1, c 
omplete sequence. III. 7e-09: 408: 61//AC006213 
R-nnnniuinnnnnn//Homo sapiens mRNA for hi stone deac 
etylase-like protein (JM21) . //7. le-112: 456: 92//AJ0 
11972 

R-HEMBA1002515 

R-HEMBA1002538//Homo sapiens mRNA for KIAA0454 pro 
tein, partial cds.//L6e-104:564:93//AB007923 
R-HEMBA1002542//HS_3197_B2_B10_T7 CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3197 Col =20 Row=D, genomic surveysequenc 
e.//2.8e-25:186:86//AQ188792 
R-HEMBA1002547//Mus musculus agrin gene, exon 36./ 
/0. 0095: 93: 75//M92658 

R-HEMBA1002552//Homo sapiens clone DJ1137M13, comp 
lete sequence. //4. 0e-49: 308: 90//AC005378 
R-HEMBA1002555//Homo sapiens full length insert cD 
NA clone YR87G10.//8.3e-65:318:99//AF085957 
R-HEMBA1002558//, complete sequence. 112. 3e- 38: 264: 
89//AC005409 

R-HEMBA1002561 //Human DNA sequence from clone 396D 
17 on chromosome lp33-35.3 Contains EST, STS, GSS, 
complete sequence. 111. le-44: 192: 80//AL008634 
R-nnnnnnnnnnnn//Homo sapiens protein associated wi 
th Bye mRNA, completecds.//4.5e-119:587:97//AF0755 
87 

R-HEHBA1002583 

R-HEHBA1002590//Homo sapiens DNA sequence from PAC 
179N16 on chromosome6p21. 1-21. 33. Contains the SA 

PK4 (HAPK p38delta) gene, and the alternatively sp 

liced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains E 

STs, STSs and two predicted CpG islands, complete 
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sequence. 119. 4e-42: 248: 88//Z95152 
R-HEMBA1002592//Homo sapiens chromosome 19, cosmid 
R30385, compl ete sequence. III. 6e-56: 302: 84//AC004 
510 

R-HEMBA1002621 

R-HEMBA1002624//Bomo sapiens mRNA for KIAA0808 pro 
tein, complete cds.//6.7e-76:380:97//AB018351 
R-HEMBA1002628//P. falciparum complete gene map of 
plastid-like DNA (IR-A).//8.8e-05:327:60//X95275 
R-HEHBA1002629//Mus musculus clone 0ST16705, genom 10 
i c survey sequence. 1 1 A. 3e-06: 205: 66//AF046247 
R-HEMBA1002645//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. 111. le-39: 281: 84//U14567 
R-HEMBA1002651//Homo sapiens PAC clone DJ0593H12 f 
rom 7p31, complete sequence. //I. le-104: 500: 95//AC0 
04839 

R-HEMBA1002659//Buman DNA sequence from clone 243E 
7 on chromosome 22ql2. 1. Contains ESTs, STSs and G 
SSs, compl ete sequence. Ill . 2e-61 : 280: 92//AL022323 
R-HEMBA1002661//Human DNA sequence *** SEQUENCING 20 
IN PROGRESS *** from clone 225E12, WORKING DRAFT S 
EQUENCE. //3. 2e-41: 325: 81//AL031772 
R-HEMBA1002666//Homo sapiens full length insert cD 
NA cl one YY74A07. 110. 00037: 79: 84//AF088008 
R-HEMBA1002678//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1137F22, WORKING DRAFT 
SEQUENCE. III. 3e-107: 561: 94//AL034421 
R-nnnnnnnnnnnn//CIT-HSP-2287E8.TF CIT-HSP Homo sap 
iens genomic clone 2287E8, genomic survey sequenc 
e. //5. 4e- 17: 137: 88//B99281 30 
R-HEMBA1002688//Homo sapiens chromosome 5, PI clon 
e 1354A7 (LBNL H47), complete sequence. 110. 033: 14 
6:70//AC004503 
R-HEMBA1002696 

R-HEMBA1002712//Homo sapiens PAC clone 166H1 from 
12q, complete sequence. //6.2e- 44: 302: 87//AC003982 
R-HEMBA1002716//Hus musculus mRNA for EU1, cample 
te cds. III. le-31: 332: 76//AB004873 
R-HEMBA1002728//Homo sapiens mRNA for KIAA0621 pro 
tein, partial cds. //1.2e-35: 287: 81//AB014521 40 
R-HEMBA1002730//D.discoideum actin M6 gene, 5' fla 
nk.//0.018:233:66//M29109 

R-HEMBA1002742//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1108H3, WORKING DRAFT S 
EQUENCE. 112. 6e-13: 419: 62//AL033525 
R-HEMBA1002746//Hus musculus chromosome 19, clone 
CIT282B21, complete sequence. 110. 019: 202: 65//AC003 
694 

R-HEMBA1002748//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 404K8, WORKING DRAFT SE 50 
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QUENCE. 110. 046: 263: 60//AL023883 
R-HEMBA1002750//Human DNA sequence from PAC 452H17 
on chromosome X contains sodium- and chloride-depe 
ndent glycine transporter 1 (GLYT-1) like, ESTs.// 
0.052: 421: 58//Z96810 

R-HEHBA1002768//Homo sapiens mRNA for K1AA0554 pro 
tein, partial cds. III. 2e- 104: 545: 95//AB01 1126 
R-HEMBA1002770//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //3. Oe-07: 523: 59//AC 
005140 

R-HEMBA1002777 

R-HEHBA1002779//Human HepG2 3' region Mbol cDNA, c 
lone hmdle03m3. //9. 4e-25: 158: 93//D17139 
R-HEHBA1002780//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y214H10, WORKING DRAFT 
SEQUENCE. III. 6e-42: 463: 75//AL022344 
R-HEMBA1002794//Plasmodium falciparum HAL3P8, comp 
lete sequence. III. 2e-05: 417: 59//AL034560 
R-HEMBA1002801//Meloidogyne javanica mitochondrial 
transfer RNA His, 16Sribosomal RNA (16S rRNA) gen 
es, ND3 gene, complete cds, and cytochromeb gene, 
5' end of CDS. 110. 00055: 444: 59//L76261 
R-HEMBA1002810//Homo sapiens formin binding protei 
n 21 mRNA, complete cds. //4. 4e-115: 559: 97//AF07118 
5 

R-HEHBA1002816//Homo sapiens clone NH0576N21, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //4.3e- 88: 32 
9: 94//AC005043 

R-HEHBA1002826//Homo sapiens genomic DNA, chromoso 

me 21qll.l, segment 12/28, WORKING DRAFT SEQUENCE. 

//1.9e-22:262:67//AP000041 

R-HEHBA1002833//Homo sapiens chromosome 17, clone 

hRPC. 117_B_12, complete sequence. III. 3e-79: 396: 97/ 

/AC004707 

R-HEMBA1002850//PIasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. 110. 013: 393: 61 //AC005506 
R-HEMBA1002863//Homo sapiens chromosome 17, clone 
hRPK. 271JU1 , complete sequence. //4. le-73: 489: 85/ 
/AC005562 

R-HEMBA1002876//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. 110. 21 : 549: 55//AL034557 
R-HEMBA1002886//CIT-HSP- 2013C4.TR CIT-HSP Homo sap 
iens genomic clone 2013C4, genomic survey sequenc 
e. //0. 30: 431: 56//B53836 

R-HEHBA1002896//Homo sapiens SH3-containing adapto 
r molecule-1 mRNA, complete cds.//3.9e-106:541:95/ 
/AF037261 
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R-HEMBA1002921 

R-HEMBA1002924//Homo sapiens genomic DNA of 9q32 a 
nti -oncogene of flat epithelium cancer , segment 7 
/10. //4. 6e-19: 139: 78//AB020875 
R-HEMBA1002934//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 862K6, WORKING DRAFT SE 
QUENCE. 111. 5e-45: 282: 89//AL031681 
R-HEMBA1002935//CIT-HSP-2282P14.TFB CIT-HSP Homo s 
apiens genomic clone 2282P14, genomic survey seque 
nee. //I. 5e- 102: 514: 97//AQ008584 10 
R-HEMBA1002937//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 745114, WORKING DRAFT S 
EQUENCE. III. 3e-87: 444: 97//AL033532 
R-HEMBA1002939 

R-HEMBA1002944//HS_3107 JU_C05J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3107 Col =9 Row=E, genomic survey sequenc 
e. //6. 3e-21: 250: 73//AQ103952 
R-HEMBA1002951//Xerolycosa miniata mitochondrial 1 
2S rRNA gene. 110. 013: 228: 63//AJ008020 20 
R-HEMBA1002954//HSJ246Jtf_G09JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3246 Col =18 Row=M, genomic surveysequenc 
e. lib. 8e-42: 258: 91//AQ218005 
R-HEMBA1002968//Homo sapiens chromosome 17, clone 
hRPK. 112J_9, completesequence. //4. 2e-38: 300: 83//A 
C005553 

R-HEMBA1002970//Slime mold (D.discoideum) prestalk 
Dll gene, complete cds.//5.0e-05:541:57//M11012 
R-HEMBA1002971//Homo sapiens mRNA for KIAA0679 pro 30 
tein, partial cds.//7.2e-29: 162: 99//AB014579 
R-HEMBA1002973//Homo sapiens chromosome 19, cosmid 
F20900, complete sequence. //9. le-36: 520: 69//AC006 
128 

R-nnnnnnnnnnnn//Homo Sapiens Chromosome X clone bW 
XD691 , complete sequence. 110. 00040: 504: 59//AC00438 
6 

R-HEMBA1002999//Rattus norvegicus lamina- associate 
d polypeptide 1C (LAP1C) mRNA, complete cds.//3.7e 
-66:556:79//U19614 40 
R-HEMBA1003021//Human Chromosome 11 overlapping pa 
cs pDJ235klO and pDJ239b22, WORKING DRAFT SEQUENC 
E, 17 unordered pieces. //1.6e- 44: 530: 70//AC000406 
R-HEMBA1003033//Homo sapiens full length insert cD 
NA clone ZC34B10.//4.6e-78:414:94//AF086194 
R-HEMBA1003034//Homo sapiens chromosome 19, cosmid 
R29351 , compl ete sequence. //9. Oe-52: 322: 75//AC004 
026 

R-HEMBA1003035//HSJ008Jtf_G08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 50 
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one Plate=2008 Col =16 Row=M, genomic surveysequenc 
e. 114. Oe-68: 343: 97//AQ269839 
R-HEMBA1003037//347G15.TVB CIT978SKA1 Homo sapiens 
genomic clone A-347G15, genomic survey sequence./ 
/0.57:188:58//B17694 

R-HEMBA1003041//Homo sapiens PAC clone DJ1163J12 f 
rom 7q21.2-q31.1, complete sequence. //6.3e-30: 350: 
72//AC004983 

R-HEMBA1003046//Homo sapiens mitochondrial process 
ing peptidase beta-subunit mRNA, complete cds.//4. 
le-118:578:97//AF054182 

R-HEMBA1003064//Human cosmid LL12NC01-N-136B11, lo 
cated centromeric to the ETV6 gene, chromosome 12p 
12-13. 110. 0018: 271: 60//U59962 
R-HEMBA1003067//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 633019, WORKING DRAFT S 
EQUENCE. 115. 3e-48: 464: 76//AL022302 
R-HEMBA1003071//CIT-HSP- 2370D6.TR CIT-HSP Homo sap 
iens genomic clone 2370D6, genomic survey sequenc 
e. //0. 19: 48: 87//AQ110136 

R-HEHBA1003077//Rattus norvegicus Shal -related pot 
assium channel Kv4.3 mRNA, complete cds.//4.9e-69: 
494:84//U42975 

R-HEMBA1003078//Human DNA sequence from PAC 339A18 
on chromosome Xpll. 2. Contains KIAA0178 gene, simi 
lar to mitosis-specific chromosome segregation pro 
tein SMC1 of S.cerevisiae, DNA binding protein sim 
iiar to URE-Bl,ESTs and STS.//1. le-11: 331: 64//Z970 
54 

R-HEMBA1003079//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) compl et 
e sequence. 1 1 A. 6e- 1 16: 576: 98//AC004673 
R-HEMBA1003083//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0442P12; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 5 unorderedpieces. 
113. le-43: 280: 83//AC005798 

R-HEMBA1003086//Homo sapiens clone NH0319F03, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //1.2e- 43: 28 
1:88//AC006039 

R-HEHBA1003096//Human DNA sequence from clone J506 
G21, WORKING DRAFT SEQUENCE. 110. 00037: 421: 59//Z822 
13 

R-HEMBA1003098//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0024K08; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 5 unorderedpieces. 
//1. 4e-30: 303: 78//AC005598 
R-HEMBA1003117 

R-HEMBA1003129//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 407F11, WORKING DRAFT S 
EQUENCE. 117. 9e- 1 1 : 109: 85//AL022329 
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R- HEMBA1 003 1 33//Homo sapiens chromosome 9, PI clon 
e 11659, complete sequence. //3.9e-99: 484: 98//AC004 
472 

R-HEMBA1003136//CIT-HSP-2281L22.TF CIT-flSP Homo sa 
pi ens genomic clone 2281L22, genomic survey sequen 
ce.//2.0e-10:93:92//B99861 

R-HEMBA1003142//Homo sapiens 12q24.2 PAC RPCI 1-128 
H12 (Roswell Park Cancer Institute Human PAC libra 
ry) compl ete sequence. //9. 8e-40: 270: 87//AC004024 
R-HEMBA1003148//Hamo sapiens mRNA for dachshund pr 10 
otei n. Il\ . le- 1 16: 586: 96//AJ005670 
R-HEMBA1003166//Human DNA sequence from PAC 306D1 
on chromosome X contains ESTs.//6.4e-35:364:70//Z8 
3822 

R-HEMBA1003175//Human IFNAR gene for interferon al 
pha/beta receptor. //1 . 9e-30: 282: 77//X60459 
R-HEHBA1003197 

R-HEMBA1003199//HS_2166JU_E12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2166 Col =23 Row=I, genomic surveysequenc 20 
e. //0. 00026: 271: 61//AQ1 64162 
R-HEMBA1003202//Homo sapiens clone DJ0592G07, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //5.4e- 44: 29 
1 : 83//AC005480 

R-HEMBA1003204//Human BAC clone RG072E11 from 7q21 
-7q22, complete sequence. //3. le- 10: 293: 62//AC00011 
8 

R-HEMBA1003212//Homo sapiens clone DJ0902E20, WORK 
ING DRAFT SEQUENCE, lunordered pi eces.//1.0: 118:69 
//AC006148 30 
R-HEMBA1003220//HS_3092_B1_F09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3092 Col =17 Row=L, genomic surveysequenc 
e.//0. 00014: 59: 91//AQ128202 
R-HEMBA1003222//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y43F8, WORKING 
DRAFT SEQUENCE. //0. 84: 214: 62//Z95393 
R-HEMBA1003229//RPCI11-16F15.TPB RPCI-11 Homo sapi 
ens genomic clone RPCI-11-16F15, genomic survey se 
quence. //0. 42: 167: 64//B83610 40 
R-HEMBA1003235//CIT-HSP-2320G19.TF CIT-HSP Homo sa 
pi ens genomic clone 2320G19, genomic survey sequen 
ce. //3. 6e-36: 195: 81//AQ037231 
R-HEMBA1003250//HS_2168_A2_C09_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2168 Col =18 Row=E, genomic surveysequenc 
e.//1.4e-22:158:89//AQ125356 
R-HEHBA1003257//Human PCP4 gene, exon 3 and compl e 
te cds.//0.96:268:61//U53709 

R-HEMBA1003273//Homo sapiens Xp22 BAC GS-377014 (G 50 
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ename Systems Human BAC library) complete sequenc 
e. //I. 0e-32: 255: 84//AC002549 
R-HEMBA1003276//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 0044: 212: 60//AC005308 
R-HEMBA1003278//Homo sapiens 12q24. 1 PAC RPCI 1-315 
L5 (Roswell Park Cancer Institute Human PAC librar 
y) complete sequence. //I. le- 34: 286: 74//AC002395 
R-HEHBA1003281//High throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pieces. //1. 8e-53: 428: 83//AC005840 
R-HEMBA1003291//Homo sapiens mRNA for KIAA0537 pro 
tein, complete cds.//3.0e-115:551:99//AB011109 
R-HEMBA1003296//CIT-HSP-2196L16.TR CIT-HSP Homo sa 
pi ens genomic clone 2196L16, genomic survey sequen 
ce. //2. 9e-20: 337: 65//AQ003073 
R-HEMBA1003304//Sequence 23 from patent US 555228 
l.//1.8e-31:179:97//I25662 
R-HEMBA1003309//Arabidopsis thai i ana genomic DNA, 
chromosome 5, TAC clone: K19E20, complete sequenc 
e. //0. 00019: 334: 60//AB017061 
R-HEMBA1003314//Homo sapiens mRNA for leucine zipp 
er bearing kinase, complete cds.//2.8e-lll:545:97/ 
/AB001872 

R-HEMBA1003322//Human DNA sequence from clone 23K2 
0 on chromosome Xq25-26.2 Contains EST, STS, GSS, 
complete sequence. //0. 60: 274: 61//AL022153 
R-HEMBA1003327//Homo sapiens BAC clone RG351J01 fr 
om 7q22-q31, compl etesequence. //0. 00028: 172: 65//AC 
005099 

R-HEHBA1003328//Homo sapiens clone RG270D13, W0RKI 
NG DRAFT SEQUENCE, 18unordered pieces. //2.2e- 44: 26 
8: 90//AC005081 

R-HEHBA1003330//Homo sapiens poly(A) binding prote 
in II (PABP2) gene, complete cds.//2.7e-61:312:97/ 
/AF026029 

R-HEMBA1003348//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. //7.2e-38: 186: 83//U14567 
R-HEHBA1003369//Caenorhabditis elegans cosmid F59C 
6, complete sequence. //0. 00012: 465: 59//Z79600 
R-HEMBA1003370//Homo sapiens chromosome 17, clone 
hRPC867C24, complete sequence. //3.2e-42: 301: 87//AC 
002558 

R-HEMBA1003373//Human DNA sequence from clone 109F 
14 on chromosome 6p21.2-21.3. Contains the alterna 
tively spliced gene for Transcriptional Enhancer F 
actor TEF-5, the 60S Rlbosomal Protein RPL10A gen 
c, a PUTATIVE ZNF127 LIKE gene, and the PPARD for 
Peroxisome Proliferator Activated Receptor Delta 
(PPAR- Delta, PPAR-Beta, Nuclear Hormone Receptor 
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1, NUC1, NUCI, PPARB). Contains three putative CpG 
islands, ESTs, STSs. GSSs and a carepeat polymorp 

hism, complete sequence. //7.4e-34: 375: 74//AL022721 

R-HEMBA1003376//Homo sapiens chromosome 16, cosmid 
clone RT102 (LANL), complete sequence. //1. 6e-46: 3 

09: 88//AC004651 

R-HEMBA1003380//HS_3184_B2_E06_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3184 Col =12 Row=J, genomic surveysequenc 
e. //I . Oe-35: 237: 88//AQ189144 10 
R-HEMBA1003384//HS_2193_B2J08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2193 Col=16 Row=P, genomic surveysequenc 
e. //0. 00029: 96: 76//AQ032212 
R-HEMBA1003395//Homo sapiens chromosome 17, clone 
HCIT169H9, WORKING DRAFT SEQUENCE, 6 unordered pie 
ces. 111. 6e-21: 139: 86//AC002993 
R-HEMBA1003402//CIT-HSP-2166E19.TR CIT-HSP Homo sa 
piens genomic clone 2166E19, genomic survey sequen 
ce. //0. 99: 144: 61//B91549 20 
R-nnnnnnnnnnnn 

R-HEMBA1003417//Human DNA sequence from clone 496N 
17 on chromosome 6pll.2-12.3 Contains EST, GSS, co 
mplete sequence. //2. 5e-112: 547: 98//AL031321 
R-HEMBA1003418//Homo sapiens PAC clone DJ0755G17 f 
rom 7p21-p22, completesequence. //0.082: 352: 59//AC0 
04879 

R-HEHBA1003433//Homo sapiens cell cycle regulatory 
protein p95 (NBS1) mRNA, complete cds.//9.9e-114: 
544:98//AF058696 30 
R-HEMBA1003461 
R-HEMBA1003463 

R-HEHBA1003480//Homo sapiens clone NH0523H20, comp 
lete sequence. //9. le-106: 533: 96//AC005041 
R-HEMBA1003528 

R-HEMBA1003531//Human BAC clone GS552A01 from 7q21 
-q22, complete sequence. //3.4e-08: 333: 64//AC002454 
R-HEMBA1003538//Human mRNA for complement componen 
t Clr.//1.4e-23:333:68//X04701 

R-HEMBA1003545//Zebrafish mRNA for zfIsl-2 (insuli 40 
n gene enhancer binding protein homolog), complete 
cds.//0.030:144:68//D38453 

R-HEMBA1003548//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 0017: 487: 57//AC004153 
R-HEMBA1003555//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 371H6, WORKING DRAFT SE 
QUENCE. //2. 8e-99: 503: 96//AL031718 
R-HEMBA1003556//Homo sapiens Xp22-175-176 BAC GSHB 
-484017 (Genome Systems Human BAC Library) complet 50 
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e sequence. //1. 6e-114: 574: 97//AC005913 
R-HEMBA1003560//Diplolepis rosae mlcrosatellite cl 
one DR04096. //0. 24: 116: 67//AF034416 
R-HEHBA1003568//Homo sapiens clone NH0215P16, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //3.9e-05: 42 
2: 63//AC006036 

R-HEHBA1003569//Homo sapiens full length insert cD 
NA clone ZD82D06. //8. 7e-108: 545: 95//AF086450 
R-HEHBA1003571//Homo sapiens PAC clone DJ0886008 f 
rom 7q32-q35, completesequence. //4.6e- 51: 570: 71 //A 
C004914 

R-HEMBA1003579//HS_3237_B2_E05_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3237 Col=10 Row=J, genomic surveysequenc 
e. //8. 5e-97: 495: 95//AQ209302 
R-HEMBA1003581//Mouse mRNA for talin.//8. 3e-12: 12 
8: 82//X56123 

R-HEMBA1003591//Homo sapiens chromosome 16, BAC cl 
one 2603 (LANL), complete sequence. //2.9e-87: 251: 9 
5//AC005774 

R-HEMBA1003595//Homo sapiens DNA sequence from BAC 
1216H12 on chromosome22ql2. Contains a pseudogene 
with similarity to part of mouse Ninein and the K 
IAA0609 gei\e for a protein similar to C. elegans K 
09C8.4. Contains ESTs, GSSs and a ggtt repeat poly 
morphism, complete sequence. //4. 5e- 52: 384: 83//AL00 
8715 

R-HEMBA1003597//Homo sapiens DNA sequence from PAC 
418A9 on chromosome 6q21. Contains the first (5') 
two exons of a CDK8 (Cell Division ProteinKinase 

8) LIKE gene, a Neutral Calponin LIKE pseudogene, 

ESTs and STSs, complete sequence. //4.6e- 41: 442: 74// 

Z84480 

R-HEHBA1003598//Homo sapiens PAC clone DJ0537P09 f 
rom 7pll.2-pl2 f complete sequence. //1.8e- 23: 177:88 
//AC005153 
R-HEMBA1003615 

R-H£HBA1003617//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 039: 494: 57//AC005139 
R-HEMBA1003621//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0052I22; HTGS p 
hase 1. WORKING DRAFT SEQUENCE. 4 unorderedpieces. 
//2. 3e-26: 309: 75//AC004599 

R-HEMBA1003622//Homo sapiens Xp22 BAC 620F15 (Geno 
me Systems BAC library) complete sequence. 111. le- 5 
6:545:75//AC002980 

R-HEMBA1003630//Homo sapiens CC chemokine gene clu 
ster, complete sequence. 111. 8e- 32: 546: 68//AF088219 
R-HEMBA1003637//Human BAC clone GS552A01 from 7q21 
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-q22, complete sequence. //8.0e-25: 457: 68//AC002454 
R-HEMBA1003640//Homo sapiens chromosome X, PAC 671 
D9, compl ete sequence. III. 8e-40: 280: 86//AF031078 
R-HEHBA1003645//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 32B1, WORKING DRAFT SEQ 
UENCE. III. 7e-33: 297: 82//AL023693 
R-HEMBA1003646//Plasmodium falciparum HAL3P7, comp 
lete sequence. 110. 44: 319: 59//AL034559 
R-HEHBA1003656//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-152E5, complete sequence. //6.9e- 36: 2 10 
42:80//AC004382 

R-HEMBA1003662//Homo sapiens chromosome 17, clone 
hRPK. 332_H_18, compl ete sequence. //8. 6e- 1 17: 588: 96 
//AC005746 

R-HEHBA1003667//Sequence 8 from patent US 5420245. 
//1.8e-21: 170: 88//I 12222 

R-HEHBA1003679//Homo sapiens BAC clone RG114B19 fr 
om 7q31.1, complete sequence. //1.6e- 22: 180: 87//AC0 
05065 

R-HEMBA1003680//C. el egans cosmid ZK353.//1. le-06: 20 
270:61//L15313 

R-HEHBA1003684//Colias alexandra alexandra cytochr 
ome oxidase subunit I(coxl) gene, mitochondrial ge 
ne encoding mitochondrial protein, parti alcds.//0. 
77:171:66//AF044872 

R-HEMBA1003690//Homo sapiens 12ql3. 1 PAC RPCI5-105 
7120 (Roswell Park Cancer Institute Human PAC libr 
ary) compl ete sequence. Ill . 6e- 104: 523: 97//AC004466 
R-HEMBA1003692//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 508115, WORKING DRAFT S 30 
EQUENCE. III. 7e-41: 414: 77//AL021707 
R-HEMBA1003711//Buman Chromosome 11 overlapping pa 
cs pDJ235kl0 and pDJ239b22, WORKING DRAFT SEQUENC 
E, 17 unordered pi eces. Ill . 6e-29: 304: 77//AC000406 
R-HEMBA1003714 

R-HEMBA1003715//Bomo sapiens chromosome 16pll.2 BA 
C clone CIT987SK-A-685D8, WORKING DRAFT SEQUENCE, 

16 unordered pieces. //1.4e-63: 578: 77//AC005136 
R-HEMBA1003720//Homo sapiens, WORKING DRAFT SEQUEN 

CE, 135 unordered pieces. //2.4e- 36: 350: 78//AC00235 40 
3 

R-HEMBA1003725//Homo sapiens chromosome 19, cosmid 
R31973, complete sequence. //6. 3e- 42: 250: 75//AC004 
699 

R- HEMBA1 003729//RPCI 1 1 - 22D1 4 . TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-22D14, genomic survey seq 
uence.//1.0:234:62//B86158 

R-HEMBA1003733//Human DNA sequence from clone 396D 

17 on chromosome lp33-35.3 Contains EST, STS, GSS, 
compl ete sequence. 111. 7e-80: 558: 83//AL008634 50 
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R-HEMBA1003742//HS_3080_B2_H06_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3080 Col=12 Row=P, genomic surveysequenc 
e. //3. 4e-55: 331: 91 //AQ1 391 79 
R-HEMBA1003758//Human DNA sequence from PAC 295C6 
on chromosome lq24. Contains ESTs, CA repeat, STS 
and CpG island. //4. 5e-59: 521 : 75//Z97876 
R-HEHBA1003760 

R-HEMBA1003773//Mus musculus signal recognition pa 
rticle receptor beta subunit mRNA, complete cds.// 
2. 6e-72: 467: 86//U17343 

R-HEMBA1003783//Mus musculus bromodomain-containin 
g protein BP75 mRNA, complete cds.//1.0e-77:557:81 
//AF084259 
R-HEMBA1003784 

R-HEMBA1003799//Homo sapiens PAC clone DJ1032B10 f 
rom 7pl5.3-p21, complete sequence. //2. le-49: 390: 72 
//AC004455 
R-HEMBA1003803 

R-HEHBA1003804//Homo sapiens chromosome 17, clone 
hCIT. 175_E_5, compl etesequence. 119. 4e-99: 359: 99//A 
C004596 

R-HEMBA1003805//Human DNA sequence from clone 51J1 
2 on chromosome 6q26-27. Contains the 3' part of t 
he alternatively spliced gene for the humanortholo 
gs of mouse QKI-7 and QKI-7B (KH Domain RNA Bindin 
g proteins) andzebrafish ZKQ-1 (Quaking protein ho 
molog). Contains ESTs, STSs and GSSs, complete seq 
uence. IIS. Oe-113: 567: 96//AL031781 
R-HEMBA1003807//Bovine di nucleotide microsatellite 
HUJI 1 77. 115. 4e- 18: 194: 78//H96348 
R-HEMBA1003836//Human DNA from overlapping chromos 
cine 19 cosmids R31396, F25451, and R31076 containin 
g C0X6B and UPKA, genomic sequence, complete seque 
nee. //3. 4e-40: 256: 85//AC002115 
R-HEMBA1003838//CIT-HSP-2380F18.TF CIT-HSP Homo sa 
pi ens genomic clone 2380F18, genomic survey sequen 
ce. //9. 7e-25: 150: 96//AQ196624 
R-HEHBA1003856//Human DNA sequence from clone 272E 
8 on chromosome Xp22. 13-22.31. Contains a pseudoge 
ne similar to MDM2-Like P53-binding proteingene. C 
ontains STSs, GSSs and a CA repeat polymorphism, c 
omplete sequence. //4. 8e-33: 486: 68//Z93929 
R-HEHBA1003864//, complete sequence. //4.4e- 100: 53 
1:94//AC005300 

R-HEMBA1003866//HS_3203_B2J]01JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3203 Col =2 Row=F t genomic survey sequenc 
e.//2.6e-05:206:64//AQ180298 
R-HEHBA1003879//Hamo sapiens chromosome 10 clone C 
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IT987SK-1119P3 map 10q25.1, WORKING DRAFT SEQUENC 
E ( 1 ordered pi eces. //4. 7e- 17: 170: 79//U82207 
R-HEMBA1003880//Bomo sapiens genomic DNA, chromoso 
me 21qll.l, segment 7/28, WORKING DRAFT SEQUENCE./ 
/7.8e-103:526:96//AP000036 

R-HEMBA1003885//Human apolipoprotein apoC-IV (APOC 
4) gene, complete cds.//3.5e-45:299:87//U32576 
R-HEMBA1003893//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1137F22, WORKING DRAFT 
SEQUENCE. III. le-41: 386: 77//AL034421 10 
R-HEMBA1003902//HS_3031_B2_E07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3031 Col =14 Row=J, genomic surveysequenc 
e. //5. 3e-50: 293: 93//AQ165549 
R-HEMBA1003908//CIT-HSP-2367K7.TR CIT-HSP Homo sap 
iens genomic clone 2367K7, genomic survey sequenc 
e. //1. 2e-32: 220: 92//AQ076795 
R-HEMBA1003926//Homo sapiens chromosome 5, BAC clo 
ne 194j 18 (LBNL HI 58), complete sequence. //3. le- 58: 
294:85//AC005368 20 
R-HEMBA1003937//Homo sapiens chromosome 3 subtelom 
eric region. //8. Oe-111: 590: 93//AF109718 
R-HEMBA1003939 

R-HEMBA1003942//Homo sapiens clone DJ0828F13, comp 
lete sequence. //2. 2e-08: 474: 58//AC004904 
R-HEMBA1003950//Plasmodium vivax from Brazil cytoc 
hrome b (cytb) gene, mitochondrial gene encoding m 
itochondrial protein, partial cds. //0. 034: 258: 62// 
AF069619 

R-HEMBA1003953//Plasmodium falciparum MAL3P8, comp 30 
lete sequence. //0. 096: 492: 57//AL034560 
R-HEMBA1003958//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 64K7, WORKING DRAFT SEQ 
UENCE. 111. 3e-40: 382: 78//AL031668 
R-HEMBA1003959//Amaranthus hypochondri acus betaine 
aldehyde dehydrogenase (ahybadh4) gene, complete 
cds. //0. 1 1 : 428: 60//AF000132 
R-HEMBA1003976//Homo sapiens PAC clone DJ0724E13 f 
rom 7pll.2-pl2, complete sequence. //1.0: 222: 62//AC 
004414 40 
R-HEMBA1003978//Sequence 31 from patent US 570815 
7.//1.9e-14:159: 77//1 80060 

R-HEMBA1003985//Homo sapiens 12pl3.3 PAC RPCI5-927 
J10 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //5.6e- 14: 136: 83//AC004804 
R-HEMBA1003987//Human chromosome 12pl3 sequence, c 
omplete sequence. 113. 2e-26: 268: 79//U47924 
R-HEMBA1003989//RPCI11-52K22.TJ RPCI11 Homo sapien 
s genomic clone R-52K22, genomic survey sequence./ 
/2. 2e-86: 443: 95//AQ052484 50 
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R-HEMBA1004000 
R-HEMBA1 004011 

R-HEMBA1004012//Homo sapiens chromosome 17, clone 
hRPK. 63.AJ, completesequence. //4. 7e-38: 284: 85//AC 
005670 

R-HEMBA1004015//Human DNA sequence from clone 931E 
15 on chromosome Xq25. Contains STSs, GSSs and geno 
mic marker DXS8098, complete sequence. //0. 48: 460: 5 
8//AL023575 

R-HEHBA1004024//Homo sapiens clone RG270D13, WORKI 
NG DRAFT SEQUENCE, 18unordered pieces. //2. 5e-21: 15 
9:80//AC005081 

R-HEMBA1004038//Homo sapiens Xq28 BAC RPCI11-382P7 

(Roswell Park Cancerlnstitute Human BAC Library) 
compl ete sequence. 111. 9e- 10: 231 : 66//AC006054 
R-HEMBA1004042//Homo sapiens clone DJ0968I16, comp 
lete sequence. 110. 00071: 263: 68//AC006016 
R-HEMBA1004045//Homo sapiens PAC clone DJ0074M20 f 
rom X, complete sequence. //8.8e- 23: 196: 69//AC00614 
3 

R-HEMBA1004048//CIT-HSP-2288N20.TF CIT-HSP Homo sa 
piens genomic clone 2288N20, genomic survey sequen 
ce. //0. 013: 162: 67//AQ007283 
R-HEMBA1004049//Human hsp 70 gene 3' region for 70 
kDa heat shock protein. //7.7e- 30: 176:96/A04677 
R-HEHBA1004055//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //8. 4e- 05: 395: 63//AC005 
504 

R-HEMBA1004056//Homo sapiens clone DJ0847008, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //3.5e-61: 55 
1:77//AC005484 

R-HEMBA1004074//Homo sapiens clone DJ1032D07, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //0. 98: 275: 6 
3//AC004952 

R-HEMBA1004086//Sequence 65 from patent US 569114 
7.//2.8e-54:313:92//I76237 

R-HEMBA1004097//Mus musculus putative transcriptio 
n factor mRNA, compl ete cds. Ill . 8e- 1 1 : 323: 63//AF09 
1234 

R-HEMBA1004131//Human mRNA for KIAA0128 gene, part 
i al cds. //9. 3e-42: 534: 69//D50918 
R-HEHBA1004132//Homo sapiens chromosome 17, clone 
hCIT. 211_P_7, completesequence. //6. Oe-49: 491: 76//A 
C003665 

R-HEMBA1004133//HSJ229J2J09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3229 Col=18 Row=J, genomic surveysequenc 
e. //I. le-72: 374: 97//AQ192003 
R-HEMBA1004138//Human DNA sequence *** SEQUENCING 
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IN PROGRESS *** from clone 417M14, WORKING DRAFT S 
EQUENCE. //3. le-09: 277: 66//AL024498 
R-HEMBA1004143//Plasmodium falciparum HAL3P4, comp 
1 ete sequence. //0. 53: 239: 61//AL008970 
R-HEMBA1004146//Homo sapiens clone DJ0038I10, WORK 
ING DRAFT SEQUENCE, 5unordered pieces.//3.0e-35: 16 
5: 88//AC004820 

R- HEMBA 1 004 1 50//CI TBI -E1-2517I2.TR CITBI-E1 Homo s 
apiens genomic clone 251712, genomic survey sequen 
ce.//0.56:379:59//AQ277616 10 
R-HEMBA1004164//Human BAC clone GS200K05 from 7q21 
-q22, compl ete sequence. //4. 6e-49: 448: 77//AC002429 
R-HEMBA1004168//Homo sapiens geminln mRNA, compl et 
e cds. 7/1. 4e- 1 10: 563: 96//AF067855 
R-HEMBA1004199//S.pombe chromosome I cosmid c8A4./ 
/0.73:187:64//Z66569 

R-HEMBA1004200//Homo sapiens Xp22 BAC GSHB-184P14 
(Genome Systems HumanBAC library) complete sequenc 
e. //6. 3e-30: 293: 77//AC004552 

R-HEMBA1004202//rah=ras-related homolog [mice, HT4 20 
neural cell line, mRNA, 993 nt].//3.0e-64:517:80/ 
/S72304 

R-HEMBA1004203//flomo sapiens clone NH0313P13, WORK 
ING DRAFT SEQUENCE, 15unordered pieces. //1.0e-97: 3 
03: 98//AC005488 

R-HEMBA1004207//Homo sapiens leptin receptor short 
form (db) mRNA, complete cds. //3.6e- 116: 573: 97//U 
50748 

R-HEMBA1004225//Drosophila melanogaster mitochondr 
ial DNA with 12 tRNAsand 7 genes. //5.4e-ll: 493: 60/ 30 
/M37275 

R-HEMBA1004227//Rattus norvegicus protein phosphat 
ase 2C mRNA, compl etecds.//6. le-76:443:86//AF09592 
7 

R-HEHBA1004238//Homo sapiens chromosome 19, cosmid 
R28341 , compl ete sequence. //I . le-42: 330: 83//AC005 
763 

R-HEMBA1004241 

R-HEMBA1004246//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 4/15, W 40 
0RKING DRAFT SEQUENCE. //I. le- 45: 288: 85//AP000011 
R-HEMBA1004248//Eomo sapiens PAC clone DJ0828B12 f 
rom 7qll.23-q21.1, complete sequence. //5. 2e- 09: 51 
6: 61//AC004903 
R-HEHBA1004264 

R-HEMBA1004267//HS_2255_A2_H12JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2255 Col =24 Row=0, genomic surveysequenc 
e. //8. 6e-59: 318: 95//AQ068854 

R-HEMBA1004272//Homo sapiens 12pl3.3 PAC RPCI 5-118 50 
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0D12 (Roswell Park Cancer Institute Human PAC Ubr 
ary) complete sequence. //I. le-113: 576: 96//AC005831 
R-nnnnnnnnnnnn//Homo sapiens clone 617 unknown mRN 
A, compl ete sequence. //4. 4e- 110: 553: 96//AF091081 
R-HEMBA1004276 

R-HEMBA1004286//Homo sapiens TGF beta receptor ass 
ociated protein-1 mRNA, complete cds.//1.9e-106: 53 
8: 97//AF022795 

R-HEMBA1004289//RPCI1 1-74010. TJ RPCI11 Homo sapien 
s genomic clone R- 74010, genomic survey sequence./ 
/2. 3e-37: 248: 76//AQ266668 
R-HEMBA1004295//Baboon apolipoprotein A-VI mRNA, 
3' end. //0. 0016: 273: 64//L13174 
R-HEMBA1004306//HS_3175_B2_F01J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3175 Col=2 Row^L, genomic survey sequenc 
e. //I. 6e-28: 190: 77//AQ169206 
R-HEHBA1004312//Human BAC clone RG119P24 from 7q3 
1 , compl ete sequence. //6. 3e-36: 267: 82//AC003088 
R-HEMBA1004321//Homo sapiens *** SEQUENCING IN PRO 
GRESS *** from PAC 10155, WORKING DRAFT SEQUENCE./ 
/4. le- 1 1 1 : 576: 95//AJ00961 1 

R-HEHBA1004323//CIT-HSP-2374C8.TR CIT-HSP Homo sap 
iens genomic clone 2374C8, genomic survey sequenc 
e.//2.7e-42: 136: 91//AQ1 14933 
R-HEMBA1004327//CIT-HSP-2303L24.TF CIT-HSP Homo sa 
pi ens genomic clone 2303L24, genomic survey sequen 
ce.//1.0:78:67//AQ017600 

R-HEHBA1004330//Homo sapiens clone DJ1173I20, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //2.3e- 119: 5 
80: 98//AC004987 

R-HEMBA1004334//Pimpinella brachycarpa Phybl mRNA, 
complete cds. //3. 3e-14: 238: 69//AF082024 
R-HEHBA1004335//Hamo sapiens Chromosome 16 BAC clo 
ne CI T987SK-A-116A10, complete sequence. //1.8e-21: 2 
91:71//AC004638 
R-HEHBA1004341 

R-HEMBA1004353//Homo sapiens mRNA for c-myc bindin 
g protein, complete cds.//4. le-74: 444: 90//D89667 
R-HEMBA1004354//Human DNA from overlapping chromos 
ome 19-specific cosmids R29515 and R28253, genomic 
sequence, complete sequence. //7. Oe- 38: 287: 82//AC0 
03002 

R-HEMBA1004356//Sequence 2 from patent US 5652144. 
//3. 7e- 108: 588: 92//1 58611 

R-HEMBA1004366//W0RKING DRAFT SEQUENCE, 3 unordere 
d pi eces. //1 . 8e- 14: 446: 63//AC005949 
R-HEMBA1004372//CIT-HSP-2005C13.TF CIT-HSP Homo sa 
piens genomic clone 2005C13, genomic survey sequen 
ce. //0. 010: 334: 61//B55811 
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R-HEMBA1004389//Homo sapiens full length insert cD 
NA cl one ZE09A1 5e- 19: 170: 83//AF086540 
R-HEMBA1004394//Human (D21S198) DNA segment contai 
ning (TG)23 repeat. // 1.0: 50: 84//X58 124 
R-HEMBA1004396//Homo sapiens chromosome 4 clone B2 
40N9 map 4q25, complete sequence. //8.2e-34: 459: 69/ 
/AC004057 

R-HEMBA1004405//Homo sapiens BAC clone GS589P19 fr 
om 7pl3-pl4, completesequence.//2.8e-42:314:84//AC 
005030 10 
R-HEMBA1004408 

R-HEMBA1004429//M.musculus of DNA encoding DNA-bin 
ding protein. //I. 6e-66: 449: 82//Z54200 
R-HEHBA1004433//Homo sapiens chromosome 21q22.3, P 
AC clones 314N7, 225L15, BAC clone 7B7, complete s 
equence bases 1. .333303. //7.2e-32: 460: 68//AJ01 1930 
R-HEMBA1004460//Homo sapiens clone DJ0647C14, WORK 
ING DRAFT SEQUENCE, 21unordered pieces.//3.9e-113: 
581:96//AC004846 

R-HEMBA1004461//HS_3244_A2_F12_MR CIT Approved Hum 20 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3244 Col =24 Row=K, genomic surveysequenc 
e. //8. Oe-83: 397: 99//AQ220876 
R-HEMBA1004479//Homo sapiens PAC clone DJ0942I16 f 
rom 7qll, complete sequence. //1. 7e- 40: 485: 70//AC00 
6012 

R-HEMBA1004482//P1 asmodi um falciparum chromosome 
2, section 7 of 73 of the complete sequence. //2.2e 
-11:513:59//AE001370 

R-HEMBA1004502//Homo sapiens chromosome 17, clone 30 
hRPR. 372 JL20, compl ete sequence. //2. Oe-08: 245: 66/ 
/AC005951 

R-HEMBA1004506//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 34606, WORKING DRAFT SE 
QUENCE. //4. 2e-81: 582: 83//Z84487 
R-HEMBA1004507//Caenorhabditis elegans cosmid C40C 
9, complete sequence. //0. 56: 235: 64//Z70266 
R-HEMBA1004509 

R-HEMBA1004534//Sequence 58 from patent US 569114 
7. //I . 9e-61 : 430: 83//I 76230 40 
R-HEMBA1004538//HS_3189_B2_C03_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3189 Col=6 Row=F, genomic survey sequenc 
e. //6. le-21: 140: 92//AQ170330 
R-HEMBA1004554//CIT-HSP-712K9.TP CIT-HSP Homo sapi 
ens genomic clone 712K9, genomic survey sequence./ 
/1.7e-16:116:93//B73329 

R-HEMBA1004560//Human mRNA for KIAA0281 gene, comp 

lete cds.//2.2e-14:213:71//D87457 

R-HEMBA1004573 50 
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R-HEMBA1004577//Human DNA sequence from cosmid L24 
7F6, Huntington's Disease Region, chromosome 4pl6. 
3 contains protein similar to Mouse SH3 binding pr 
otein 3BP2, multiple ESTs and a CpG island. //1. 0:3 
52: 60//Z68279 
R-HEHBA1004586 

R- nnnnnnnnnnnn//Pl asmodi urn falciparum KAL3P6, comp 
lete sequence. //0. 0012: 359: 60//Z98551 
R-HEMBA1004610//S.pombe chromosome II cosmid c354. 
//0. 0011: 362: 62//AL022071 

R-HEMBA1004617//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501.//1.4e-50:327:85//AB007 
970 

R-HEMBA1004629//Homo sapiens Xp22 bins 16-17 BAC G 
SHB-531I17 (Genome Systems Human BAC Library) comp 
lete sequence. //4. 4e-13: 527: 63//AC004805 
R-HEHBA1004631//Rattus norvegicus NclonelO mRNA.// 
2. 9e-24: 364: 71//D31866 
R-HEMBA1004632 

R-HEMBA1004637//Homo sapiens clone DJ0982E09, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //7.7e- 117: 5 
73:98//AC005534 

R-HEHBA1004638//H. sapiens mRNA for DGCR2.//3.8e-l 
9: 118: 99//X84076 

R-HEMBA1004666//Arabidopsis thai i ana chromosome II 
BAC T4E14 genomic sequence, complete sequence.// 
0.00013: 501 : 58//AC005171 

R-HEMBA1004669//Human DNA sequence from clone 465N 
24 on chromosome lp35. 1-36. 13. Contains two novel 
genes, ESTs, GSSs and CpG islands, compl etesequenc 
e. //1 . 5e- 120: 571 : 98//AL031432 
R-HEMBA1Q04670//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 222E13, WORKING DRAFT S 
EQUENCE. //4. 4e-12: 110: 88//Z93241 
R-HEHBA1004672//Human DNA sequence from PAC 308113 
on chromosome lp35-lp36.3.//3.4e-38:324:81//Z9929 

1 

R-HEMBA1004693//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MP012, complete sequence./ 
/0.86:309:57//AB006702 

R-HEMBA1004697//T33B22TF TAMU Arabidopsis thaliana 
genomic clone T33B22, genomic survey sequence. //0. 
29:331:61//B97342 

R-HEHBA1004705//P1 asmodi um falciparum MAL3P7, comp 
1 ete sequence. //0. 051 : 424: 58//AL034559 
R-HEMBA1004709//Homo sapiens Chromosome 16 BAC clo 
ne CI T987SK-A-116A10, compl ete sequence. //1. 7e- 49: 4 
97: 76//AC004638 

R-HEMBA1004711//Homo sapiens chromosome 17, clone 
hRPK. 271JL1 1 . compl ete sequence. //1 . 6e-38: 362: 79/ 
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/AC005562 
R-HEMBA1004725 

R- HEMBA1 004730//Homo sapiens Chromosome 17pl3 Cosm 
id Clone cos26, complete sequence. //I. le-58: 489: 79 
//AC002085 
R-HEMBA1004733 

R-HEMBA1004734//Human DNA sequence from clone 273N 
12 on chromosome 6ql6. 1-16.3. Contains the gene fo 
r the N-0ct5a (N-0ct3, N-0ct5b) POU domain protein 
s and an unknown gene. Contains a putative CpG isl 10 
and, ESTs, STS, and GSSs, complete sequence. //0. 003 
0:362:61//AL022395 

R-HEMBA1004736//Homo sapiens clone DJ0981007, comp 
1 ete sequence. //1 . 9e- 58: 282: 87//AC00601 7 
R-HEMBA1004748//Homo sapiens PAC clone DJ1059M17 f 
rom 7q21-q31.1, complete sequence. //3.6e-34: 287: 81 
//AC004953 

R-HEMBA1004751//Human DNA sequence from PAC 507115 
on chromosome Xq26.3-27.3. Contains 60S ribosomal 
protein L44 (L41, L36) like gene, ESTs, STSs and 20 

a polymorphic CA repeat. //5. 3e-40: 266: 89//Z98950 

R-HEMBA1004752//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 495010, WORKING DRAFT S 

EQUENCE.//3. 3e-39: 281: 85//AL031121 

R-HEMBA1004753//Homo sapiens ribosomal protein S20 
(RPS20) mRNA, complete cds.//2.6e-65:475:84//L064 

98 

R-HEMBA1004756//Homo sapiens DNA sequence from PAC 
86C11 on chromosome 6p21. 31-22.1. Contains histon 
e genes H2A/1,H2B. 1A,H4,H2A. lb,H3 pseudogene, pher 30 
omone receptor pseudogene, ESTs, STS and CpG isl an 
d. //1. 8e-08: 516: 59//AL021807 
R-HEMBA1004758//Homo sapiens chromosome 4 clone B2 
40N9 map 4q25, complete sequence. //5.1e-45: 577: 72/ 
/AC004057 
R-HEMBA1004763 

R-BEBBA1004768//Buman DNA sequence from clone 395P 
12 on chromosome lq24-25. Contains the TXGP1 gene 
for tax-transcriptionally activated glycoprotein 1 
(34kD) (0X40 ligand, 0X40L) and a G0T2 (Aspartate 40 
Aminotransferase, mitochondrial precursor, EC 2. 
6.1.1, Transaminase A, Glutamate Oxaloacetate Tran 
saminase-2) pseudogene. Contains ESTs, STSs and GS 
Ss, complete sequence. //4. le-60: 435: 78//AL022310 
R-HEMBA1004770//Plasmodium falciparum chromosome 
2, section 8 of 73 of the complete sequence. //8.7e 
-05:476:61//AE001371 

R-HEMBA1004771//Bomo sapiens Xp22 Cosmid U152D7 (L 
awrence Livermore human cosmid library) complete s 
equence. //5. Oe-08: 1 13: 80//AC003047 50 
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R-HEHBA1004776 

R-HEMBA1004778//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. //I. le- 35: 288: 84//U14567 
R- nnnnnnnnnnnn//HS_3 1 92_B1_F09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3192 Col=17 Row=L, genomic surveysequenc 
e.//1.9e-44:233:98//AQ155855 
R-HEHBA1004803//Homo sapiens mini satellite ms31 re 
peat region. //3. Oe-67: 318: 87//AF048728 
R-HEHBA1004806 

R-HEHBA1004807//Homo sapiens clone GS166C05, W0RKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //3.6e-20: 33 
3:69//AC005015 

R-HEHBA1004816//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1,ATP5G 
2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymorphic CArepeat.//6.3e-13:148:77//Z92545 
R-HEHBA1004820//Human argi nine- rich nuclear protei 
n mRNA, compl ete cds. //1 . 5e- 12:141: 85//M74002 
R-HEMBA1004847//Canine mRNA for 68kDA subunit of s 
ignal recognition particle (SRP68).//7.6e-80: 297:8 
5//X53744 
R-HEMBA1004850 

R-HEMBA1004863//Human DNA sequence from PAC 345P10 
on chromosome 22ql2-qter contains ESTs and STS an 
d polymorphic CA repeat D22S927.//2.0e- 14: 159:79// 
Z82201 

R-HEHBA1004864 

R-HEHBA1004865//Homo sapiens Xp22-149 BAC RPCI11-4 
6604 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //0. 90: 76: 76//AC005297 
R-HEMBA1004880//Homo sapiens clone DJ0309D19, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //1.9e-49: 5 
51:73//AC004826 

R-HEMBA1004889//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 223B1, WORKING DRAFT SE 
QUENCE. //0. 0021: 189: 65//AL031943 
R*HEMBA1004900//Homo sapiens chromosome 17, clone 
hRPK.180_P_8, complete sequence. //6.6e-ll: 144:77/ 
/AC005972 

R-HEMBA1004909//Human DNA sequence from clone 505B 
13 on chromosome lp36. 2-36. 3 Contains CA repeat an 
d GSSs, compl ete sequence. 1/1. 6e-46: 341 : 83//Z98052 
R-HEMBA1004918//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 994L9, WORKING DRAFT SE 
QUENCE. //1. 6e-54: 301: 89//AL034554 
R-HEMBA1004923//Homo sapiens 47kB DNA fragment fro 
m Xq28, proximal to HTM1 gene.//2.0e-07: 182:69//Y1 
5994 
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R-HEMBA1004929 

R - HEMBA 1 004930/ZHchdo sapiens chromosome 11 clone C 
IT987SK-1012F4, WORKING DRAFT SEQUENCE, 6 unordere 
d pieces. //7. 7e-66: 547: 79//AC005848 
R-HEMBA1004933//H. sapiens Humig mRNA.//0.13:233:62 
//X72755 

R-HEMBA1004934//CIT-HSP- 20211 16. TF CIT-HSP Homo sa 
pi ens genomic clone 2021116, genomic survey sequen 
ce.//0.66:268:62//B65345 

R-HEMBA1004944//CI T-HSP-2281L12.TR CIT-HSP Homo sa 10 
pi ens genomic clone 2281L12, genomic survey sequen 
ce.//3.8e-20:104:82//B99849 
R-HEMBA1004954//Homo sapiens chromosome 17, clone 
hRPK. 146JL2, WORRINGDRAFT SEQUENCE, 4 unordered p 
i eces. //0. 00082: 385: 60//AC005341 
R-HEMBA1004956//CIT-HSP-2305H22.TF CIT-HSP Homo sa 
pi ens genomic clone 2305H22, genomic survey sequen 
ce. Ill . 6e-84: 411: 99//AQ020408 
R-HEMBA1004960//Human DNA sequence from PAC 358H7 
on chromosome X. //3. 3e-22: 249: 74//Z77249 20 
R-HEMBA1004972//nbxb0003aF01f CUGI Rice BAC Ubrar 
y Oryza sativa genomicclone nbxb0003R01f, genomic 
survey sequence. //0. 52: 171: 64//AQ049982 
R-HEMBA1004973//*** SEQUENCING IN PROGRESS *** EPM 
1/APECED region of chromosome 21, clones A68E8, Bl 
27P21, B173L3, B23N8, C1242C9, C579E2, A70B6, B159 
G9, B175D10, B52C10, C124G1 Note: Sequencing in th 
is region has been discontinued by the Stanford Hu 
man Genome Center, WORKING DRAFT SEQUENCE. 50 unor 
dered pieces. //0. 69: 179: 64//AC003656 30 
R-HEMBA1004977//Caenorhabditis elegans cosmid F08G 
2, complete sequence. //7.6e-07: 492: 58//Z81495 
R-HEMBA1004978//Human DNA sequence from clone 522P 
13 on chromosome 6p21.31-22.3. Contains a 60S Ribo 
somal Protein L21 pseudogene and an HNRNP A3(Heter 
ogenous Nuclear Riboprotein A3, FBRNP) pseudogene. 
Contains ESTs.STSs and GSSs, complete sequence.// 
0.20: 427: 60//AL024509 

R-HEMBA1004980//CIT-HSP-2379K5.TF CIT-HSP Homo sap 
iens genomic clone 2379K5, genomic survey sequenc 40 
e. //1. 6e-53: 331: 88//AQ108614 
R-HEMBA1004983//Genomic sequence from Human 17, co 
mpl ete sequence. //0. 00061 : 473: 58//AC000389 
R-HEMBA1004995//Homo sapiens chromosome 16, cosmid 
clone 306E5 (LANL), complete sequence. //1.6e- 90: 5 
27:89//AC004224 

R-HEHBA1005008//Human DNA sequence from clone 461P 
17 on chromosome 20ql2-13.2. Contains four novel 
(pseudo) genes for proteins with Kunitz/Bovinepancr 
eatic trypsin inhibitor and/or WAP- type (Whey Acid 50 
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ic Protein) 'four-di sulfide core' domains, C0X6C 
(Cytochrome C Oxidase Polypeptide VIC, EC 1.9.3.1) 
and RPL5 (60S Ribosomal Protein L5) pseudogenes, a 
pseudogene similar to part of the HSPD1 (HSP60, H 
itochondrial Matrix Protein PI precursor, Heat Sho 
ck Protein 60, GR0EL protein, PCHA60) gene, and t 
he Major Epididymis- specific protein E4 precursor 
(HE4, Epididymis Secretoryprotein E4, WAP-type (Wh 
ey Acidic Protein) ' four- disulfide core' domain) g 
ene. Contains ESTs, an STS, GSSs and a putative Cp 
G i sland, compl etesequence. //5. 4e-65: 357: 83//AL031 
663 

R-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA, 
compl ete cds. //5. 6e- 107: 550: 96//AF041474 
R-HEMBA1005019//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds.//6.3e-104:542:94//AB014548 
R-HEMBA1005029//Homo sapiens DNA sequence from PAC 
97D16 on chromosome 6p21.3-22.2. Contains an unkn 
own pseudogene, a 60S Ribosomal protein L24(L30) L 
IKE pseudogene and hi stone genes H2BFC (H2B/c), H4 
FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3.1/ 
k) and a tRNA-Val pseudogene and tRNA-Thr gene. Co 
ntains ESTs, STSs, GSSs and genomic marker D6S464, 
compl etesequence. //3. le-67: 493: 83//AL009179 
R-HEMBA1005035//Homo sapiens chromosome 17, clone 
hCIT. 175_E_5, compl etesequence. 117. 4e-101: 537: 94// 
AC004596 

R-HEMBA1005039//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from c 1 o n e 1 O 1 8 D 1 2 , 

WORKING DRAFT SEQUENCE.// 
9. 5e-30 : 44 6 : 6 8//AL0 3 1 6 5 0 
R-HEMBA100504 7//Mu s m u s c u 
lus mRNA for Rab24 protei 
n. //I. 4e-3 4 : 2 2 9 : 8 8//Z 2 2 8 1 
9 

R — HEMBA 1 00 5 0 5 0//Huma n Ch r 
omosome X PAC RPCI 1-290C9 

from the Pieter de Jong 
Human PAC library; comple 
te sequence. //4. 0 e — 4 3:37 
1 : 8 0//AC 0 0 2 4 0 4 

R-HEMBA1 0 0 5 0 6 2//Homo s a p i 
ens chromosome 17, clone 
hCIT. 186_H__2, completeseq 
u e n c e. //2. 3 e - 1 5 : 2 6 9 : 6 6//A 
CO 0 4 6 7 5 

R-HEMBA 1 0 0 5 0 6 6//Homo s a p i 
ens clone NH00 0 1 P0.9, WORK 
ING DRAFT SEQUENCE, lunor 
dered pieces. //4. Oe-30 : 30 
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5 : 7 4//AC0 0 6 0 3 0 
R-H II M 13 A 1 0 0 5 0 7 5 

R-HEMBA 1 0 0 5 0 7 9//Homo s a p i 
ens clone HS19. 11 A 1 u - Y a 5 
sequence. // 6. 5e-4 8 : 2 4 5 : 9 
1 //A F 0 1 5 1 5 6 

R-HEMBA100508 3 //Hum a n DNA 

sequence*** SEQUENCING 
IN PROGRESS *** from clon 
e 1185N5, WORKING DRAFT. S 10 
EQUENCE. // 1 . 3 e- 1 5 : 1 4 2 : 8 3/ 
/AL034423 

R-HEMBA100510 l//Homo s a p i 
ens SYT interacting p r o t e 
in SIP mRNA, completecds. 
//5. 3e-l 1 0 : 545 : 96//AF0805 

6 1 

R-HEMBA 10 0 5 1 1 3//C a e n o r h a b 
ditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** f 20 
rom clone Y5 3C10, WORKING 
DRAFT SEQUENCE. //0. 0 2 6 : 2 
5 2:6 4//Z 9 3 3 4 0 

R-HEMBA 1 0 0 5 12 3//Homo s a p i 
ens DNA sequence from clo 
ne 78F24 on chromosome22q 
12. 1 — 12. 3. Contains one e 
xon of an Oxysterol— bindi 
ng protein (OSBP) LIKE gen 
e. Contains GSSs and an S 30 
TS, complete sequence.// 
7. le-5 5 : 3 0 6 : 8 2 //A L 0 2 2 3 3 6 
R-HEMBA100513 3//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e Y738F9, WORKING DRAFT S 
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sequence from clone 1630 
16 on chromosome 1 p 3 5. 1—3 
6. 13 Contains CA repeat, 
STS, complete sequence. // 
2. 7e-2 2 : 4 4 0 : 6 6//AL0 3 1 2 7 9 
R-HEMBA100518 5//C a e n o r h a b 
ditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** f 
rom clone Y105E8, WORKING 

DRAFT SEQUENCE. //0. 0017: 
3 8 1:5 8//AL 0 2 2 5 9 4 
R-HEMBA 1 0 0 5 2-0 1//P. falcipa 
rum complete gene map of 
plastid-like DNA (IR-B) . / 
/8. 5 e-0 5 : 4 5 7 : 5 7//X 9 5 2 7 6 
R-HEMBA 1 0 0 5 2 0 2//Huma n 1 8 S 

ribosomal RNA.//4. 7e-38: 
2 3 6:9 1//X0 3 2 0 5 
R-HEMBA 1 0 0 5 2 19 

R-HEMB A 1 0 0 5 2 2 3//Homo s a p i 
ens clone DJ 0 6 7 3M15, WORK 
ING DRAFT SEQUENCE, 33uno 
rdered pieces. // 1 . 0:2 0 9:6 
5//AC0 0 4 8 5 4 

R-HEMBA100523 2//Homo s a p i 
ens chromosome Y, clone 2 
64, M, 20, complete sequenc 
e. //0. 0040:439: 5 8//AC0 04 6 
1 7 

R-HEMBA100524 l//Homo s a p i 
ens PAC clone DJ0777O23 f 
rom 7pl4 — p 1 5, completeseq 
uence.//4. 2 e - 1 1 1 : 5 6 8 : 9 6// 
AC0 0 5 1 5 4 

R-HEMBA100524 4//HS_3 0 9 2_B 
2_C11__MF CIT Approved Hum 
an Genomic Sperm Library 
D Homo sapiens genomic cl 
one PI a te = 3 0 9 2 Co 1=22 Row 
= F, genomic surveysequenc 
e. //4. 9 e - 1 2 : 116:8 4//AQ 1 2 7 
9 4 7 

R-HEMBA100525 l//Homo s a p i 
ens PAC clone DJ1182N03 f 
rom 7qll. 2 3 — q 2 1 . 1, comple 
te sequence. // 3. 2e-27 : 21 
0 : 8 4//AC0 0 4 54 8 

R-HEMBA100525 2//Homo s a p i 
ens chromosome 17, clone 
hRPK. 318_A_15, complete s 
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equence, / / A . 6 e - 1 0 5 : 4 3 7 : 9 7 
//AC 0 0 5 8 3 7 

R-HEMBA 1 0 0 5 2 7 4//S lime mo 1 
d mitochondrial DNA, bind 
ing region to the membran 
e system. //0. 0 1 1:3 3 9:5 9// 
D 8 6 6 3 0 
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a r y 


D Homo sapiens genom 
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c c 1 


one Plate='3 037 Co 1 = 1 




Row = 


H , genomic survey se 


q 


u e n c 


e. //0. 2 6: 1 8 4:6 4//AQ 1 


1 


7 12 0 


R-HEMBA 10 0 5 3 0 4//Homo 




s a p i 


ens clone DJ0693M11, 




WORK 


INC. DRAFT SEQUENCE, 


7 


u n o r 


dered pieces. // 1 . 5 e — 


5 8:44 


5 : 7 8//AC0 0 6 14 6 






R - H E M B A 1 0 0 5 3 1 1 //H u m a 


n 


DNA 


sequence *** SEQUENCING 


IN PROGRESS *** from 




c 1 o n 



e 79 6E4, WORKING DRAFT SE 
QUENCE. // 9 . 3e-4 2 : 3 8 3 : 7 8// 
A L 022337 

R-HEMBA100531 4//C a e n o r h a b 
ditis elegans cosmid F23H 
1 1. //0. 8 0:1 7 9: 6 5//AF 00 3 3 8 
9 40 
R-HEMBA100531 5//H omo s a p i 
ens clone NH00 0 1 P09, WORK 
ING DRAFT SEQUENCE, lunor 
dered pieces. // 2. 4 e - 4 0 : 4 0 
9:71 //AC0 0 6 0 3 0 

R-HEMBA 1 0 0 5 3 1 8//S. pombe c 
hromosome I cosmid c 2 E 1 1 . 
//0. 9 7 : 3 7 0 : 6 1 //AL0 3 1 1 8 1 
R-HEMBA I 0 0 5 3 3 1 // H o m o s a p i 
ens chromosome 17, clone 50 
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hRPK. 214_C_8, completeseq 
uence. //I. 9 e - 1 1 2 : 5 7 7 : 9 5// 
AC0 0 5 8 0 3 

R-HEMBA 1 0 0 5 3 5 3//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 429E7, WORKING DRAFT SE 
QUENCE. //8. 9e-80:406:97// 
AL0 3 1 7 2 2 

R-HEMBA100535 9 //Homo s a p i 
ens chromosome 17, clone 

hRPK. 22_N_12, WORKINGDRA 
FT SEQUENCE, 2 ordered pi 
e c e s. //3. 2e~50 : 3 2 0 : 8 4 //AC 

0 0 5 4 12 

R-HEMBA 1 0 0 5 3 6 7//RPC 111-85 
E23.TV RPCI11 Homo sapien 
s genomic clone R — 8 5 E 2 3 , 
genomic survey sequence. / 
/0. 3 9:1 4 8: 6 7//AQ281915 
R-HEMBA 1 0 0 5 3 7 2//Homo s a p i 
ens full length insert cD 
NA YH93B03. //2. 6e-108 : 55 
7 : 9 5//AF 0 7 4 9 9 7 

R-HEMBA 1 0 0 5 3 7 4 //Homo s a p i 
ens full length insert cD 
NA clone ZA95D11.//1. 9e-l 

1 0:5 3 1:9 8//AF 0 8 6 1 4 2 
R-HEMBA100538 9//Huma n DNA 

sequence from clone 245G 
19 on chromosome Xp 2 2. 11 — 
22. 2 Contains serine— thre 
onine kinase (Tx p 3) gene, 

a pseudogene similar to 
ALPHA-1 PROTEIN ((CONNEXI 
N 43, CX43, GAP JUNCTION 
43 KD HEART PROTEIN)), an 
d the 3' end of the RSI 
(X— linked juvenile retino 
schisis precursor protei 
n) gene. Contains ESTs, S 
TSs and GSSs, complete se 
q u e n c e. //6. 0e-4 1 : 4 3 2 : 7 5// 
Z 9 2 5 4 2 

R-HEHRA1005394//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 681N20, WORKING DRAFT S 
EQUENCE. UK. 9e- 107: 585: 93//AL031670 
R-HEHBA1005403//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. //5. le-118: 586: 97//AL034379 
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R-HEMBA1005408//Bos taurus retina membrane guanyla 
te cyclase R0S-GC2 rnRNA, complete cds.//L6e-06:20 
4:68//U95958 

R-HEMBA1005410//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 732E4, WORKING DRAFT SE 

QUENCE. //I . 2e-23: 452: 66//AL008722 

R-HEMBA10054 1 1//RPCI 1 1 -66N19. TK RPCI 1 1 Homo sapi en 

s genomic clone R-66N19, genomic survey sequence./ 

/2.2e-38:222:79//AQ237442 

R-HEMBA1005423//Homo sapiens cycl in-dependent kina 10 
se inhibitor (CDKN2C) rnRNA, complete cds. //5.6e-ll 
7:453:99//AF041248 

R-HEMBA1005426//Human DNA sequence from PAC 448E20 
on chromosome Xq26. lcontains ESTs and STS.//0.86: 
278: 60//Z97196 

R-HEMBA1005443//Homo sapiens (clone sl53) rnRNA fra 
gment. //5. 4e-46: 305: 87//L40391 
R-HEMBA1005447//Human DNA sequence from clone 48G1 
2 on chromosome Xq27. 1-27.3. Contains STSs and GSS 
s, complete sequence. //3.3e- 79: 531: 86//AL031054 20 
R-HEMBA1005468//Homo sapiens PAC clone DJ0808G16 f 
rom 7qll.23-q21, complete sequence. //4.0e-27: 469: 6 
6//AC004894 

R-HEMBA1005469//Homo sapiens chromosome 16, PI clo 
ne 96-4B (LANL), complete sequence. //7.2e-40: 410: 7 
6//AC005212 

R-HEMBA1005472//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1090E8, WORKING DRAFT S 
EQUENCE. III. le-40: 296: 85//AL033524 
R-HEMBA1005475//HS_2266_B2_C04JIF CIT Approved Hum 30 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2266 Col =8 Row^F, genomic survey sequenc 
e. //0. 49: 209: 61//AQ069377 
R-HEMBA1005497 

R-HEMBA1005500//Homo sapiens PAC clone DJ1093017 f 
rom 7qll.23-q21, complete sequence. //4. 5e- 11 6: 580: 
97//AC004957 

R-HEMBA1005506//Arabidopsis thaliana BAC T26D22.// 
0.0050: 442: 59//AF058826 

R-HEMBA1005508//Sigalphus sp. 16S ribosomal RNA ge 40 
ne, partial sequence. //0. 020: 391: 59//AF003509 
R-HEMBA1005511//Human DNA sequence from PAC 52D1 o 
n chromosome Xq21. Contains CA repeats, STS.//0.4 
4:195:63//Z96811 

R-HEMBA1005517//Bovine herpesvirus type 1 early-in 
termediate transcription control protein (BICP4) g 
ene, compl ete cds. //0. 44: 470: 57//L14320 
R-HEMBA1005518//M.musculus rnRNA for paladin gene./ 
/6.2e-29: 183: 81//X99384 

R-HEKBA1005520//Homo sapiens clone DJ0876A24, WORK 50 
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3510 

ING DRAFT SEQUENCE, 6unordered pieces. //7.2e- 40: 28 
1:86//AC004913 

R-HEMBA1005526//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 341D10, WORKING DRAFT S 
EQUENCE. //3. 9e-40: 482: 73//Z97985 
R-HEHBA1005528//Homo sapiens genomic DNA of 8p21.3 
-p22 anti-oncogene ofhepatocellular colorectal and 
mm- small cell lung cancer , segment 3/ll.//3.8e- 
84:309:99//AB020860 

R-HEMBA1005530//Homo sapiens PAC clone 946B23 SCA2 
region, SP6 end, genomic sequence, genomic survey 
sequence. //8. le-25: 154: 94//U84091 

R-HEMBA1005548//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 970A17, WORKING DRAFT S 

EQUENCE. //5. 3e-105: 534: 96//AL034431 

R-HEMBA1005552//Homo sapiens PAC clone DJ0807C15 f 

ran 7q34-q36, completesequence.//2.8e-69:432:88//A 

C004743 

R-HEHBA1005558 

R-HEMBA1005568//Homo sapiens Xp22 GSHB-314C4 (Geno 
me Systems Human BAC library) complete sequence.// 
5. 9e-33: 367: 74//AC004087 

R-HEMBA1005570//Human DNA sequence from clone 192P 
9 on chromosome Xpll.23-11.4. Contains a pseudogen 
e similar to rat Plasmolipin, ESTs and GSSs.comple 
te sequence. III. 2e-67: 399: 91//AL020989 
R-HEHBA1005576//Homo sapiens chromosome 16, BAC cl 
one 97H22 (LANL), complete sequence. //1.0: 156:63// 
AC005737 
R-HEMBA1005577 

R-HEHBA1005581//Homo sapiens rnRNA for MEGF5, parti 
al cds.//9.7e-27:561:64//AB011538 
R-HEMBA1005582//Torulopsis glabrata mitochondrial 
intergenic region ATPase 9 -cytochrome oxidase 2 g 
enes. 111. 3e-10: 404: 62//X02171 
R-HEMBA1005583//HS_3014_B1J)05_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3014 Col=9 Row=H, genomic survey sequenc 
e. //3. 0e-81 : 442: 94//AQ154499 
R-HEMBA1005588//Human DNA sequence from clone 1409 
on chromosome Xpll. 1-11.4. Contains a Inter-Alpha 
-Trypsin Inhibitor Heavy Chain LIKE gene, aal tenia 
tively spliced Melanoma- Associated Antigen MAGE LI 
KE gene and a 6-Phosphofructo-2-kinase (Fructose- 
2,6-bisphosphatase) LIKE pseudogene. Contains EST 
s, STSs and genomic marker DXS8032, complete seque 
nee. III. 8e-54: 490: 77//Z98046 
R-HEHBA1005593//Homo sapiens chromosome 17, clone 
hRPK.332J_18, complete sequence. //2.2e-28: 262: 79/ 
/AC005746 
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R-HEMBA1005595//HS_2224_A2JM3JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2224 Col =6 Row=M, genomic survey sequenc 
e. //3. 6e-48: 263: 95//AQ033446 
R-HEMBA1005606//Human PAC clone DJ0093I03 from Xq2 
3, complete sequence. //2.5e-08: 355: 63//AC003983 
R- HEMBA1 005609//HS_2 1 82_B 1_H06_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2182 Col =11 Row=P ( genomic surveysequenc 
e.//2.2e-82:400:99//AQ023130 10 
R-HEMBA1005616//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 124K22, WORKING DRAFT S 
EQUENCE. //0. 80: 308: 60//AL031176 
R-HEMBA1005621//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 330012, WORKING DRAFT S 
EQUENCE. //7. 4e-76: 338: 98//AL031731 
R-HEMBA1005627//Homo sapiens full length insert cD 
NA clone ZD53D02.//4.5e-72:398:93//AF086321 
R-HEMBA1005631//Homo sapiens PAC clone DJ1086D14, 
compl ete sequence. //3. 8e- 17: 548: 60//AC004460 20 
R-HEMBA1005632//Homo sapiens DNA sequence from PAC 

168L15 on chromosome6q26-27. Contains RSK3 gene, 
ribosomal protein S6 kinase, EST, GSS, STS.CpG isl 
and, complete sequence. //1. 4e- 13: 172: 75//AL022069 
R-HEHBA1005634//RPCI 11-13015. TVB RPCI-11 Homo sapi 
ens genomic clone RPCI-11-13015, genomic survey se 
quence. III. 0e-28: 153: 82//B73293 
R-HEMBA1005666//Human DNA sequence from PAC 696H22 

on chromosome Xq21. 1-21.2. Contains a mouse E25 1 
ike gene, a Kinesin like pseudogene and ESTs.//4.5 30 
e-51:343:87//AL021786 

R-HEMBA1005670//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 11703, WORKING DRAFT SE 
QUENCE. //2. 5e-33: 288: 78//AL020995 
R-HEMBA1005679//Human esterase D mRNA, 3' end. //4. 2 
e-49: 322: 88//M1 3450 

R-HEMBA1005680//Homo sapiens Chr.14 PAC RPCI4-794B 
2 (Roswell Park Cancerlnstitute Human PAC Library) 
compl ete sequence. //3. 0e-36: 285: 83//AC005924 
R-HEMBA1005685//H. sapiens (MAR8) chromosome 19 DN 40 
A, 343bp. //0. 022: 65: 86//Z35281 
R-HEMBA1005699//Human putative EPH-related PTK rec 
eptor ligand LERK-8 (Eplg8) mRNA, complete cds.// 
5.4e-46:376:84//U66406 

R-HEMBA1005705//RPCI 11-13014. TP RPCI-11 Homo sapie 
ns genomic clone RPCI -11-13014, genomic survey seq 
uence. //0. 071 : 182: 59//B76186 
R-HEMBA1005717//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1,ATP5G 50 
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2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymorphic CArepeat.//1.0:189:66//Z92545 
R-HEHBA1005732//Human Chromosome llql2 pac pDJ363p 
2, WORKING DRAFT SEQUENCE, 22 unordered pieces.// 
2. le-47: 449: 75//AC003023 
R-HEHBA1005737 

R-nnnnnnnnnnnn//H. sapiens DNA for repeat unit locu 
s D18S51 (285 bp) . //0. 11: 174: 63//X91255 
R-HEHBA1005755//Human DNA sequence from clone 396D 
17 on chromosome lp33-35.3 Contains EST, STS, GSS, 

complete sequence. //0. 15: 160: 65//AL008634 
R-HEHBA1005765//Human Xq28 cosmids U225B5 and U236 
A12, complete sequence. //5. 2e- 39: 422: 74//U7 11 48 
R-HEHBA1005780//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 3/15, W 
ORKING DRAFT SEQUENCE. //0. 037: 261: 61//AP000010 
R-HEMBA1005813//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //1. 7e-26: 242: 80//AL023808 
R-HEMBA1005815//Bufo boreas MVZ 145227 c-mos gene, 

partial cds.//0. 17: 199: 62//U52805 
R-HEMBA1005822//Plasmodium falciparum HAL3P7, comp 
1 ete sequence. //0. 26: 437: 56//AL034559 
R-HEHBA1005829//Human Cosmid gl572c035, complete s 
equence. //3. 8e-05: 366: 61//AC000124 
R-HEMBA1005834//Human DNA sequence from clone 51J1 
2 on chromosome 6q26-27. Contains the 3' part of t 
he alternatively spliced gene for the humanortholo 
gs of mouse QKI-7 and QKI-7B (KH Domain RNA Bindin 
g proteins) andzebrafish ZKQ-1 (Quaking protein ho 
molog). Contains ESTs, STSs and GSSs. complete seq 
uence. //8. 2e-107: 551: 96//AL031781 
R-HEMBA1005852//F.rubripes GSS sequence, clone 163 
A22aA4, genomic surveysequence.//2.6e-17: 225: 72//A 
L018730 

R-HEMBA1005853//Human Chromosome 15 pac pDJ24m8, c 
omplete sequence. //I. le-27: 314: 75//AC000379 
R-HEHBA1005884//Homo sapiens 12pl3.3 BAC RPCI 3-488 
H23 (Roswell Park Cancer Institute Human BAC Libra 
ry) complete sequence. //2.6e-20: 328: 67//AC006207 
R-HEMBA1005891//Homo sapiens PAC clone DJ0997N05 f 
rom 7ql 1 . 23-q21 . 1 , compl ete sequence. //2. Oe- 102: 54 
3:95//AC004945 
R-HEHBA1005894 
R-HEHBA1005909 

R-HEMBA1005911//CIT-HSP-2342E5.TR CIT-HSP Homo sap 
iens genomic clone 2342E5, genomic survey sequenc 
e. //0. 0012: 315: 60//AQ058081 
R-HEMBA1005921//P.chrysogenum mitochondrion genes 
for tRNA-Arg, tRNA-Asn, tRNA-Tyr, small subunit rR 
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NA, and ATPase subunit 6. //O. 0090: 445: 58//Z23072 
R-HEOA1005931//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20, WORKING DRAFT SE 
QUENCE. //1 . 7e-46: 351 : 83//Z98304 
R-HEMBA1005934//Homo sapiens chromosome 17, clone 
hRPK.261_A_13, complete sequence. //0. 0052: 179: 71// 
AC005138 

R-HEMBA1005962//Homo sapiens clone RG012D21, compl 
ete sequence. //I. le-11: 149: 74//AC005045 
R-HEMBA1005963//HS_3055_ALE08_MR CIT Approved Hum 10 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3055 Col =15 Row=I, genomic surveysequenc 
e. //5. 4e-79: 403: 97//AQ147357 
R-HEMBA1005990//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds.//6.9e-112:580:95//AF 
082516 

R-HEMBA1005991//Human DNA sequence from clone 58A9 
on chromosome lq24. 1-24.3. Contains STSs, GSSs, g 

enomic marker D1S210 and a ca repeat polymorphism, 
compl ete sequence. //2. 6e-39: 299: 82//AL031285 20 

R-HEMBA1005999//Homo sapiens clone DJ0691F11, WORK 

ING DRAFT SEQUENCE, 11 unordered piec 
es,//l. 1 e -2 9 : 2 6 O : 7 0//ACO O 

4 8 5 9 

R-HEMB A 10 0 6 0 0 2//R a t t u s no 
rvegicus s — nexilin mRNA, 
complete cds. //6. 3 e — 15:17 

4 : 7 8//AF 0 5 6 0 3 5 
R-HEMBA100600 5//Homo s a p i 
ens MLL (MLL) gene, exons 30 

1 — 3, and partial cds. // 
2. 6 e- 1 1 2 : 5 7 4 : 9 5//AFO 3 6 4 0 5 
R — nnnnnnnnnnnn // Homo s a p i 
ens mRNA for KIAA07 25 pro 
lei n, partial cds. // 7 . 6 e — 
2 7:4 4 4:6 7//ABO 1 8 2 6 8 
R-HEMB A 1 0 0 6 0 3 5//P lasmodiu 
m falciparum 3D7 chromoso 
m e 12 PFYAC336 genomicseq 
ue nee, WORKING DRAFT SEQU 40 
ENCE, 5 unordered pieces. 
//O. 0 2 5 : 3 7 3 : 6 0//ACO 0 5 1 3 9 
R-HEMBA 1 0 0 6 0 3 6//Homo s a p i 
ens Chromosome 16 BAC clo 
ne C I T 9 8 7 SK-6 2 5 P 1 1 , compl 
ete sequence. // 0 . 0 0 5 6:5 3 

5 : 5 9//ACO 0 4 12 5 

R-HEMBA 1 0 0 6 0 4 2//HS___2 1 6 9_A 
1_B11_MF CIT Approved Hum 
an Genomic Sperm Library 50 
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3 5 4:7 7//AL0 0 



9 17 2 

R-HEMBA 10 0 6 10 8 
R-HEMBA 1 0 0 6 12 1 

R-HEMBA 1 00 6 1 2 4 //Hum a n DNA 

sequence from BAC 175E3 
on chromosome 2 2 q 1 1 . 2 — qte 
r. Contains ESTs, STSs an 
d polymorphic CA repeat./ 
/I. 3 e- 1 2 : 3 2 7 : 6 4//Z 9 5 1 1 3 
R-HEMBA100613 0//WORK ING D 
RAFT SEQUENCE, 3 unordere 
d pieces. //0. 6 0:3 2 6:6 2//A 
CO 0 5 9 4 8 

R — nnnnnnnnnnnn//Homo sap i 
ens chromosome 19, cosmid 
F 1 6 4 0 3, complete sequenc 
e. //4. 3e-5 2 : 3 2 1 : 8 0//AC0 0 5 
7 7 7 

R-HEMBA100614 2//, c omp 1 e t 
e sequence. // 1. Oe-13 : 160 : 
7 8//AC0 0 5 5 0 0 

R-HEMB A100615 5//P lasmodiu 
m falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequ 
ence, WORKING DRAFT SEQUE 
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NCE, 4 unordered pieces./ 
/0. 001 3:389: 6O//AC004688 
R-HEMBA 1 0 0 6 1 5 8//Homo s a p i 
ens transcription factor 
forkhead-l ike 7 (FKHL7) g 
ene, complete c d s. //I. 4e- 
I 19:5 7 4:9 8//AF 0 4 8 6 9 3 
R-HEMBA 1 0 0 6 1 7 3//Mu s mu s c u 
Ins protein tyrosine phos 
phatase STEP 61 mRNA, comp 10 
lete cds. //4. le-43:307:86 
//U2 8 2 17 



R-HEMBA 1 0 0 6 1 
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2//Homo sapi 


ens BAC clo 
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RG 1 3 9 P 1 1 f r 


om 7 q 1 1 — q 2 1 , 




completesequ 


ence. // 1 . 7 e 
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5//U 14 5 6 7 
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1 0:5 4 5:9 7//A 
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8//Homo sapi 


ens mRNA fo 
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KIAA0667 pro 


t e i n, parti 
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cds. //0. 4 6 : 


3 6 5:5 8//AB0 
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5 6 7 


R-HEMBA 1 006 


2 


5 


2// Human Chr 



omosome 16 BAC clone CIT9 
87SK-A-972D3, completeseq 
u e n c e . // 2. 8e-4 1 : 4 3 8 : 7 1 //U 
9 13 2 3 

R-HEMBA 1 0 0 6 2 5 3//Homo sapi 
ens 4 5 kDa splicing factor 
mRNA, complete cds. // 1 . 8 
e - 2 8 : 1 7 9:9 1 //A F 0 8 3 3 8 4 
R-HEMBA 1 00625 9//RPC 111-44 
N 1 4 . T J RPCI 1 1 Homo s a p i e n 40 
s genomic clone R — 4 4 N 1 4 , 
genomic survey sequence./ 
/I. 5 e -4 8 : 3 4 8 : 8 5//AQ 2 0 3 1 6 1 
R-H EMB A 1 0 0 6 2 6 8 

R-HEMBA 10 0 6 2 7 2//Huma n DNA 
sequence from clone 1198 
MB on chromosome 1 p 36. 11 — 
3 6. 31. Contains two M e 1 a n 
o m a Preferentially Expres 
sed Antigen PRAME LIKE ge 50 
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2. 8 e 


- 7 3:2 7 3:8 7//AL0 2 3 
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nnnnnnnnnn//H. sap 
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ens 


PAP 


mRNA. //I. 6 e-54 : 5 


8 


5 : 7 



1//X 7 6 7 7 0 

R-HEMBA1006283// Sequence 

7 from patent US 5 7 7 6 6 8 3. 
//9. 7 e- 1 8 : 1 1 3 : 9 8//AR0 1 6 2 4 
0 

R-HEMBA 1 0 0 6 2 8 4//Homo sapi 
ens chromosome 17, clone 
hRPC. 1 0 2 8_K_7, complete s 
equence. //0, 9 7:4 4 7: 5 9//AC 
0 0 4 5 8 5 

R-HEMBA 1 0 0 6 2 9 l//Homo sapi 
ens full length insert cD 
NA clone ZB76B10. //2. 9e~9 
4:4 5 4: 9 8//AF 0 8 6 1 6 1 
R-HEMBA 1 0 0 6 2 9 3//S e q u e n c e 

8 from patent US 5 7 2 1 3 5 1. 
//8. le-10: 111: 72// 189415 
R-HEMBA100630 9//Homo sapi 
ens chromosome 17, clone 

hRPK. 2 2_N_12, WORKINGDRA 
FT SEQUENCE, 2 ordered pi 
eces.//8. 6 e - 3 7 : 2 8 8 : 8 4 //A C 
0 0 5 4 12 

R-HEMBA 1 0 0 6 3 1 0//Ra t t u s no 
rvegicus cytosolic sortin 
g protein PACS-la (PACS- 
1) mRNA, complete cds.// 
6. 5 e -2 9 : 1 3 2 : 8 1//AF 0 7 6 1 8 3 
R-HEMBA100632 8//Huma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 8 94 K 16, WORKING DRAFT S 
EQUENCE. //3. 3e-50 : 340 : 75/ 
/AL034429 
R-HEMBA 1 0 0 6 3 3 4 

R-HEMBA1006344//Rattus no 
rvegicus nitzin mRNA, par 
tial cds.// 8. 7e- 2 2 : 2 5 9 : 7 2 
//AF0 8 7 9 4 5 

R-HEMBA100634 7 //Hum a n pro 
stasin gene, complete cd 
s.//l. 8e-7 8: 1 7 0:1 0 0//U 3 3 4 
4 6 

R-HEMBA100634 9//R at brain 
calcium channel alpha— 1 
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sub unit mRNA, completecd 
s. //0. 0 0 0 5 1 : 1 2 0: 7 3//M5 7 6 8 
2 

R-HEMBA 1 0 0 6 3 5 9//C ITBI-E1- 
2 5 16C16.TR CITBI-E1 Homo 
sapiens genomic c 1 one 25 1 6 
C16, genomic survey seque 
nee. //A. 7e-74:576:8 2//AQ2 

7 7 9 5 1 

R-HEMBA 1 0 0 6 3 6 4//G. gal lus 10 
gene for transforming gro 
w I; h factor — bet a 2, exons 5 
-7.// 2. 5e-2 1 : 1 1 8 : 8 5//X5 9 0 

8 0 

R-HEMBA1006377//Homo sapiens chromosome 19, cosmld 
F23149, compl ete sequence. 115. 7e-68: 367: 85//AC005 
239 

R-HEMBA1006380//Human BAC clone RG007J15 from 7q3 
1, complete sequence. //6. le-47: 300: 83//AC003989 
R-HEMBA1006381//Homo sapiens chromosome 5 f Bac clo 20 
ne 189 (LBNL H135), complete sequence. //1. 5e-47: 33 
- 6: 86//AC005914 

R-HEMBA1006398//Homo sapiens chromosome 5, BAC clo 
ne 203ol3 (LBNL HI 55), compl ete sequence. //1.5e- 67: 
501:83//AC005609 

R-HEMBA1006416//Homo sapiens chromosome 17, clone 
347JL5, compl ete sequence. Ilk. 4e-37: 319: 76//AC002 
119 

R-HEMBA1006419/7Homo sapiens chromosome 17, clone 
HCIT542B22, complete sequence. //2.9e- 50: 502: 75//AC 30 
004253 

R-HEMBA1006421//Homo sapiens chromosome 14q24.3 cl 
one BAC270M14 transforming growth factor-beta 3 (T 
GF-beta 3) gene, complete cds; and unknown genes./ 
/4.1e-116:572:97//AF107885 

R-HEMBA1006424//Human DNA sequence from clone 51 Jl 
2 on chromosome 6q26-27. Contains the 3' part of t 
he alternatively spliced gene for the humanortholo 
gs of mouse QKI-7 and QKI-7B (KB Domain RNA Bindin 
g proteins) andzebrafish ZKQ-1 (Quaking protein ho 40 
molog). Contains ESTs, STSs and GSSs, complete seq 
uence. //9. 4e-117: 578: 97//AL031781 
R-HEHBA1006426//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 291J10, WORKING DRAFT S 
EQUENCE. 111. 2e-08: 353: 63//Z93017 
R-HEMBA1006438//BS_2008_A1_D04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2008 Col =7 Row=G, genomic survey sequenc 
e.//1.2e-29: 194: 91//AQ245162 

R-HEMBA1006445//Homo sapiens clone RG219E16, WORKI 50 
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NG DRAFT SEQUENCE, 3 unordered pieces. //0. Oil: 330: 
60//AC005075 

R-HEMBA1006446//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //0. 03 
2:256:61//AE001398 

R-HEMBA1006461//Homo sapiens Xp22 Cosmids U15E4, U 
115H5, U132E12, U115B9(Lawrence Livermore human co 
smid library) complete sequence. //5.6e-35: 229: 77// 
AC002364 

R-HEMBA1006467//Homo sapiens Chromosome 9p22 Cosmi 
d clone 34a5, compl etesequence.//l. le-14: 354: 63//A 
C002052 
R-HEHBA1006471 

R-HEMBA1006474//p40, p24 [Borna disease virus BDV, 
WT-1, Halle Bl/91, horse brain, field isolate, Ge 
nomic RNA, 1138 nt, segment 1 of 3]. III. le-14: 442: 
60//S67502 

R-HEMBA1006483//Human chromosome 16pl3.1 BAC clone 
CIT987SK-551G9 complete sequence. //3.7e-37: 290: 82 
//U95742 

R-HEMBA1006485//H. sapiens mRNA for aminopeptidase. 
//7. 6e-91: 517: 91//Y07701 

R-HEMBA1006486//Homo sapiens clone RG315H11, WORKI 
NG DRAFT SEQUENCE, 5 unordered pieces. III. le-33:28 
9:81//AC005089 

R-HEHBA1006489//Human DNA sequence from clone 192P 
9 on chromosome Xpll.23-11.4. Contains a pseudogen 
e similar to rat Plasmolipin, ESTs and GSSs, compl e 
te sequence. //6. Oe-07: 485: 60//AL020989 
R-HEHBA1006492//Homo sapiens chromosome 17, clone 
hRPK.269_G_24, complete sequence. //4.3e-112: 572: 95 
//AC005828 

R-HEMBA1006494//Homo sapiens chromosome 17, clone 
HRPC987K16, complete sequence. //2.3e- 10: 186: 67//AC 
002994 

R-HEMBA1006497//RPCI11-16L10.TPB RPCI-11 Homo sapi 
ens genomic clone RPCI-11-16L10, genomic survey se 
quence. III. 5e-10: 75: 100//B88015 
R-HEHBA1006502//Human DNA sequence from clone 272E 
8 on chromosome Xp22. 13-22.31. Contains a pseudoge 
ne similar to MDM2-Like P53-binding proteingene. C 
ontains STSs, GSSs and a CA repeat polymorphism, c 
omplete sequence. III. 3e-36: 516: 70//Z93929 
R-HEMBA1006507//Homo sapiens mRNA for KIAA0666 pro 
tein, partial cds. //1.2e- 115: 570: 96//AB0 14566 
R-HEHBA1006521//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20, WORKING DRAFT SE 
QUENCE. 111. 2e-20: 266: 71//Z98304 
R-HEMBA1006530//RPCI11-52M1.TJ RPCI11 Homo sapiens 
genomic clone R-52M1, genomic survey sequence. 110. 
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00015: 227: 64//AQ052526 

R-HEMBA1006535//flSJ234JlJO7_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2234 Col =13 Row=D, genomic surveysequenc 
e. //7. 5e-33: 191 : 95//AQ129525 
R-HEMBA1006540//Homo sapiens clone GS051H12, compl 
ete sequence. //0. 026: 497: 58//AC005007 
R-HEMBA1006546//Homo sapiens chromosome 19, cosmid 

R33496, compl ete sequence. //5. 2e-41 : 289: 86//AC004 
603 10 
R-HEMBA1006559//Mus musculus PRAJA1 (Prajal) mRNA, 

complete cds. //3. 4e-64: 551: 78//U06944 
R-HEMBA1006562//Human Chromosome llpll.2 PAC clone 

pDJ404ml5, complete sequence. //5.7e-09: 266: 66//AC 
002554 

R-HEHBA1006566//HSJ171 J1J04 JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2171 Col =7 Row=D, genomic survey sequenc 
e. //0. 012: 306: 61//AQ125421 

R-HEMBA1006569//0vis aries beta actin mRNA, comple 20 
te cds.//3.8e-70:529:82//U39357 
R-HEMBA1006579//Homo sapiens BAC clone NH0115E20 f 
rom Y, complete sequence. //1.0: 141: 65//AC006032 
R-HEMBA1006583//CIT-HSP-2377M16.TR CIT-HSP Homo sa 
pi ens genomic clone 2377M16, genomic survey sequen 
ce.//1.7e-31:271:76//AQ111875 
R-HEMBA1006595//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 093: 270: 61//AC00470 
9 30 
R-HEMBA1006597//Homo sapiens PI clone GSP13996 fro 
m 5ql2, complete sequence. //2. 7e- 45: 371: 80//AC0050 
31 

R-HEHBA1006612 

R-nnniinnnniinnn//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 8B22, WORKING DRAFT SEQ 
UENCE. 111. le-20: 229: 77//AL031737 
R-HEHBA1006624//Human DNA sequence from clone 406A 
7 on chromosome 6q23-24. Contains three pseudogene 
s similar to Elongation Factor 1-Alpha (EF-1-ALPH 40 
A, Statin SI), 60S Acidic Ribosomal Protein PI and 
NADH-UbiquinoneOxidoreductase 15 kDa subunit, and 
part of the Microtuble Associated Protein E-MAP-1 
15 gene. Contains ESTs, STSs and GSSs, complete se 
quence. I I A. 8e-40: 321: 83//AL023284 
R-HEMBA1006631//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20208, WORKING DRAFT SE 
QUENCE. //I. 5e-45: 477: 77//AL031848 
R-HEMBA1006635//***ALU WARNING: Human Alu-Sp subfa 
mi ly consensus sequence. IIS. Oe-40: 245: 91//U14572 50 
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R-HEMBA1006639 
R-HEHBA1006643 

R-HEMBA1006648//Homo sapiens integrin- linked kinas 
e (ILK) mRNA, completecds.//2.5e-106:567:94//U4028 
2 

R-HEHBA1006652//Human BAC clone RG308B22 from 7q22 
-q31, complete sequence. //8. 7e- 54: 334: 76//AC002089 
R-HEMBA1006653//Homo sapiens 7q telomere, complete 
sequence, lib. Oe-36: 207: 89//AF027390 
R-HEMBA1006665//HS_3213J2_D04_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3213 Col =8 Row=H, genomic survey sequenc 
e. III. 2e-21: 235: 67//AQ175625 
R-HEMBA1006674//H. sapiens telomeric DNA sequence, 
clone 9QTEL023, read 9QTEL00023. seq. 111. 6e-32: 212: 
83//Z96776 

R-HEMBA1006676//Plasmodium falciparum MAL3P6, comp 
lete sequence. III. 9e-10: 436: 60//Z98551 
R-HEMBA1006682//Plasmodium falciparum (strain Dd2) 
variant- specific surface protein (var-1) gene, co 
mplete cds. //6. le-06: 477: 59//L40608 
R-HEMBA1006695//Homo sapiens clone RG339C12, W0RKI 
NG DRAFT SEQUENCE, lOunordered pieces. //1.8e- 30: 26 
6:80//AC005096 
R-HEMBA1006696 
R-HEMBA1006708 

R-HEMBA1006709//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 715N11, WORKING DRAFT S 
EQUENCE. //6. 8e-14: 139: 82//AL031674 
R-HEMBA1Q06717 

R-HEMBA1006737//Hamo sapiens chromosome 17, clone 
hRPK. 269_G_24, compl ete sequence. 119. 9e- 18: 365: 66/ 
/AC005828 

R-HEHBA1006744//Human Chromosome 16 BAC clone CIT9 
87SK-327024, compl etesequence. III. 3e-37: 380: 75//AC 
003108 

R-HEMBA1006754//Homo sapiens chromosome 5, PI clon 
e 962c5 (LBNL H87), complete sequence. 111. le- 75: 33 
8:85//AC003951 

R-HEMBA1006758//Homo sapiens chromosome 5, BAC clo 
ne 182a8 (LBNL H161), compl ete sequence. //1.2e- 112: 
579: 95//AC005752 

R-HEMBA1006767//Plasmodium falciparum HAL3P6, comp 
lete sequence. 110. 00022: 528: 58//Z98551 
R-HEHBA1006779//Homo sapiens chromosome 17, clone 
hRPK. 628_E_12, compl ete sequence. 111. 3e-46: 305: 87/ 
/AC005701 

R-HEMBA1006780//Human DNA sequence from clone 243E 
7 on chromosome 22ql2. 1. Contains ESTs, STSs and G 
SSs, compl ete sequence. 117. 2e-39: 305: 82//AL022323 
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R-HEMBA1006789//Streptomyces coelicolor cosmid 6G 
4. //0. 0085: 449: 61//AL031317 
R-HEMBA1006795//Homo sapiens chromosome 17, clone 
hRPK. 346JL10, complete sequence. //4. le-43: 355: 80/ 
/AC006120 

R-HEMBA1006796//HSJ038J2J1LMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3038 Col =22 Row=P, genomic surveysequenc 
e. //0. 99: 158: 63//AQ102483 

R-HEMBA1006807//Homo sapiens clone DJ0673M15, WORK 10 
ING DRAFT SEQUENCE, 33unordered pieces.//8.4e-47:4 
81:75//AC004854 

R-HEMBA1006821//Homo sapiens chromosome 17, clone 
hRPC. 62_0 _9, compl etesequence. //3. Oe-08: 84: 90//AC0 
04797 

R-HEMBA1006824//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22. 22. Contains EST 
s STS and CpG island. //3. 7e- 54: 496: 76//Z93023 
R-HEMBA1006832//Homo sapiens chromosome 17, clone 
hRPK. 243JL12, complete sequence. //0. 70: 206: 65//AC 20 
005668 

R-HEHBA1006849//Homo sapiens 12q24.1 PAC RPCI3-521 
E19 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //1.2e-46: 281: 91//AC004217 
R-HEMBA1006865//Mus musculus clone 101 Bl repeat r 
egion sequence. //0. 61: 115: 70//AF056074 
R-niuuinnnnnnnn//Mus musculus mRNA for oxysterol-bi 
nding protein, complete cds. //3. 3e-102:618: 87//AB0 
17026 

R-HEMBA1006885 30 
4. 2e- 14: 379: 63//AG006839 

R-HEMBA1006900//CIT-HSP- 2006M20.TR CIT-HSP Homo sa 
pi ens genomic clone 2006M20, genomic survey sequen 
ce. //2. 6e-07: 230: 66//B56395 
R-HEMBA1006921//Homo sapiens PAC clone DJ0777023 f 
rom 7pl4-pl5, compl etesequence.//2. le-68:267:86//A 
C005154 

R-HEMBA1006926 

R-HEMBA1006929//HS_3244_A2_C01J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=3244 Col =2 Row=E, genomic survey sequenc 
e.//6.9e-21:191:83//AQ207500 
R-HEMBA1006936 

R-HEMBA1006938//Colias philodice eriphyle large su 
bunit ribosomal RNA gene, partial sequence: tRNA-V 
al gene, complete sequence; and small subunit ribo 
somal RNA gene, partial sequence, mitochondrial ge 
nes for mitochondrial RNAs.//0. 11: 309: 59//AF044853 
R-HEMBA1006941//Homo sapiens mRNA for putative thi 
oredoxin-like protein.//2.0e-75:371:98//AJ010841 50 
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R-HEMBA1006949//Homo sapiens PAC clone DJ0777G09 f 
rom 7q34-q36, compl etesequence. ML 47: 240: 63//AC00 
5518 

R-HEMBA1006973//HS_2009_ J A2 _A12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2009 Col =24 Row=A, genomic surveysequenc 
e. //9. 6e-05: 407: 60//AQ232302 
R-HEHBA1006976//RPCI11-49L11.TJ RPCI11 Homo sapien 
s genomic clone R-49L11, genomic survey sequence./ 
/0. 0018: 184: 63//AQ051701 

R-HEHBA1006993//Human thymopoietin (TMP0) gene, pa 
rtial exon 6, compl eteexon 7, partial exon 8, and 
partial cds for thymopoietin beta.//1.9e-47:394:79 
//U18271 

R-HEMBA1006996//CIT-HSP-2172D17.TF CIT-HSP Homo sa 
piens genomic clone 2172D17, genomic survey sequen 
ce. //1. 8e-07: 365: 62//B93406 
R-HEMBA1007002//Plasmodium falciparum MAL3P2, comp 
lete sequence. //0. 0012: 505: 56//AL034558 
R-HEMBA1007017//Homo sapiens chromosome 17, clone 
hRPK.597_MJ2, complete sequence. //5.6e-41: 437: 71/ 
/AC005277 

R-HEMBA1007018//G.gallus mRNA for dynein light cha 

in- A. //8. 2e-73: 556: 80//X79088 

R-HEHBA1007045 

R-HEMBA1007051//Human DNA sequence from cosmid N69 
F4 on chromosome 22qll.2-qter contains EST.//9.9e- 
27:342:71//Z72006 

R-HEHBA1007052//Homo sapiens FSHD- associated repea 
t DNA, proximal region. //5. 4e- 85: 558: 87//U85056 
R-HEMBA1007062 
R-HEMBA1007066 

R-HEHBA1007073//Homo sapiens chromosome 17, clone 
hRPK.42LEJ4, complete sequence. //2.0e-66: 476: 85/ 
/AC006141 

R-HEHBA1007078//Homo sapiens chromosome 17, clone 
hRPK. 60^24, compl etesequence. //I . Oe-38: 179: 82//A 
C005325 

R-HEMBA1007085//Homo sapiens clone DJ0965K10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //3.2e- 49: 55 
1:73//AC006015 

R-HEMBA1007087//Human Chromosome 11 pac pDJ392al7, 
compl ete sequence. //1 . 0: 261 : 61//AC000385 
R-HEMBA1007112//Homo sapiens chromosome 12pl3.3, W 
0RKING DRAFT SEQUENCE, 37 unordered pieces. ML 043: 
295: 62//AC004803 

R-HEIffiA1007113//Homo sapiens (subclone 6_a8 from P 
1 H16) DNA sequence. //1. 4e- 52: 307: 87//L43392 
R-HEMBA1007129//Human DNA sequence from PAC 863K19 
on chromosome X. Contains STS. //1 . 2e-08: 131: 75//Z 
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92547 

R-HEMBA1007147//H. sapiens CpG island DNA genomic H 
sel fragment, clone 65fl, reverse read cpg65fl.rtl 
a. //0. 16: 187: 64//Z62246 

R-HEMBA1007149//Homo sapiens chromosome 19, cosmid 
F23149, complete sequence. 111. 6e- 108: 543: 96//AC00 
5239 

R-HEMBA1007151//Homo sapiens PAC clone DJ0745R06 f 
rom 7q31, complete sequence. //0. 14: 323: 58//AC00487 
5 10 
R-nnnimnnnnnnn//Homo sapiens epsin 2a mRNA, comple 
te cds. //5. le-103: 529: 94//AF062085 
R-HEMBA1007178//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-372B4, WORKING DRAFT SEQUENCE, 129 orde 
red pi eces. IIS. 4e- 106: 537: 96//AC00591 1 
R-HEMBA1007194//flomo sapiens Xp22 bins 87-93 PAC R 
PCI1-122K4 (Roswell Park Cancer Institute Human PA 
C Library) complete sequence. 114. le- 39: 262: 80//AC0 
03035 

R-HEMBA1007203//Homo sapiens mRNA for KIAA0214 pro 20 
tein, complete cds. IIS. 3e-61: 332: 95//D86987 
R 7 HEMBA1007206//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22.22. Contains EST 
s STS and CpG island. //1.9e- 50: 436: 81//Z93023 
R-HEMBA1007224//Homo sapiens mRNA for RIAA0797 pro 
tein, partial cds.//2.3e-96:471:97//AB018340 
R-HEMBA1007251//Homo sapiens chromosome 5, PAC clo 
ne 247f3 (LBNL H85), complete sequence. 110. 011: 34 
9:62//AC004777 

R-HEMBA1007256//Homo sapiens PAC clone DJ0676L20 f 30 
rom 7q35-q36, compl etesequence. III. 8e- 10: 224: 70//A 
C004856 

R-HEMBA1007267//Homo sapiens Chr.14 PAC RPCI4-794B 
2 (Roswell Park Cancerlnstitute Human PAC Library) 
complete sequence. 113. 4e-53: 362: 86//AC005924 
R-HEMBA1007273 

R-HEMBA1007279//Rickettsia prowazekii strain Madri 
d E, complete genome; segment 4/4. //0. 042: 454: 57//A 
J235273 

R-HEMBA1007281//Rickettsia prowazekii strain Madri 40 
d E, complete genome; segment 3/4.//0.99:288:60//AJ 
235272 

R-HEMBA1007288//Human DNA sequence from clone 422G 
23 on chromosome 6q24Contains EST, STS, GSS, CpG i 
si and, complete sequence. //7.4e- 107: 554: 95//AL0310 
03 

R-HEMBA1007300//Caenorhabditis elegans cosmid C48C 
5. //0. 22: 474: 59//U39994 
R-HEMBA1007301 . 

R-HEMBA1007319//Campylobacter jejuni repetitive DN 50 
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A, clone pINT. //4. 9e-08: 524: 58//Y14425 
R-HEMBA1007320//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 14/28, WORKING DRAFT SEQUENCE. 
//3. 4e-16: 244: 71//AP000043 

R-HEMBA1007322//Homo sapiens BAC clone RG324D18 fr 
orn 7pl5-p21 , compl etesequence. //3. 9e-83: 383: 85//AC 
005251 

R-HEHBA1007327//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 7706, WORKING DRAFT SEQ 
UENCE. III. 6e-38: 533: 71//Z96804 
R-HEHBA1007341//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 268D13, WORKING DRAFT S 
EQUENCE. 113. 6e-21 : 394: 66//AL023513 
R-HEHBA1007342//Human BAC clone GS368F15 from 7q3 
1, complete sequence. III. 7e- 15: 190: 73//AC003080 
R-HEMBA1007347//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone N38G6, WORKING DRAFT SE 
QUENCE. III. 2e-47: 455: 77//Z96802 
R-HEHBB1000005//Homo sapiens 3p21.1-9 PAC RPCI4-79 
3P23 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. III. le-62: 539: 79//AC006208 
R-HEMBB1000008//Homo sapiens chromosome 17, clone 
hCIT. 211_P_7, compl etesequence. III. 2e-36: 285: 83//A 
C003665 

R-HEMBB1000018//Homo sapiens clone DJ0038I10, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //1.2e-51: 41 
6:79//AC004820 

R-HEMBB1000024//Human DNA sequence from BAC 175E3 
on chromosome 22qll. 2-qter. Contains ESTs, STSs an 
d polymorphic CA repeat. 113. 9e- 18: 211: 79//Z951 13 
R-HEMBB1000025//HSJ064_B2_B07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3064 Col =14 Row=D, genomic surveysequenc 
e.//5.9e-40:254:90//AQ132765 
R-HEMBB1000030//Human DNA sequence from clone 108K 
11 on chromosome 6p21Contains SRP20 (SR protein fa 
mily member), Ndr protein kinase gene similar to y 
east suppressor protein SRP40, EST and GSS, comple 
te sequence. III. 5e-32: 452: 70//Z85986 
R-HEMBB1000036//CIT-HSP-2024L15.TF CIT-HSP Homo sa 
pi ens genomic clone 2024L15, genomic survey sequen 
ce. //9. 3e-63: 541 : 77//B66264 
R-HEMBB1000037//Homo sapiens erythroblast macropha 
ge protein EMP mRNA, complete cds.//7.6e-91:467:97 
//AF084928 

R-HEMBB1000039//Homo sapiens chromosome 17, clone 
hRPK. 401_0 J, compl etesequence. III. 4e-44: 456: 68//A 
C005291 

R-HEMBB1000044//Human BAC clone RG016J04 from 7q2 
1, complete sequence. III. 4e- 54: 307: 80//AC002064 
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R-HEMBB1000048//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-279B10, complete sequence. //3. 8e-09: 3 
30:63//AC002300 

R-HEMBB1000050//Human DNA sequence from PAC 436H11 
on chromosome Xp22. 11-22. 2. Contains the serine t 
hreonine protein phosphatase gene PPEF1, andthe fi 
rst coding exon of the RSI gene for retinoschisis 
(X-linked, juvenile) 1 (XLRS1). Contains ESTs, an 
STS and GSSs, complete sequence. //6.7e-12: 225: 65// 
Z94056 10 
R-HEMBB1000054//Human DNA sequence from clone 444C 
7 on chromosome 6p22.3-23. Contains an EST, an STS 
and GSSs, complete sequence. //8. 9e- 76: 557: 82//AL0 
33521 

R-HEMBB1000055//Human housekeeping (Q1Z 7F5) gene, 
exons 2 through 7, complete cds.//1.6e-88:350:86/ 
/M81806 

R-HEMBB1000059//Homo sapiens clone DJ0850I01, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //4.9e- 12: 35 
6:65//AC006009 20 
R-HEMBB1000083//Homo sapiens clone DJ0607J02, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //3.7e-41: 3 
11:82//AC004840 

R-HEMBB1000089//Homo sapiens clone DJ1021I20, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //3.6e- 34: 31 
4:78//AC005520 

R-HEMBB1000099//Homo sapiens DNA sequence from BAC 
1216H12 on chromosome22ql2. Contains a pseudogene 
with similarity to part of mouse Ninein and the K 
IAA0609 gene for a protein similar to C. elegans K 30 
09C8.4. Contains ESTs, GSSs and a ggtt repeat poly 
morphism, complete sequence. //8.8e- 32: 434: 71 //AL00 
8715 

R-BEMBB1000103//Human DNA sequence from BAC 445C9 
on chromosome 22q 1 2. 1. Contains CRYBB1, beta Bl cry 
stallin, CRYBA4, beta A4 crystallin, high mobility 
group- 1 protein (HMG-1), ESTs.//2.5e-16:207:74//Z 
95115 

R-HEMBB1000113//HS_3013 JU_B08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=3013 Col=15 Row=C, genomic surveysequenc 
e. //0. 94: 211: 63//AQ1 18730 

R-HEMBB1000119//Homo sapiens ASMTL gene. //1.9e-10 
6:531:96//Y15521 

R-HEMBB1000136//Human Chromosome X, complete seque 
nee. //0. 00073: 359: 59//AC002407 
R-HEMBB1000141//Homo sapiens chromosome 21q22.3 PA 
C 39C17, complete sequence. //6.8e-41: 280: 74//AF043 
945 

R-HEMBB1000144//Homo sapiens chromosome 17, clone 50 
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hCIT. 507JJ, compl etesequence. //0. 00083: 206: 66//A 
C004134 

R-HEMBB1000173//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 97 unordered pieces. //2.5e-82: 401: 90//AC004085 
R-HEMBB1000175 

R-HEMBB1000198//Homo sapiens DNA sequence from BAC 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 
lucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosph 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. //0. 91: 428: 56//AL021368 
R-HEMBB1000215//Homo sapiens DNA sequence from PAC 
69E11 on chromosome lq23-24. Contains a NADH-Ubiq 
uinone Oxidoreductase MLRQ subunit (EC 1.6.5.3, EC 
1.6.99.3, CI -MLRQ) LIKE pseudogene, a 60S Ribosom 
al protein L34 LIKE pseudogene, an unknown gene si 
milar to yeast YPR037W and worm C02C2.6 predicted 
genes, a predicted CpG island, ESTs and an STS, co 
mpl ete sequence. //4. 4e-54: 298: 91//AL021397 
R-HEMBB1000217 

R-HEMBB1000218//Homo sapiens 12q24 PAC RPCI1-66E7 
(Roswell Park Cancer Institute Human PAC library) 
complete sequence. //5. 8e-32: 517: 70//AC004216 
R-HEMBB1000226//Human DNA sequence from cosmid COS 
12 from a contig fromthe tip of the short arm of c 
hramosome 16, spanning 2Mb of 16pl3.3. Contains ES 
Ts, Flanking sequences of 3* alpha globin HVR and 
CpG island. Ill, 5e-77: 450: 92//Z69706 
R-HEMBB1000240//Homq sapiens chromosome 9 duplicat 
ion of the T cell receptor beta locus and trypsino 
gen gene families. //4. le-05: 310: 62//AF029308 
R-HEMBB1000244//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1112F19, WORKING DRAFT 
SEQUENCE. III. 3e-43: 278: 85//AL034420 
R-HEMBB1000250//Human DNA sequence from clone 34B2 
0 on chromosome 6p21.31-22.2. Contains seventeen H 
i stone (pseudo) genes and a 40S Ribosomal protein S 
10 pseudogene. Contains ESTs, STSs and GSSs, compl 
ete sequence. //3. 8e-16: 484: 64//AL031777 
R-HEMBB1000258//Human hereditary haemochromatosis 
region, hi stone 2A-like protein gene, hereditary h 
Hemochromatosis (HLA-H) gene, RoRet gene, and sodi 
urn phosphate transporter (NPT3) gene, complete cd 
s.//4.3e-ll:286:67//U91328 
R-HEMBB1000264//Mus musculus enhancer of polycomb 
(Epcl) mRNA, compl etecds. Ill . 2e-42: 406: 79//AF07976 
5 
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R-HEMBB1000266//RPCI 11-76C20. TV RPCI11 Homo sapien 
s genomic clone R-76C20, genomic survey sequence./ 
/I. 0: 232: 59//AQ265533 

R-HEMBB1000272//HS_3032J1J06_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3032 Col =11 Row=P, genomic surveysequenc 
e. 110. 0082: 209: 62//AQ096702 
R-HEMBB1000274//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 817g In IGLC Region, complete sequence. 
//1. 6e-45: 277: 72//AC000053 10 
R-HEMBB1000284//Homo sapiens full length insert cD 
NA cl one YY88A05. //6. 9e- 1 12: 572: 96//AF088018 
R-HEMBB1000307//Homo sapiens chromosome 17, clone 
hRPR. 471_L_13, complete sequence. //5. 7e- 96: 523: 93/ 
/AC005244 

R-HEMBB1000312//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 32B1, WORKING DRAFT SEQ 
UENCE. 111. 5e-21: 218: 67//AL023693 
R-HEMBB1000317//Toxoplasma gondii chloroplast, com 
plete genome. 110. 062: 354: 58//U87145 20 
R-HEMBB1000318//Human DNA sequence from PAC 292H14 
on chromosome Xp21. Contains STS and CA repeat po 
lyraorphism. Hi. 5e-52: 302: 81//AL008710 
R-HEMBB1000335//Homo sapiens chromosome 5, PI clon 
e 1041F10 (LBNL H88) .complete sequence. //1.9e- 16: 1 
39:84//AC005179 

R-HEMBB1000336//Homo sapiens complete genomic sequ 
ence between D16S3070and D16S3275, containing Fami 
lial Mediterranean Fever gene disease. //0. 0062: 23 
1:64//AJ003147 30 
R-HEMBB1000337//CIT-HSP-2329010.TF CIT-HSP Homo sa 
pi ens genomic clone 2329010, genomic survey sequen 
ce. Ill, 2e-31: 192: 92//AQ035976 
R-HEMBB1000338//Homo sapiens Chromosome 16 BAC clo 
ne CI T987SK-A-248F7, compl ete sequence. Ill . 9e-39: 4 
77:71//AC004605 

R-HEMBB1000339//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 862K6, WORKING DRAFT SE 
QUENCE. //4. le-54: 357: 76//AL031681 
R-HEHBB1000341//Homo sapiens 12q24 PAC RPCI3-424M6 40 

(Roswell Park Cancerlnstitute Human PAC library) 
compl ete sequence. Ill . 8e- 19: 501 : 63//AC002350 
R-HEMBB1000343//Homo sapiens chromosome 16, cosmid 

clone 367E12 (LANL), compl ete sequence. //3.6e-41: 4 
57: 72//AC004644 

R-HEMBB1000354//Human DNA sequence from PAC 560B9 
on chromosome Iq24-lq25. Contains profilin-like ps 
eudogene, 60S ribosomal protein L4 pseudogene RNA 
bi ndi ng protei n, ESTs, GSS. 111. 2e-36: 325: 74//Z9875 
1. 50 
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R-HEMBB1000369//Homo sapiens chromosome 4 clone B3 
66024 map 4q25, complete sequence. //9.0e- 25: 179:79 
//AC004067 

R-HEMBB1000374//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 75N14, WORKING DRAFT SE 
QUENCE. 11%. 4e-58: 332: 79//Z97199 
R-HEMBB1000376//Homo sapiens DNA for amyloid precu 
rsor protein, completecds.//2.1e-47:309:88//D87675 
R-HEHBB1000391//Homo sapiens clone RG269P13, WORKI 
NG DRAFT SEQUENCE, 6 unordered pieces. 115. 7e- 46: 30 
2: 85//AC005080 

R-HEMBB1000399//Homo sapiens Radl7-like protein (R 
AD17) mRNA, complete cds.//1.0e-107: 531: 97//AF0768 
38 

R-HEHBB1000402//Human DNA sequence from clone 505B 
13 on chromosome lp36.2-36.3 Contains CA repeat an 
d GSSs, complete sequence. //l.le-25: 441: 67//Z98052 
R-HEHBB1000404//HS_2246JV2_D01_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2246 Col =2 Row=G, genomic survey sequenc 
e.//0. 0025: 196: 63//AQ084251 
R-HEMBB1000420//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 817g In IGLC Region, complete sequence. 
//l.2e-29: 358: 72//AC000053 

R-HEMBB1000434//Homo sapiens chromosome 4 clone B7 
1M12 map 4q25, complete sequence. //2.8e-51: 299: 89/ 
/AC004069 

R-HEMBB1000438//HS_2239_B2_E08_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2239 Col=16 Row=J, genomic surveysequenc 
e. Ill . 3e- 10: 76: 100//AQ067700 
R-HEMBB1000441//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. //4. 4e-60: 281: 90//Z82207 
R-HEHBB1000449//Homo sapiens clone DJ0898018, WORK 
ING DRAFT SEQUENCE, 8unordered pieces. //4.8e-l 1:22 
8:68//AC004920 

R-HEHBB1000455//Homo sapiens clone GS051H12, compl 
ete sequence. //3. le-14: 388: 65//AC005007 
R-HEMBB1000472//Homo sapiens chromosome 17, clone 
HCIT48C15, complete sequence. //4. 9e- 34: 320: 79//AC0 
03104 

R-HEMBB1000480//Human DNA sequence from Fosmid 65B 
7 on chromosome 22qll. 2-qter. Contains exons 6-12 
of the SLC5A1 (SGLT1) gene for solute carrier fami 
ly 5 (sodium/glucose cotransporter) member 1 (High 
Affinity Sodium- Glucose Cotransporter), complete 
sequence. 113. 4e-36: 285: 82//Z83849 
R-HEMBB1000487 

R-HEMBB1Q00490//Human DNA sequence *** SEQUENCING 
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IN PROGRESS *** from clone 1185N5, WORKING DRAFT S 
EQUENCE. //I. 5e-34: 281: 81//AL034423 
R-HEMBB1000491//Homo sapiens DNA sequence from PAC 

958B3 on chromosome Xp22. Il-Xp22. 22. Contains EST 
s STS and CpG island. //8. 5e- 37: 483: 72//Z93023 
R-HEMBB1000493//Human DNA sequence from clone 109F 
14 on chromosome 6p21.2-21.3. Contains the alterna 
tively spliced gene for Transcriptional Enhancer F 
actor TEF-5, the 60S Ribosomal Protein RPL10A gen 
e, a PUTATIVE ZNF127 LIKE gene, and the PPARD for 10 
Peroxisome Proliferator Activated Receptor Delta 
(PPAR- Delta, PPAR-Beta, Nuclear Hormone Receptor 
1, NUC1, NUCI, PPARB). Contains three putative CpG 

islands, ESTs, STSs, GSSs and a carepeat polymorp 
hism, complete sequence. 111. 6e- 14: 217: 71//AL022721 
R-HEMBB1000510//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 27K12, WORKING DRAFT SE 
QUENCE. 111. le-44: 221: 80//AL033397 
R-HEMBB1000518//Human PAC clone DJ327A19 from Xq25 
-q26, compl ete sequence. III. 5e-51 : 280: 90//AC002477 20 
R-HEMBB1000523//Homo sapiens PAC clone DJ0167F23 f 
rom 7pl5, complete sequence. //I. 7e-53: 304: 82//AC00 
4079 

R-HEMBB1000530//Homo sapiens chromosome 17, clone 
hCIT. 162JEJ2, complete sequence. //4. 2e-74: 428: 92/ 
/AC006236 

R-HEMBB1000550//Human Chromosome 16 BAC clone CIT9 
87SK-A-363E6, compl etesequence. 115. 6e-13: 112: 80//U 
91321 

R-HEMBB1000554//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 409J21, WORKING DRAFT S 
EQUENCE. 115. le-14: 239: 63//Z83824 
R-HEMBB1000556//Homo sapiens envoplakin (EVPL) mRN 
A, compl ete cds. //0. 031 : 275: 60//U53786 
R-HEMBB1000564//Homo sapiens chromosome 5, Bac clo 
ne 189 (LBNL H135), complete sequence. //3.1e- 17: 22 
7:76//AC005914 

R-HEHBB1000573//Borrelia afzelii (strain NT28) DN 
A, internal transcribedspacer. //0. 078: 161:63//D844 
05 40 
R-HEMBB1000575//Homo sapiens chromosome 17, clone 
hRPC. 859JL20, complete sequence. //7.2e-52: 260: 80/ 
/AC003695 

R-HEMBB1000586//Human DNA sequence from cosmid V21 
0E9, between markers DXS366 and DXS87 on chromosom 
e X.//2.0e-33:305:79//Z70280 
R-HEMBB1000589//Homo sapiens chromosome 17, clone 
hRPK. 1064 JE_1 1 , compl ete sequence. Ill . 3e- 14: 409: 65 
//AC005208 

R-HEMBB1000591//Homo sapiens Xp22 bins 45-47 BAC G 50 
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SHB-665N22 (Genome Systems Human BAC Library) comp 
lete sequence. //6. 2e-39: 493: 71//AC005184 
R-HEHBB1000592//Homo sapiens 12pl3.3 PAC RPCI 5-118 
0D12 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. III. 6e- 08: 254: 64//AC005831 
R-HEMBB1000598//Homo sapiens chromosome 11 pac pDJ 
159ol, complete sequence. //3. 3e- 38: 407: 76//AC00038 
1 

R-HEMBB1000623//CIT-HSP-2374P17.TR CIT-HSP Homo sa 
piens genomic clone 2374P17, genomic survey sequen 
ce. III. 3e-41: 212: 100//AQ109717 
R-HEMBB1000630//Human DNA sequence from clone 413H 
6 on chromosome 6p22. 3-24. 3. Contains a hamster An 
drogen-dependent Expressed Protein like protein ge 
ne, ESTs and GSSs, complete sequence. //5.2e- 31: 31 
9: 78//AL022724 

R-HEMBB1000631//Sequence 28 from patent US 570815 
7. //6. 8e-20: 208: 80//1 80058 

R-HEMBB1000632//Homo sapiens Cosmid C4, WORKING DR 
AFT SEQUENCE, 1 ordered pieces. //7.4e-47: 457: 75//A 
C004176 

R-HEMBB1000637//Human BAC clone RG094H21 from 7q21 
-q22, complete sequence. //2.9e-45: 263: 87//AC003085 
R-HEMBB1000638//Genomic sequence from Human 6. com 
pi ete sequence. 119. le-34: 375: 73//AC002112 
R-HEMBB1000643//HS_2242_A2_B07_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2242 Col=14 Row=C, genomic surveysequenc 
e.//0.010:239:60//AQ065993 
R-HEMBB1000649//Homo sapiens RBP56/hTAFI 1 68 gene, 
exon 7. 11%. 3e-63: 306: 100//AB010061 
R-HEHBB1000652//Human DNA sequence from PAC 467D16 

on chromosome 6p22. 3-24.1. Contains the 3' part o 
f the SCA1 (ataxin-1) gene with a poly-glutamine 
(CAG repeat) polymorphism, the 3' part of the GMPR 

(GMP reductase, Guanosine 5' -monophosphate oxidore 
ductase) gene, ESTs and an STS with apolymorphic C 
A repeat. 113. 3e-14: 450: 64//AL009031 
R-HEMBB1000665//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: MXA21, complete sequence./ 
/0. 98: 251:63//AB005247 

R-HEHBB1000671//Human DNA sequence from PAC 106C2 
4, between markers DXS294 and DXS730 on chromosome 
X. //6. 8e-58: 296: 85//Z83313 
R-HEHBB1000673//CI TBI -El -2506F20.TR CITBI-E1 Homo 
sapiens genomic clone2506F20, genomic survey seque 
nce.//0.98:71:76//AQ264731 

R-HEHBB1000684//Human DNA sequence from clone 1158 
E12 on chromosome Xpll.23-11.4 Contains EST, STS, 
GSS, CpG island, complete sequence. //2.6e-ll: 153: 7 
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7//AL031584 

R-nnnnnnnnnnnn//Homo sapiens neuroanl mRNA, cample 
te cds.//2.0e-50:287:93//AF040723 
R-HEMBB1000705//Homo sapiens chromosome 19, cosmid 
R30538, compl ete sequence. //3. 4e- 18: 340: 65//AC005 
943 

R-HEMBB1000706//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 462C17. WORKING DRAFT S 
EQUENCE. //4. 7e-10: 358: 64//AL033380 
R-HEMBB1000709//RPCI11-79A8.TV RPCI11 Homo sapiens 10 
genomic clone R-79A8, genomic survey sequence. //I. 
4e-40: 262: 89//AQ282374 

R-HEMBB1000725//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: HGN6, complete sequence.// 

0. 00018: 386: 60//AB017066 

R-HEMBB1000726//Homo sapiens PAC clone DJ1185I07 f 
rom 7qll.23-q21, complete sequence. //L5e-48: 316: 8 
8//AC004990 

R-HEMBB1000738//Bomo sapiens PAC clone DJ0745K06 f 
rom 7q31, complete sequence. //7. le-53: 382: 85//AC00 20 
4875 

R-HEHBB1000749//Homo sapiens clone RG140B11, W0RKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //6.5e-51: 43 
8:80//AC005069 

R-HEMBB1000763//Plasmid Col Ib-P9 (from E.coli Rl 
2) colicin lb promoterregi on and 5' coding region. 
//1.0:115:63//K02071 

R-HEMBB1000770//Human Rhesus blood group antigen 
(RHCE) gene, intron 6. partial sequence. //5. 6e-24: 1 
83: 86//U83205 30 
R-HEMBB1000781//Homo sapiens Xp22 PACs RPC11-263P4 
and RPC11-164K3 complete sequence. //0. 00054: 154:6 
7//AC003046 

R-HEMBB1000789//RPCI 11-21 14. TVB RPCM1 Homo sapie 
ns genomic clone RPCI- 11-21 14, genomic survey sequ 
ence. //3. Oe-09: 299: 64//B63628 
R-HEMBB1000790//Buman Chromosome 16 BAC clone CIT9 
87SR-A-362G6, compl etesequence. //4. 5e-46: 185: 85//U 
95740 

R-HEMBB1000794//HS_3253JU_G06J7 CIT Approved Hum 40 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3253 Col =11 Row=M, genomic surveysequenc 
e. //5. 7e- 13: 172: 65//AQ216291 
R-HEMBB1000807 

R-HEMBB1000810//Human BAC clone RG114A06 from 7q3 

1 , compl ete sequence. //1 . 3e-24: 385: 71//AC002542 
R-HEMBB1000821 

R-HEMBB1000822//CITBI-E1-2517E13.TF CI TBI -El Homo 
sapiens genomic clone2517E13, genomic survey seque 
nee. //4. 5e-08: 278: 64//AQ279944 50 
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R-HEHBB1000826//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 14/28, WORKING DRAFT SEQUENCE. 
//1.2e-44:521:72//AP000043 

R-HEHBB1000827//Homo sapiens clone DJ0981007, comp 
lete sequence. //6. 8e-43: 319: 84//AC006017 
R-HEHBB1000831//HSJ247J2 JU)9J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3247 Col=18 Row=B, genomic surveysequenc 
e. //5. 5e-74: 381: 96//AQ223850 
R-HEHBB1000835//Homo sapiens DNA sequence from BAC 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 
lucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Clyceraldehyde 3-phosph 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. //4. 2e-17: 167: 80//AL021368 
R-HEHBB1000840//Homo sapiens clone DJ1039L24, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //7.9e- 26: 22 
0: 73//AC005283 

R-HEHBB1000848//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 52 unordered pieces. 111. 8e- 39: 356: 79//AC004086 
R-HEMBB1000852//HSJ075 J^2_B07_HF CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3075 Col =14 Row=C, genomic surveysequenc 
e.//3. 4e-ll: 151: 75//AQ138816 
R-HEHBB1000870//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 72E17. WORKING DRAFT SE 
QUENCE. III. 8e-44: 454: 75//AL033523 
R-HEHBB1000876//Human DNA sequence from clone 91 J2 
4 on chromosome 6q24 Contains part of utrophin Gen 
e, part of cytochrome C oxidase gene, EST, CpG isl 
and, complete sequence. //0. 0016: 227: 65//AL024474 
R-HEHBB1000883//Homo sapiens chromosome 19. cosmid 
F19678, compl ete sequence. //0. 62: 238: 62//AC005621 
R-HEMBB1000887//Synthetic human/adenovi rus type 5 
recombination j unction. //9. 9e-24: 275: 76//M34061 
R-HEMBB1000888//CIT-HSP-2282A13.TR CIT-HSP Homo sa 
piens genomic clone 2282A13, genomic survey sequen 
ce. 112. 4e-05: 310: 60//AQ000826 
R-HEMBB1000890//Homo sapiens clone DJ0042M02, WORK 
ING DRAFT SEQUENCE, 20unordered pieces. //6.5e-44: 3 
05:84//AC005995 

R-HEHBB1000893//Homo sapiens BAC clone RG363E19 fr 
om 7q31.1, complete sequence. //3. 7e- 30: 265: 80//AC0 
04492 

R-HEMBB1000908//RPCI11-13P12.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-13P12, genomic survey seq 
uence. //0. 98: 183: 61//B76199 
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R- HEMBB1 0009 10//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 50dl0 In IGLC Region, complete sequenc 
e. //1.7e-28: 302: 76//AC000024 
R-HEMBB1000913//Homo sapiens Xp22 BAC GSHB 526D21 
(Genome Systems HumanBAC library) complete sequenc 
e. //4. le-34: 314: 76//AC003037 
R-HEMBB1000915//Human chromosome 16pll.2-pl2 BAC c 
lone CIT987SK-224D6 complete sequence. //6. 3e-09: 53 
6: 59//U95739 

R-HEMBB1000917//Human DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone 16915, WORKING DRAFT SE 
QUENCE. //I. 6e-47: 234: 86//Z93015 
R-HEMBB1000927 

R-HEMBB1000947//CIT-HSP-2287M13.TF CIT-HSP Homo sa 

piens genomic clone 2287M13, genomic survey sequen 

ce.//0. 090: 115: 69//B99228 

R-HEHBB1000959//Homo sapiens chromosome 17, clone 

HRPC905N1 , compl ete sequence. //5. 7e-89: 544: 90//AC0 

03098 

R-HEMBB1000973//Arabidopsis thaliana chromosome II 20 
BAC F2I9 genomic sequence, complete sequence. //0. 
038: 377: 58//AC005560 

R-HEMBB1000975//Arabidopsis thaliana chromosome II 
BAC F5H14 genomic sequence, complete sequence.// 
1. Oe-05: 342: 62//AC006234 

R-HEMBB1000981//CIT-HSP-2386J13.TF.1 CIT-HSP Homo 
sapiens genomic clone2386J13, genomic survey seque 
nee. //I . le- 18: 231 : 74//AQ239443 
R-HEMBB1000985//HS_3184JUJ12J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 30 
one Plate=3184 Col =23 Row=G, genomic surveysequenc 
e. //6. 3e-52: 286: 95//AQ150008 
R-HEMBB1000991 

R-HEMBB1000996//Homo sapiens Xq28 BAC PAC and cosm 
id clones containing FHR2 gene exons 1,2, and 3, c 
ompiete sequence. //1. 4e-42: 343: 81//AC002368 
R-HEMBB1001004 

R-HEMBB1001008//CITBI -E1-2504L23. TF CITBI-E1 Homo 
sapiens genomic clone2504L23, genomic survey seque 
nee. //3. le-57: 317: 94//AQ262056 40 
R-HEMBB1001011//HS_3017_B1_G03J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3017 Col=5 Row=N, genomic survey sequenc 
e.//7.3e-34:237:86//AQ101944 
R-HEMBB1001014//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 460J8, WORKING DRAFT SE 
QUENCE. 111. 4e-49: 417: 80//AL031662 
R-HEMBB1001020//Homo sapiens Xp22 BAC GS-377014 (G 
enome Systems Human BAC library) complete sequenc 
e. //7. 6e-41: 303: 76//AC002549 50 
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R-HEMBB1001024//Homo sapiens (subclone 2^5 from P 
1 H16) DNA sequence. //7.4e-48: 341: 85//L48475 
R-HEHBB1001037//Homo sapiens 22qll BAC Clone 489dl 
In HDR Region, complete sequence. //2.0e-50: 416: 82 
//AC005527 

R-HEMBB1001047//Homo sapiens chromosome 19, cosmid 
R31973, complete sequence. //8.4e-22: 288: 71//AC004 
699 

R-HEMBB1001051//H. sapiens mRNA for FAN protein.// 
7. le-18: 114: 98//X96586 

R-HEMBB1001056//Homo sapiens clone DJ0953A04, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //6. le- 94: 52 
0:93//AC006014 

R-HEMBB1001058//Homo sapiens clone UWGC:yl7cl31 fr 
om 6p21, complete sequence. //I. le- 56: 242: 82//AC004 
187 

R-HEMBB1001060//Human Tiggerl transposable elemen 
t, complete consensus sequence. //4.2e-66: 323: 81//U 
49973 

R-HEMBB1001063//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 523G1, WORKING DRAFT SE 
QUENCE. //4. Oe-114: 556: 98//AL034375 
R-HEMBB1001068//Homo sapiens liprin-beta2 mRNA, pa 
rtial cds.//2.8e-105:512:97//AF034803 
R-HEMBB1001096//Human DNA sequence from PAC 24608, 
between markers DXS6791 and DXS8038 on chromosome 
X contains ESTs.//2.4e-13:225:69//Z76735 
R-HEMBB1001102//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26.2. Contains the alternativ 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. //2. 4e- 35: 295: 80//AL022 
577 

R-HEMBB1001105//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 462023, WORKING DRAFT S 
EQUENCE. 111. 9e-46: 380: 80//AL031431 
R-HEMBB1001114//Homo sapiens DNA sequence from PAC 
119E23 on chromosomeXq25-q27. 1. Contains glypican 
-3 precursor (intestinal protein OCI-5) (GTR2-2), 
5'UTR. ESTs, STS.//l.le-38:306:84//Z99570 
R-HEMBB1001117//RPCI 11-3518. TK RPCI-11 Homo sapien 
s genomic clone RPCI -11-351 8, genomic survey seque 
nee. //I. 5e-08: 67: 100//AQ047113 
R-HEMBB1001119//Homo sapiens BAC clone BK085E05 fr 
om 22ql2.1-qter, complete sequence. //9.0e- 26: 481:6 
7//AC003071 

R-HEMBB1001126//Human DNA sequence from clone 441 J 
1 on chromosome 6p24 Contains STS, GSS, complete s 
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equence. 110. 045: 127: 69//Z99495 
R-HEMBB1001133//Human SS-A/Ro rlbonucleoprotein au 
toantigen 60 kd subunit mRNA, complete cds.//5.0e- 
23:285:73//M25077 

R-HEMBB1001137//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-09, complete s 
equence. 111. 5e-07: 334: 62//AL010222 
R-HEMBB1001142//Human BAC clone RG164L14 from 7q21 
-q22, compl ete sequence. 111. 5e-46: 412: 79//AC002564 
R-HEMBB1001151//Mus musculus I FN alpha- treated emb 10 
ryoni c fi brobl ast mRNA. Ill . 8e- 1 1 : 148: 77//U51904 
R-HEMBB1001153//RPCI11-10L7.TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-10L7, genomic survey seque 
nee. 111. 3e-34: 213: 82//B71766 
R-HEMBB1001169//Homo sapiens chromosome 17, clone 
HCIT39G8, complete sequence. 110. 040: 465: 56//AC0030 
70 

R-nnnnnnnnnnnn//Sequence 1 from patent US 5618695. 
111. 8e- 15: 176: 80//1 40055 

R-HEMBB1001177 20 

R-HEHBB1001182//Plasmodium falciparum DNA *** SEQU 

ENCING IN PROGRESS ***from contig 4-52, complete s 

equence. III. 9e-05: 174: 70//AL010226 

R-HEHBB1001199 

R-HEHBB1001208 

R-HEMBB1001209//RPCI11-41E13.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-41E13, genomic survey seq 
uence. III. le-95: 473: 97//AQ029098 
R-HEMBB1001210//Homo sapiens chromosome 16, cosmid 
cl one 330D1 1 (LANL) , compl ete sequence. //6. 2e-08: 4 30 
12:61//AC005199 

R-HEMBB1001218//RPCI11-13L8.TV RPCI-11 Homo sapien 

s genomic clone RPCI-11-13L8, genomic survey seque 

nee. Ill . Oe-46: 498: 74//B75158 

R-HEMBB1001221//RPCI 11-62024. TJ RPCI11 Homo sapien 

s genomic clone R-62024, genomic survey sequence./ 

/3. 2e-09: 215: 68//AQ200950 

R-HEMBB1001234 

R-HEMBB1001242 

R-HEHBB1001249//Homo sapiens clone DJ1136G02, WORK 40 
ING DRAFT SEQUENCE, 4unordered pieces. //1.4e- 33: 36 
1:72//AC005377 

R-HEMBB1001253//Homo sapiens chromosome 3, ol facto 
ry receptor pseudogeneel uster 1, complete sequenc 
e, and myosin light chain kinase (MLCK) pseudogen 
e. partial sequence. //3.8e- 105: 517: 98//AF042089 
R-HEMBB1001254//Methanococcus jannaschii section 3 
of 150 of the complete genome. 110. 96: 203: 61//U674 
61 

R-HEMBB1001267//Human DNA sequence from clone 1409 50 
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on chromosome Xpll. 1-11.4. Contains a Inter-Alpha 
-Trypsin Inhibitor Heavy Chain LIKE gene, aalterna 
tively spliced Melanoma- Associated Antigen MAGE LI 
KE gene and a 6- Phosphof rue to- 2 - ki nase (Fructose- 
2,6-bisphosphatase) LIKE pseudogene. Contains EST 
s, STSs and genomic marker DXS8032, complete seque 
nee. 111. 8e-39: 320: 80//Z98046 
R-HEMBB1001271//Homo sapiens chromosome 17, clone 
hRPK. 349^A_8, compl etesequence. //3. 9e-47: 494: 75//A 
C005544 

R-HEMBB1001282//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 184J9, WORKING DRAFT SE 
QUENCE. 110. 0011: 97: 79//AL031428 
R-HEHBB1001288 

R-HEHBB1001289//Homo sapiens chromosome 5, BAC clo 
ne 343gl6 (LBNL HI 80), compl ete sequence. //2.0e-31: 
301:78//AC005601 

R-HEMBB1001294//Homo sapiens BAC clone RG060N22 fr 
om 7q21, complete sequence. 110. 053: 283: 60//AC00308 
3 

R-HEHBB1001302 

R-HEMBB1001304//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 27K12, WORKING DRAFT SE 
QUENCE. 110. 3e-15: 396: 64//AL033397 
R-HEMBB1001314//Homo sapiens genomic DNA, 21q regi 
on, clone: f30F8SpN6, genomic survey sequence. //3. 4 
e-42:293:86//AG013777 

R-HEMBB1001315//Human NFE genomic fragment. 111. 5e- 
30:243:78//M98511 

R-HEHBB1001317//Homo sapiens chromosome 17, clone 
hRPC. 1028 JL7, compl ete sequence. 111. 3e-39: 301 : 82/ 
/AC004585 

R-HEHBB1001326//HS_3054_A1_F12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3054 Col =23 Row=K, genomic surveysequenc 
e. //0. 90: 117: 63//AQ106096 

R-HEMBB1001331//Mus musculus mRNA for hepatoma-der 
ived growth factor, complete cds, strain: BALB/c.// 
0.037: 103: 77//D63850 

R-HEM?B1001335//Homo sapiens Xp22 BAC GSHB 526D21 
(Genome Systems HumanBAC library) complete sequenc 
e. 1/0. le-19: 229: 77//AC003037 
R-HEMBB1001337 

R-HEMBB1001339//Homo sapiens FSHD- associated repea 
t DNA, proximal region. //2.9e-45: 551: 72//U85056 
R-HEMBB1001346//Homo sapiens phenyl alanine-tRNA sy 
nthetase (FARS1) mRNA, nuclear gene encoding mitoch 
ondrial protein, complete cds.//2.7e-59:292:99//AF 
097441 

R-HEMBB1001348//Homo sapiens clone DJ0691F11, WORK 
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ING DRAFT SEQUENCE, 1 lunordered pieces. //9. le-41: 3 
26: 82//AC004859 

R-HEMBB1001356//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. III. 8e- 1 1 : 21 3: 67//Z82207 
R-HEMBB1001364//HS_3050J2_F05_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3050 Col =10 Row=K, genomic surveysequenc 
e. //I. 8e-21: 158: 91//AQ133940 

R-HEMBB1001366//Homo sapiens chromosome 10 clone C 10 
IT987SK-1188I5 map 10pll.2-10pl2. 1, complete seque 
nee. //4. le-37: 419: 73//AC005876 
R-HEMBB1001367//Human Chromosome 16 BAC clone CIT9 
87SK-A-234F9, completesequence. //9. 5e-15: 201: 75//U 
91326 

R-HEMBB1001369//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 477J10, WORKING DRAFT S 
EQUENCE. //1. 8e-28: 224: 83//AL021686 
R-HEMBB1001380//HS_2267_BLF11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 20 
one Plate=2267 Col =21 Row=L, genomic surveysequenc 
e.//4.0e-14:100:95//AQ084896 
R-HEMBB1001384//Mus musculus C0P9 complex subunit 
4 (C0PS4) mRNA, complete cds.//9.6e-55:312:81//AF0 
71314 

R-HEMBB1001387//Homo sapiens chromosome 9, PI clon 
e 8660 (LBNL H105), complete sequence. //1.0: 166:63 
//AC003953 

R-HEMBB1001394//Homo sapiens chromosome 17, clone 
hRPK. 215_E_13, complete sequence. //1.4e- 55: 494: 76/ 30 
/AC005549 

R-HEMBB1001410//Homo sapiens PAC clone DJ1102B04 f 
rom 7qll.23-7q21, complete sequence. //0. 01 1:208: 63 
//AC006204 

R-HEMBB1001424//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 76 unordered pieces. //1. 5e- 22: 325: 69//AC002370 
R-HEMBB1001426//Homo sapiens 12q24 PAC RPCI3-424M6 

(Roswell Park Cancerlnstitute Human PAC library) 
complete sequence. //I. 3e-46: 328: 84//AC002350 
R-HEMBB1001429//*** SEQUENCING IN PROGRESS *** Horn 40 
o sapiens chromosome 4, BAC clone C0481P14; HTGS p 
base 1, WORKING DRAFT SEQUENCE, 7 unorderedpieces. 
//6. 6e-105: 550: 95//AC006160 
R-HEMBB1001436 

R-HEMBB1001443//HS_2228_ALB05JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2228 Col =9 Row=C, genomic survey sequenc 
e. //0. 37: 173: 62//AQ066934 

R-HEMBB1001449//Homo sapiens clone DJ1129E22, WORK 
ING DRAFT SEQUENCE, 7iinordered pieces. //2. 7e- 23: 33 50 



ftffl 2002-191363 
3538 

9: 69//AC005522 

R-HEMBB1001454//Homo sapiens chromosome 5, PI clon 
e 1307e8 (LBNL H60), complete sequence. //I. le- 39: 2 
99: 84//AC005355 

R-HEMBB1001458//Plasmodium falciparum chromosome 
2, section 67 of 73 of the complete sequence. //6. Oe 
-05:486: 59//AE001430 

R-HEMBB1001463//Homo sapiens PAC clone DJ0777023 f 
rom 7pl4-pl5, completesequence. //1 . 2e-50: 317: 89//A 
C005154 

R-HEMBB1001464//CIT-HSP-2370C10.TF CIT-HSP Homo sa 
piens genomic clone 2370C10, genomic survey sequen 
ce.//0. 20:95:71//AQ107941 

R-HEMBB1001482//Mus musculus clone 0ST20235, genom 
ic survey sequence. //4.3e-09: 192: 70//AF046762 
R-HEHBB1001500//Human DNA sequence from PAC 465G10 

on chromosome X contains Menkes Disease (ATP7A) p 
utative Cu++-transporting P-type ATPase exons 2 to 

21, PGAM-B, ESTs.//1.9e-21:253:70//Z94801 
R-HEHBB1001521//Mus musculus clone 0ST1209, genomi 
c survey sequence. //7. 5e- 30: 332: 75//AF046642 
R-HEMBB1001527//Homo sapiens clone DJ241P17, WORKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //9.5e- 55: 48 
3: 76//AC005000 

R-HEMBB1001531//Human BAC clone 7E17 from 12q, com 
plete sequence. //1. 3e-08: 159: 71//AC002070 
R-HEHBB1001535//Human DNA sequence from cosmid E12 
7C11 on chromosome 22qll.2-qter contains STS.//4.0 
e-30:286:79//Z74581 

R-HEHBB1001536//Homo sapiens cosmid clone LUCA16 f 
rom 3p21 . 3, complete sequence. //1 . 6e-39: 342: 80//U7 
3169 

R-HEMBB1001537//Genomic sequence from Human 9q34, 
complete sequence. III. 7e-41: 361: 77//AC000394 
R-HEHBB1001555//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-485G10, complete sequence. //0. 34: 212: 
61//AC003049 

R-HEHBB1001562//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-328A3, complete sequence. //8. Oe-40: 2 
67:88//AC002301 

R-HEHBB1001564//Homo sapiens clone DJ0414A15, WORK 
ING DRAFT SEQUENCE, 9unordered pieces. //5. le- 30: 28 
6: 76//AC005225 

R-HEMBB1001565//Homo sapiens clone DJ0607J02, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //2.5e- 15: 1 
94: 75//AC004840 

R-HEMBB1001585//Human DNA sequence from clone 790B 
6 on chromosome 20pll.22-12.2. Contains STSs and G 
SSs, complete sequence. //2. 6e-33: 234: 79//AL031677 
R-HEMBB1001586//Homo sapiens clone NH0479C13, WORK 
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ING DRAFT SEQUENCE, 12unordered pieces. //2.7e-30; 3 
71:74//AC005236 

R-HEMBB1001588//Homo sapiens Xp22 GS-524I1 (Genome 
Systems Human BAC library), complete sequence.// 
8. Oe-32: 323: 73//AC003106 

R-HEMBB1001603//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-59. complete s 
equence. 110, 034: 302: 59//AL010235 
R-HEMBB1001618//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22. 22. Contains EST 10 
s STS and CpG island. //7. le-31: 503: 68//Z93023 
R-HEHBB1001619//Homo sapiens Xq28 BAC PAC and cosm 
id clones containing FMR2 gene exons 1,2, and 3, c 
omplete sequence. //3. 7e-50: 539: 72//AC002368 
R-HEMBB1001630//Human DNA sequence from PAC 121G13 
on chromosome 6 contains flow sorted chromosome 6 
Hindi I I fragment ESTs. polymorphic CA repeat, CpG 
island, CpG island genomic fragments. //1.3e-27: 22 
8: 82//Z86062 

R-HEMBB1001635//Homo Sapiens Chromosome X clone bW 20 
XD90, complete sequence. //1. 5e- 23: 407: 69//AC004075 
R-HEMBB1001637//Homo sapiens Xq28 BAC PAC and cosm 
id clones containing FMR2 gene exons 1,2, and 3, c 
omplete sequence. //3. 9e-54: 519: 74//AC002368 
R-HEMBB1001641//Human DNA sequence from clone 133H 
11 on chromosome 6p24. Contains STSs, GSSs and geno 
mic marker D6S410, complete sequence. //1.9e-08: 46 
4:60//AL024506 

R-HEMBB1001653//Homo sapiens chromosome 17, clone 
HCIT3L16, WORKING DRAFT SEQUENCE, 7 unordered piec 30 
es. //2. 8e-39: 318: 82//AC002344 
R-HEMBB1001665//***ALU WARNING: Human Alu-Sp subfa . 
mi ly consensus sequence. //3. 8e-47: 283: 90//U14572 
R-HEMBB1001668 

R-HEMBB1001673//Homo sapiens mRNA for KIAA0646 pro 
tein, complete cds. //1.8e-115: 573: 97//AB0 14546 
R-HEMBB1001684//Sequence 1 from patent US 5700927. 
//1.9e-40: 343: 77//I 86429 

R-HEMBB1001685//Homo sapiens chromosome 17, clone 
hRPK.721JLl, completesequence.//2.6e-43:311:83//A 40 
C005411 

R-HEMBB1001695 

R-HEMBB1001704//CIT-HSP-2324C15.TR CIT-HSP Homo sa 
piens genomic clone 2324C15, genomic survey sequen 
ce. //0. 0074: 259: 58//AQ028704 
R-HEMBB1001706//Homo sapiens clone DJ0665P05, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //9. le- 34: 29 
6:80//AC004851 

R-HEMBB1001707//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-319E8, complete sequence. 111. 7e- 32: 2 50 
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41:76//AC004020 

R-HEHBB1001717//CIT-HSP-2378C19.TF CIT-HSP Homo sa 
piens genomic clone 2378C19, genomic survey sequen 
ce. //4. 8e-35: 228: 89//AQ108992 
R-HEMBB1001735//Homo sapiens chromosome 5, BAC clo 
ne 114k9 (LBNL H94), complete sequence. //1.8e- 10: 8 
0:90//AC005613 

R-HEMBB1001736//CIT-HSP-2369K6.TF CIT-HSP Homo sap 
iens genomic clone 2369K6, genomic survey sequenc 
e. //9. 9e-38: 242: 90//AQ075221 
R-HEMBB1001747//Homo sapiens cosmids Qcl4E2, Qcl2H 
12, QcllF9, QclOG9, LA1733 and Qcl7B8 from Xq28, c 
omplete sequence. Ill, 3e-60: 366: 80//U82671 
R-HEMBB1001749//Homo sapiens chromosome 17, clone 
hRPK. 259_G_18, compl ete sequence. Ill . 4e-60: 242: 92/ 
/AC005829 

R-HEMBB1001753//RPCI11-59J22.TK RPC111 Homo sapien 
s genomic clone R-59J22, genomic survey sequence./ 
/6.2e-08:281:64//AQ200046 

R-HEMBB1001756//Homo sapiens BAC clone RG293F17 fr 
om 7pl5-p21 , compl etesequence. III. le- 18: 395: 67//AC 
004130 

R-HEHBB1001760//Homo sapiens genomic DNA. chromoso 
me 21qll.l, segment 21/28, WORKING DRAFT SEQUENCE. 
//9.9e-18:416:64//AP000050 
R-HEMBB1001762//Mus musculus major histocompatibil 
ity locus class II region: major histocompatibilit 
y protein class II alpha chain (IAalpha) andmajor 
histocompatibility protein class II beta chain (IE 
beta) genes, complete cds; butyrophilin-like (NG 
9), butyrophilin-like (NG10), hypothetical protein 
(NG8), and butyrophilin-like (NG11) genes, partia 
1 cds; NG12pseudogene, partial sequence; and hypot 
hetical butyrophilin-like protein (NG13) gene, par 
tial cds.//0. 21: 521: 57//AF050157 
R-HEMBB1001785//Torulopsis glabrata mitochondrial 
intergenic region ATPase 6 -ATPase 9 genes. //0. 000 
73: 189:65//X02170 

R-HEMBB1001797//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 0049: 322: 62//AC0 
05140 

R-HEMBB1001802//Human desmin gene, complete cds.// 
8. le-95:510:93//M63391 

R-HEHBB1001812//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 356B8, WORKING DRAFT SE 
QUENCE. Il\, 3e-71: 368: 96//Z98882 
R-HEHBB1001816//Homo sapiens chromosome 21 PAC LLN 
LP704G1150Q13. //8.4e-21: 164: 76//AJ006996 
R-HEHBB1001831//Homo sapiens PAH COOH-terminal int 
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eractor protein 1 (PCI PI) mRNA, complete cds.//1.7 
e-104:498:98//AF056209 

R-HEMBB1001836//Homo sapiens chromosome 19, cosmid 
R26660, compl ete sequence. //9. 2e-44: 388: 71//AC005 
328 

R-HEMBB1001839 

R-HEMBB1001850//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: M0P10, complete sequence./ 
/0. 00093: 488: 60//AB005241 

R-HEMBB1001863//Human poly(ADP-ribose) polymerase 10 
gene, 5' end.//1.2e-16:458:65//M60436 
R-HEMBB1001867//Human DNA sequence from cosmid U25 
Dll, between markers DXS366 and DXS87 on chromosom 
e X.//5.0e-31:399:74//Z68327 
R-HEMBB1001868//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MYN8, complete sequence.// 
0. 26:303: 59//AB020754 

R-HEMBB1001869//Homo sapiens chromosome 17, clone 
hCIT529I10, complete sequence. //7.0e- 37: 285: 85//AC 
002553 20 
R-HEMBB1001872//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y44F5, WORKING 
DRAFT SEQUENCE. //0. 093: 367: 58//AL009027 
R-HEMBB1001874 

R-HEHBB1001875//Lactococcus lactis DPC3147 plasmid 
pMRCOl, complete plasmid sequence. //0. 037: 406: 60/ 
/AE001272 

R-HEMBB1001880//Homo sapiens chromosome 17, clone 
hRPK. 235JJ0, complete sequence. //1.3e-49: 461: 77/ 
/AC005922 30 
R-HEMBB1001899//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y116A8, WORKING 
DRAFT SEQUENCE. //0. 56: 295: 60//Z98858 
R-HEMBB1001905//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. //I. 9e-28: 181: 75//AL022345 
R-HEMBB1001906 

R-HEHBB1001908//Cenomic sequence from Human 17, co 
mplete sequence. III. 9e-36: 274: 76//AC001231 
R-HEHBB1001910//Homo sapiens chromosome 17, clone 40 
HCIT39G8, complete sequence. //3.5e-41: 408: 76//AC00 
3070 

R-HEMBB1001911//Homo sapiens *** SEQUENCING IN PRO 
GRESS WORKING DRAFT SEQUENCE. //6. le-64: 310: 89 
//AJ011929 

R-HEMBB1001915//Mouse mRNA for aryl hydrocarbon rec 
eptor, complete cds.//2.0e-20:220:78//D38417 
R-HEMBB1001921//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1141E15, WORKING DRAFT 
SEQUENCE. //I. 9e-47: 410: 80//AL034422 50 
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R-HEMBB1001922//Homo sapiens chromosome 17, clone 
HCIT421K24, complete sequence. //6.2e-32: 378: 74//AC 
004099 

R-HEMBB1001925//Human Chromosome 11 overlapping pa 
cs pDJ235klO and pDJ239b22, WORKING DRAFT SEQUENC 
E, 17 unordered pieces. //8.2e-41: 304: 84//AC000406 
R-HEMBB1001930//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 10/11. //8.3e 
-12: 202: 69//AB020867 

R-HEMBB1001944//P. falciparum gene for beta subunit 
RNA polymerase. //0. 00090: 264: 62//X75544 
R-HEMBB1001945//Swietenia humilis DNA for simple t 
andem repeat (242bp).//0.056:224:62//AJ000408 
R-HEHBB1001947//RPCI11-60L13.TJ RPCI11 Homo sapien 
s genomic clone R-60L13, genomic survey sequence./ 
/7.4e-23: 146: 94//AQ202335 

R-HEMBB1001950//Human DNA sequence from clone 415G 
2 on chromosome 22 Con tains synaps in 

Ilia exon 1, EST and GS 
S, complete sequence. // O . 
5 7:1 1 5:6 8//Z 8 3 8 4 6 
R-HEMBB 1 0 0 1 9 5 2//Homo S a p i 
ens Chromosome X clone bW 
XD171, WORKING DRAFT SEQU 
ENCE, 1 ordered pieces.// 
5. 6 e - 3 6 : 2 8 3 : 8 4//AC O O 4 6 7 6 
R-HEMBB 1 00 1 9 5 3//Homo s a p i 
ens clone NH0 4 6 9M07, WORK 
ING DRAFT SEQUENCE, 7unor 
dered pieces. // 8. 9e-60 : 33 
4 : 8 2//AC0 0 5 0 3 7 

R-HEMBB100195 7//Homo s a p i 
ens clone RG 2 2 8 D17, WORKI 
NG DRAFT SEQUENCE, 2 unor 
dered pieces. // 1. 9 e — 5 6:51 
8 : 7 7//ACO O 5 0 7 7 

R-HEMBB100196 2//Homo s a p i 
ens chromosome 16, BAC c I 
one 4 6 2G18 (LANL), comple 
te sequence. //3. 2e - 19:15 
7 : 8 6//ACO O 5 7 3 6 

R-HEMBB100196 7//Homo s a p i 
ens DNA for amyloid precu 
rsor protein, completecd 
s.//5. 7e-6 8 : 3 1 4:8 9//D8 7 6 7 
5 

R-HEMBB100197 3//Homo s a p i 
ens *** SEQUENCING IN PRO 
GRESS *** from PAC E7. 1 / 
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cosmid 40 Ml, WORKING DRA 
FT SEQUENCE. //I. 4 e -3 7 : 48 
4 : 7 0//A J 0 0 9 6 1 7 

R-HEMBB 10 019 8 3//Huma n DN A 

sequence *** SEQUENCING 
IN PROGRESS * * * from c 1 o n 
e 2 15D11, WORKING DRAFT S 
EQUENCE. // 2 . 1 e - 2 8 : 2 8 6 : 7 5/ 
/A L 0 3 4 4 1 7 

R-HEMBB 1 0 0 1 9 8 8//Huma n DN A 10 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 1112F19, WORKING DRAFT 
SEQUENCE. //6. 9e-2 9 : 2 0 3:8 8 
//A L 0 3 4 4 2 0 

R-HEMBB 1 0 0 1 9 90//Homo s a p i 
ens full length insert cD 
NA clone ZC33G03. // 7 . 8 e - 9 
5:4 5 6:9 9//AF0 8 6 1 9 2 
R-HEMBB 1 00 1 996 20 
R-HEMBB 1 0 0 1 9 9 7 //H o m o s a p i 
ens clone RG050N15, WORKI 
NG DRAFT SEQUENCE, 2 6unor 
dercd pieces. //6. 4e-26 : 1 6 
2 : 8 3//AC0 0 5 0 5 5 

R-HEMBB 1 0 0 2 0 0 2 //Hum a n DNA 
sequence from PAC 2A2 on 
chromosome X containsEST 
s. //8. 2e-8 3 : 3 6 2 : 9 3//Z 8 4 8 1 
6 30 
R-HEMB B 1 0 0 2 0 0 5//Homo s a p i 
ens chromosome 3 p clone R 
PCI5-1034C16, WO RK I NGDRAF 
T SEQUENCE, 45 unordered 
pieces. //8. 5e-3 6 : 2 9 1 : 8 3// 
A C 0 0 5 9 0 3 

R-HEMBB 1 0 0 2 00 9//Homo s a p i 
ens clone DJ0828F13, comp 
lete sequence. // 5 . 6 e — 0 8:3 
0 7:6 5//AC0 0 4 9 0 4 40 
R-HEMBB1002015//HS-1039-Al-C10-MF.abi CIT Hunan Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 821 Col =19 Row=E, genomic survey sequence./ 
/1.9e-05:375: 62//B36336 

R-HEMBB1002042//CIT-HSP-2313E13.TF CIT-HSP Homo sa 
piens genomic clone 2313E13, genomic survey sequen 
ce. //0. 34: 241: 62//AQ028389 

R-HEMBB1002043//Homo sapiens chromosome 21, PI clo 
ne LBL#8 (LBNL H8), complete sequence. 111. 4e- 35: 29 
7: 82//AC005612 50 
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R-HEMBB1002044//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL H154), complete sequence. //5. 8e-96: 
582:90//AC005740 

R-HEMBB1002045//Homo sapiens chromosome 19, cosmid 
F22676, complete sequence. //4.7e-63: 575: 77//AC005 
778 

R-HEHBB1002049//Human Chromosome X clone bWXD187, 
complete sequence. //l.Se-21: 384: 64//AC004383 
R-HEMBB1002050//Homo sapiens chromosome 17, clone 
hRPK. 112J_9. completesequence. III. 5e-37: 368: 76//A 
C005553 

R-HEMBB1002068//Homo sapiens chromosome 5, BAC clo 
ne 205e20 (LBNL H170), complete sequence. //0. 30: 16 
7: 65//AC004782 

R-HEHBB1002069//Homo sapiens chromosome 19, cosmid 
R33516, compl ete sequence. 111. 3e-73: 449: 84//AC004 
799 

R-HEHBB1002092//Homo sapiens chromosome 17, clone 
hRPK.269.G_24, complete sequence. //3.8e-45: 307: 87/ 
/AC005828 

R-HEMBB1002094//Honio sapiens chromosome 19, cosmid 
R30538, complete sequence. //3. le-47: 457: 76//AC005 
943 

R-HEMBB1002115//HS_2223_B1_G10_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2223 Col=19 Row=N, genomic surveysequenc 
e. //3. Oe-58: 295: 98//AQ152279 
R-HEMBB1002139//***ALU WARNING: Human Alu-Sq subfa 
mily consensus sequence. //6. 6e-49: 283: 93//U14573 
R-HEMBB1002142//Homo sapiens clone DJ0813F11, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //I. le-45: 45 
1:76//AC006006 

R-HEHBB1002152//Homo sapiens chromosome 10 clone C 
IT987SK-1079E16 map 10q25, complete sequence. //I. 3 
e-57: 359: 81//AC005881 

R-HEMBB1002189//Human Chromosome 11 pac pDJ392al7, 
complete sequence. 1 1 A. 5e-43: 420: 77//AC000385 
R-HEHBB1002190//Homo sapiens clone DJ0876A24, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //8.2e- 33: 34 
0:64//AC004913 

R-HEHBB1002193//Sequence 5 from patent US 5709858. 
//3. 2e- 23: 154: 92//I 80846 

R-HEMBB1002217//Homo sapiens clone HS19.2 Alu-Ya5 
sequence. 111. 6e-52: 415: 81//AF015148 
R-HEMBB1002218//, complete sequence. //3.4e- 17: 178: 
82//AC005300 

R-HEMBB1002232//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0052I22; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 4 unorderedpieces. 
//1. 6e-55: 292: 88//AC004599 
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R- HEMBB1 00224 7//Homo sapiens chromosome 17, clone 
hRPK.259_G_18, complete sequence. //2.9e- 13: 227: 70/ 
/AC005829 

R-HEMBB1002249//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 455J7, WORKING DRAFT SE 
QUENCE. //I . le-06: 284: 64//AL031733 
R-HEMBB1002254//Human Chromosome X, WORKING DRAFT 
SEQUENCE, 6 unorderedpieces.//6.3e-104: 593.91//AC0 
02415 

R-HEMBB1002255//Human DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone 292E10, WORKING DRAFT S 
EQUENCE. III. le-40: 284: 85//Z93930 
R-HEMBB1002266//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS '"from contig 4-10, complete s 
equence. III. 3e-09: 371: 63//AL010216R-HEMBB1002280// 
Homo sapiens PAC clone DJ0545C24 from 7q21-q22, co 
mplete 

sequence. III. 3e-39: 247: 86//AC004534 
R-HEMBB1002300//Human Chromosome 11 Cosmid cSRL30h 
11, complete sequence.//4. le-84: 549: 86//U73642 20 
R-HEMBB1002306//Homo sapiens BAC clone RG136N17 fr 
om 7pl5-p21, completesequence.//2.5e-10:164:71//AC 
004129 

R-HEMBB1002327//Homo sapiens BAC clone GS539F22 fr 
om 7pl2-pl4, compl etesequence. //0. 39: 365: 59//AC005 
028 

R-HEMBB1002329//HS-1049-Bl-D05-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 771 Col =9 Row=H, genomic survey sequence.// 
0.96: 180: 58//B39313 30 
R-HEMBB1002340//Homo sapiens PAC clone DJ0659J06 f 
rom 7q33-q35, compl etesequence. //7. 9e- 17: 258: 73//A 
C004849 

R-HEMBB1002342//Homo sapiens mRNA for putative thi 
oredoxin-1 ike protein. //6. 9e-96: 479: 97//AJ010841 
R-HEMBB1002358//Human Xp22 BAC CT- 2851 15 (from Cal 
Tech/Research Genetics) , PAC RPCI1-27C22 (from Ro 
swell Park Cancer Center), and Cosmid U35B5(from L 
awrence Livermore), complete sequence. 111. 3e- 53: 30 
9: 83//AC002366 40 
R-HEMBB1002359//Homo sapiens clone NH0486I22, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //4.9e- 27: 35 
0:74//AC005038 

R-HEMBB1002364//Horao sapiens Xp22 PAC RPCI1-108M6 
(Roswell Park Cancer Center PAC library) complete 
sequence. IIS. 6e-53: 302: 79//AC003036 
R-HEMBB1002371//Human gene for catalase (EC 1. 11. 
1.6) exon 11 mapping tochromosome 11, band pl3.// 
3. 2e- 38: 199: 100//X04094 

R-HEMBB1002381//Homo sapiens (JH8) mRNA, partial c 50 
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ds. 113. 2e-07: 120: 78//AF072467 
R-HEHBB1002383//Human DNA sequence from cosmid U19 
H10 on chromosome X. Contains ESTs and CA repeat./ 
/0. 98: 351: 58//AL021182 

R-HEMBB1002387//HS-1052-B2-C10-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 774 Col =20 Row=N, genomic survey sequence./ 
/2. Oe-07: 276: 67//B41091 

R-HEMBB1002415//Homo sapiens chromosome 17, clone 
hRPK.209_D_14, complete sequence. //1.4e- 25: 202:79 
//AC005730 

R-HEMBB1002425//Homo sapiens chromosome 19, cosmid 
R33516, compl ete sequence. 113. 6e-60: 401 : 87//AC004 
799 

R-HEMBB1002442//Homo sapiens clone UWGC:r9a from 6 
p21 , complete sequence. //3. le-51 : 358: 81//AC006046 
R-HEMBB1002453//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 86D1, WORKING DRAFT SEQ 
UENCE. III. 4e-115: 557: 98//AL034349 
R-HEMBB1002457//Human DNA sequence from clone 3641 
22 on chromosome Xq21.31-22.3. Contains an STS and 
GSSs, complete sequence. //6.3e-37: 338: 80//AL03101 

2 

R-HEMBB1002458//Homo sapiens T-cell receptor alpha 
delta locus from bases 250472 to 501670 (section 
2 of 5) of the Complete Nucleotide Sequence. //9. 7e 
-09: 314: 64//AE000659 

R-HEMBB1002477//Arabidopsis thaliana DNA chromosom 
e 4, BAC clone T12H17(ESSAII proj ect) . //0. 42: 110:7 
4//AL021635 

R-HEMBB1002489//Salvelinus fontinalis microsatelli 
te sequence SF0-12.//6.6e-06: 167: 71//U50302 
R- HEHBB1 002492//RPCI 1 1 - 74F2 1 . TK RPCI11 Homo sapien 
s genomic clone R-74F21, genomic survey sequence./ 
/3. le-14: 410: 63//AQ238960 

R-HEMBB1002495//HS_3220_ J A2_F07_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3220 Col =14 Row=K, genomic surveysequenc 
e. III. 3e-24: 137: 100//AQ180762 
R-HEMBB1002502//Homo sapiens chromosome 17, clone 
hRPK. 346JL10, complete sequence. //9.6e-81: 538: 86/ 
/AC006120 

R-HEHBB1002509//Human DNA sequence from clone 581F 
12 on chromosome Xq21. Contains Eukaryotic Translat 
ion Initiation Factor EIF3 P35 Subunit and60S Ribo 
somal protein L22 pseudogenes. Contains ESTs, comp 
lete sequence. 110. 0061: 482: 57//AL031313 
R-HEMBB1002510//HS_2179_ J Al_F03JfR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2179 Col =5 Row=K, genomic survey sequenc 
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e.//6.9e-35:423:72//AQ298309 
R-HEMBB1002520//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 27K12, WORKING DRAFT SE 
QUENCE. //2. Oe-62: 201: 85//AL033397 
R-HEMBB1002522//Homo sapiens chromosome 5, Pac clo 
ne 61c2 (LBNL B139), complete sequence. //0. 99: 323: 
58//AC004225 
R-HEHBB1002531 

R-HEMBB1002534//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 2/15, W 10 
ORKI NG DRAFT SEQUENCE. //I . Oe-61 : 380: 79//AP000009 
R-HEMBB1002545//RPCI11-2F3.TVB RPCI-11 Homo sapien 
s genomic clone RPCI-11-2F3, genomic survey sequen 
ce.//3.5e-12:414:63//B63283 
R-HEMBB1002550 

R-HEMBB1002556//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0481P14; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 7 unorderedpieces. 
//2. 6e-62: 299: 85//AC006160 

R-HEMBB1002579//Human DNA sequence *** SEQUENCING 20 
IN PROGRESS *** from clone 1141E15, WORKING DRAFT 
SEQUENCE. //I. 7e-42: 286: 88//AL034422 
R-HEMBB1002582//Homo sapiens clone DJ1119N05, comp 
lete sequence. //3. Oe- 14: 426: 60//AC004968 
R-HEMBB1002590//Homo sapiens clone RG132J19, compl 
ete sequence. //I. le-30: 392: 74//AC005163 
R-HEMBB1002596//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 508115, WORKING DRAFT S 
EQUENCE. //8. 5e-44: 335: 83//AL02 1707 
R-HEMBB1002600//Homo sapiens 12pl3.3 PAC RPCI 5- 106 30 
3M23 (Roswell Park Cancer Institute Human PAC Libr 
ary) compl ete sequence. III. Oe- 105: 470: 96//AC005865 
R-HEMBB1002601/7Homo sapiens chromosome 17, clone 
HRPC837J1 , compl ete sequence. Ill . 3e-44: 445: 77//AC0 
04223 

R-HEMBB1002603//Homo sapiens clone UWGC:y23c049 fr 
om 6p21. complete sequence. //7.0e-40: 321: 82//AC006 
162 

R-HEMBB1002607//CIT-HSP-2347D7.TF CIT-HSP Homo sap 
iens genomic clone 2347D7, genomic survey sequenc 40 
e. //I. le-44: 234: 98//AQ060197 
R-HEMBB1002610//Human Chromosome 16 BAC clone CIT9 
87SK-A-363E6, compl etesequence. 111. Oe-22: 455: 65//U 
91321 

R-HEMBB1002613//Homo sapiens 12pl3.3 BAC RPCI 11-47 ' 
6M19 (Roswell Park Cancer Institute Human BAC Libr 
•ary) complete sequence. //3. Oe- 72: 302: 85//AC005908 
R-HEMBB1002614//Homo sapiens 12ql3. 1 PAC RPCI 1-228 
PI 6 (Roswell Park Cancer Institute Human PAC Libra 
ry) compl ete sequence. III. 8e- 10: 512: 60//AC004801 50 
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R-HEHBB1002617//Homo sapiens clone DJ1021I20, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //6.8e-24: 48 
6: 63//AC005520 

R-HEMBB1002623//Homo sapiens PAC clone DJ1059H17 f 
rom 7q21-q31.1, complete sequence. //2.4e-41: 326: 83 
V/AC004953 

R-HEMBB1002635//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-189M20, WORKING DRAFT SEQUENCE, 39 unor 
dered pi eces. III. 6e-42: 360: 80//AC005910 
R-HEHBB1002664//Homo sapiens chromosome 21q22.3 PA 
C 171F15, complete sequence. //9. le-51: 335: 87//AF04 
2090 

R-HEMBB1002677//Plasmodium falciparum strain Dd2 h 
eat shock protein 86 (HSP86), 01 (ol) f 03 (o3), 02 

(o2). CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9(cg9), 
CGI (cgl), CG6 (cg6), chloroquine resistance candi 
date protein (cg2), and CG7 (cg7) genes, complete 
cds. 110. 0011: 399: 59//AF030694 
R-HEMBB1002683//Homo sapiens chromosome 21q22.3 PA 
C 171F15, complete sequence. //4. le-55: 515: 76//AF04 
2090 

R-HEMBB1002684//Human BAC clone RG066D11 from 7q2 
2, complete sequence. III. 7e- 18: 504: 62//AC002430 
R-HEMBB1002686//Homo sapiens full length insert cD 
NA clone ZC65D06.//7.0e-85:413:99//AF086217 
R-HEMBB1002692//Homo sapiens 12pl3.3 BAC RPCI11-31 
9E16 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. 119. 8e- 69: 505: 82//AC006206 
R-HEMBB1002697//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 26: 390: 58//AC004153 
R-HEHBB1002699//Human NFE genomic fragment. //8. Oe- 
32:226:79//H98511 

R-HEMBB1002702//CIT-HSP-344K23.TVC CIT-HSP Homo sa 
pi ens genomic clone 344K23, genomic survey sequenc 
e.//8.6e-43:351:80//B59764 

R-HEMBB1002705//Plasmodium yoelii rhoptry protein, 
compl ete cds. 110. 0064: 454: 59//L27838 
R-HEMBB1002712//Human DNA sequence from clone 505B 
13 on chromosome lp36.2-36.3 Contains CA repeat an 
d GSSs, complete sequence. //9.6e-09: 187: 67//Z98052 
R-MAMHA1000009//Homo sapiens clone NH0469M07, WORK 
ING DRAFT SEQUENCE, 7unonlered pieces. //4. le-21: 20 
1:80//AC005037 

R-HAMMA1000019//Homo sapiens chromosome 21q22.2 PA 
C clone P169K17, complete sequence. //4.2e-48: 306: 8 
2//AF015720 . 

R-MAMMA1000020//Human DNA sequence from clone 551E 
13 on chromosome Xpll.2-11.3 Contains farnesyl pyr 
ophosphate synthetase pseudogene, VT4 protein pseu 
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dogene, EST, GSS, complete sequence. //1.4e-41: 306: 
86//AL022163 

R-MAMMA100Q025//Human DNA sequence from clone 512B 
11 on chromosome 6p24-25. Contains the Desmoplakln 
I (DPI) gene, ESTs, STSs and GSSs, completesequen 
ce. //6. le-36: 281: 83//AL031058 
R-MAMMA1000043//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 8c In DGCRRegion, complete sequence.// 
1 . 3e-67: 321 : 88//AC000090 

R-MAMMA1000045//Homo sapiens chromosome 4 clone B2 10 
20G8 map 4q21, complete sequence. //6. 7e-86: 559: 86/ 
/AC004054 

R-MAMMA1000055//Branta canadensis CA dinucleotide 
repeat locus Bcamicrol.//0.79:63:77//AF025889 
R-MAMMA1000057//Homo sapiens DNA sequence from cos 
mid ICK0721Q on chromosome 6. Contains a 60S Ribos 
omal Protein L35A LIKE pseudogene, a gene coding f 
or a 60S Ribosomal Protein L12 LIKE protein in an 
intron of the HSET gene coding for a Kinesin relat 
ed protein, the PHF1 (PHF2) gene coding for altera 20 
ative splice products PHD finger proteins 1 and 2, 

the genecoding for five different alternatively s 
pi iced mRNAs coding for a protein similar to CYTA 
(CYCY) and identical to a polypeptide coded for by 

aknown patented cDNA, and the first two exons of 
the gene coding for thehuman homolog of the rat sy 
naptic ras GTPase- activating protein pl35 SynGAP. 
Contains three predicted CpG islands, ESTs and an 
STS, complete sequence. //1. 6e- 53: 397: 83//AL021366 
R-MAMMA1000069//Homo sapiens clone RG052H06, WORKI 30 
NG DRAFT SEQUENCE, llunordered pieces. //2.0e-37: 29 
5:83//AC005057 

R-MAMMA1000084//Bomo sapiens chromosome Xp22- 135-1 
36 clone GSHB-567I1, WORKING DRAFT SEQUENCE, 35 un 
ordered pieces. //I. le-45: 296: 88//AC005867 
R-MAMMA1000085 

R-HAMMA1000092//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 774G10, WORKING DRAFT S 
EQUENCE. //8. 2e-34: 539: 69//AL034410 
R-HAMMA1000103//Homo sapiens chromosome 17, clone 40 
hCIT. 91 J_4, completesequence. //3. 4e-39: 297: 85//AC 
003976 

R-MAMMA1000117//Homo sapiens p47-phox (NCF1) pseud 
ogene, clone P38, exon5.//2.6e-07: 162: 67//U69641 
R-MAMHA1000129//Homo sapiens clone DJ076B20, WORKI 
NG DRAFT SEQUENCE, 6 unordered pieces.//6. le-13: 14 
1:80//AC004882 
R-HAMHA1000133 

R-HAHHA1000134//Homo sapiens chromosome 19, cosmid 
R26660, complete sequence. //9.7e- 18: 171: 80//AC005 50 
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R-MAMMA1000139//Homo sapiens clone DJ241P17, WORKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //1.2e-49: 36 
6: 75//AC005000 

R-MAMMA1000143//Homo sapiens *** SEQUENCING IN PRO 
GRESS *** from PAC D9.2, WORKING DRAFT SEQUENCE.// 
3.9e-56:318:89//AJ009615 

R-MAMMA1000155//Human DNA sequence from clone 323M 
22 on chromosome 22ql3. 1-13.2. Contains the 5' par 
t of the human ortholog of chicken P52 and mouse H 
74, and a novel gene coding for a protein similar 
to KIAA0173 andworm Tubulin Tyrosine Ligase. Conta 
ins ESTS, STSs, GSSs, genomic markerD22S418 and pu 
tative CpG islands, complete sequence. 111. le-68: 56 
2: 78//AL022476 

R-MAMMA1000163//Homo sapiens clone RG315H11, WORKI 
NG DRAFT SEQUENCE, 5 unordered pieces. //5.3e-06: 40 
8: 58//AC005089 

R-MAMMA1000171//CIT-HSP-2335L20.TR CIT-HSP Homo sa 
pi ens genomic clone 2335L20, genomic survey sequen 
ce. //L 5e-42: 173: 89//AQ037381 
R-MAHMA1000173 

R-MAMMA1000175//H. sapiens CpG island DNA genomic H 
sel fragment, clone 186c5, reverse read cpgl86c5.r 
tlb.//0.072:90:72//Z57594 

R-MAHHA1000183//Homo sapiens Xp22 BAC GSHB-184P14 
(Genome Systems HumanBAC library) complete sequenc 
e. //1. 5e-44: 445: 75//AC004552 
R-MAHMA1000198//Homo sapiens clone C102D0968, comp 
lete sequence. //1 . 9e-23: 135: 85//AF038667 
R-MAMMA1000221//RS_3242_B2_H02_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3242 Col =4 Row=P, genomic survey sequenc 
e. //0. 031: 167: 67//AQ220385 
R-HAMHA1000227//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1071N3, WORKING DRAFT S 
EQUENCE. //4. 5e-36: 487: 71//AL031728 
R-MAMMA1000241//Homo sapiens DNA sequence from PAC 
93L7 on chromosome Xq21. Contains part of the CHM 
(TCD, REP1) gene coding for RAB Escort protein 1 
(REP- 1 , RAB proteins geranylgeranyl transferase com 
ponent A 1, Choroideraemia protein, Tapetochoroida 
1 Dystrophy (TCD) protein). Contains ESTs and an S 
TS, complete sequence. //6. 2e-07: 445: 59//AL022401 
R-MAMMA1000251//Hamo sapiens chromosome 19, cosmid 
F23465, complete sequence. //1. 6e- 25: 390: 69//AC005 
266 

R-MAMHA1000254//Homo sapiens DNA sequence from BAC 
1216H12 on chromosome22ql2. Contains a pseudogene 
with similarity to part of mouse Ninein and the K 
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IAA0609 gene for a protein similar to C. elegans K 
09C8.4. Contains ESTs, GSSs and a ggtt repeat poly 
morphi sin, compl ete sequence. //I . le-37: 327: 80//AL00 
8715 

R-HAMHA1000257//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1125A11, WORKING DRAFT 
SEQUENCE. //1. 3e-22: 281: 74//AL034549 
R-MAMMA1000264//*** SEQUENCING IN PROGRESS EPM 
1/APECED region of chromosome 21, clones A68E8, Bl 
27P21, B173L3, B23N8, C1242C9, C579E2, A70B6, B159 10 
G9, B175D10, B52C10, C124G1 Note: Sequencing in th 
is region has been discontinued by the Stanford flu 
man Genome Center, WORKING DRAFT SEQUENCE, 50 unor 
dered pi eces. //1 . 7e-29: 337: 67//AC003656 
R-MAMMA1000266//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 681N20, WORKING DRAFT S 
EQUENCE. 111. 7e-37: 339: 80//AL031670 
R-MAMMA1000270//fluman Chromosome 16 BAC clone CIT9 
87SK-A-270G1 , compl etesequence. //I . 2e-40: 283: 86//A 
F001549 20 
R-MAMMA1000277//CIT-HSP-516K6.TP CIT-HSP Bomo sapi 
ens genomic clone 516K6, genomic survey sequence./ 
/3.0e-29:265:80//B49900 

R-MAMMA1000278//Sequence 25 from patent US 570815 
7.//2.6e-39:282:82//I80056 

R-MAMMA1000279//Homo sapiens chromosome 16, cosmid 
clone 390H2 (LANL), complete sequence. //1.6e- 52: 2 
95:84//AC004494 

R-MAMMA1000284//CITBI-E1-2522B20.TF CITBI-E1 Homo 
sapiens genomic clone2522B20, genomic survey seque 30 
nee. III. 8e-ll: 288: 61//AQ280722 
R-MAMMA1000287 

R-MAMMA1000302//Homo sapiens chromosome 17, clone 
hRPK. 1 12 J_9, compl etesequence. //4. le- 16: 169: 77//A 
C005553 

R-MAMHA1000307//RPCI11-89L1.TV RPCI11 Bomo sapiens 
genomic clone R-89L1, genomic survey sequence. //I. 
3e-86: 429: 97//AQ284795 

R-MAMMA1000309//Homo sapiens hJAG2.del-E6 (JAG2) m 
RNA, alternatively spliced isoform of Jagged2, com 40 
pi ete cds. //0. 00020: 384: 60//AF029779 
R-HAMMA1000312//Ichneutes sp. 16S ribosomal RNA ge 
ne, partial sequence. //0. 0026: 310: 60//AF003518 
R-MAMHA1000313//Buman cosmid Xq28JA649, complete 
sequence. //1. 5e-26: 317: 67//U82694 
R-MAMMA1000331//Homo sapiens clone DJ1007F24, WORK 
ING DRAFT SEQUENCE, 5unordered pi eces. //3. le- 39: 27 
7: 86//AC004947 

R-MAMMA1000339//Homo sapiens clone HS19.1 Alu-Ya5 
sequence. //3. 2e-44: 180: 89//AF015147 50 
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R-MAMMA1000340//Plasmodium falciparum chromosome 
2, section 25 of 73 ofthe complete sequence. //0. 9 
7:293:64//AE001388 

R-MAMMA1000348//Homo sapiens BAC129, complete sequ 
ence. IIA. 4e-27: 365: 72//U85195 
R-MAMMA1000356//Drosophila melanogaster DNA sequen 
ce (PI DS02252 (D97)), compl ete sequence. //0. 73: 33 
2:61//AC002493 

R-HAHMA1000360//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence.//4.6e-80:279:89//A 
C005189 

R-MAMHA1000361//fluman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 753D4, WORKING DRAFT SE 
QUENCE. 111. 8e-18: 346: 63//AL031676 
R-MAMMA1000372//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y214H10, WORKING DRAFT 
SEQUENCE. 115. 3e-40: 299: 83//AL022344 
R-MAMHA1000385//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 310013, WORKING DRAFT S 
EQUENCE. III. Oe-28: 225: 84//AL031658 
R-HAMMA1000388//CIT-HSP-2321D3.TR CIT-HSP Homo sap 
iens genomic clone 2321D3, genomic survey sequenc 
e. Ilk. 7e-60: 298: 99//AQ038102 
R-MAHMA1000395 

R-HAMMA1000402//Homo sapiens PAC clone DJ1107K12 f 
rom 7pl2-pl4, completesequence.//1.4e-84:276:88//A 
C004692 

R-HAHHA1000410//Human Chromosome 16 BAC clone CIT9 
87SK-A-211C6, compl etesequence. IIS. 7e-35: 360: 76//A 
C002394 

R-MAMMA1000413//Homo sapiens chromosome 17, clone 
hRPC. 842^A_23, complete sequence. //3. le-69: 327: 79/ 
/AC004662 

R-HAHHA1000414//Homo sapiens DNA sequence from PAC 
164L12 on chromosomeXql3. 1-Xq21. 2. Contains GSS 
(BAC end sequence) , STS. III. 6e-41: 180: 87//AL009028 
R-HAHHA1000416//Homo sapiens clone DJ1136G02, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //3. le-59: 47 
8: 77//AC005377 

R-HAMMA1000421//Human coxVIb gene, last exon and f 
lanking sequence. //5. 3e- 53: 294: 82//X58139 . 
R-MAHHA1000422//fluman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 8B22, WORKING DRAFT SEQ 
UENCE. //1. 0: 252: 59//AL031737 
R- MAMMA 1 0004 23//Homo sapiens clone DA0065G23, comp 
lete sequence. 111. Oe-50: 491: 76//AC004816 
R-MAMMA1000424//Human DNA sequence from PAC 507115 
on chromosome Xq26.3-27.3. Contains 60S ribosomal 
protein L44 (L41, L36) like gene, ESTs, STSs and 
a polymorphic CA repeat. //3.5e-40: 340: 80//Z98950 
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R-MAMMA1000429//Hus musculus SDP8 mRNA, complete c 
ds. 110. 0019: 87: 79//AF062484 
R-MAMMA1000431//Homo sapiens clone DJ0098022, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //2.0e-58: 56 
4:77//AC004821 

R-MAMMA1000444//fluman BAC clone RG126M09 from 7q21 
-q22, compl ete sequence. //3. 0e-43: 328: 83//AC002067 
R-MAMHA1000446//Human chromosome X clone Qcl5Bl, c 
omplete sequence. //0. 95: 209: 65//U82672 
R-MAMMA1000458//Arabidopsis thai i ana genomic DNA, 10 
chromosome 5, PI clone: MXK3, complete sequence.// 
0.99: 182: 61//AB019236 
R-HAHHA1000468 

R-HAMMA1000472//Homo sapiens genomic DM, 21q regi 
on, clone: 655M9N34, genomic survey sequence. //1.0 
e-38: 142: 88//AG010148 

R-MAMMA1000478//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 16915, WORKING DRAFT SE 
QUENCE. //I. 3e-37: 286: 83//Z93015 
R-MAMMA1000483//CIT-HSP-384B14.TR CIT-HSP Homo sap 20 
iens genomic clone 384B14, genomic survey sequenc 
e.//4.3e-34:158:86//B54637 
R-MAMMA1000490//Homo sapiens chromosome 19, BAC CI 
T-B- 191n6, complete sequence. //4. 2e-98: 569: 90//AC0 
06130 

R-MAMMA1000500//Human BRCA1 , Rho7 and vatl genes, 
complete cds, and ipf35 gene, partial cds.//1.2e-4 
1:334:79//L78833 

R-MAMMA1000501 //Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 153G14, WORKING DRAFT S 30 
EQUENCE. //I. 4e-38: 250: 84//AL031118 
R-MAMMA1000516//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. //I. 3e-43: 318: 83//Z82207 
R-MAMMA1000522//Human DNA sequence from clone 739H 
11 on chromosome lp33-34.2 Contains KIAA0237 gene, 
EST, STS, GSS, complete sequence. //4.4e- 13: 202: 73 
//AL031289 

R-MAMMA1000559//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 16915, WORKING DRAFT SE 40 
QUENCE. III. 2e-30: 245: 83//Z93015 
R-MAMMA1000565//Homo sapiens chromosome 10 clone L 
A10NC01_183_B_7 map 10q24. WORKING DRAFT SEQUENCE, 
1 ordered pieces.//3.6e-39:281:80//U82205 
R-MAMMA1000567//Rattus norvegicus nonmuscle caldes 
mon mRNA, complete cds.//9.2e-19:216:76//U18419 
R-MAMMA1000576 

R- MAMMA 1000583//Romo sapiens chromosome 17, clone 
hRPK.112JJ0, complete sequence. //5.4e-53: 297: 85/ 
/AC005666 50 
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R-MAMMA1000585//flomo sapiens clone DJ1015P16, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //1.2e- 35: 45 
0: 71//AC006018 

R-MAMMA1000594//Homo sapiens *** SEQUENCING IN PRO 
GRESS *** from cosmid5L5, WORKING DRAFT SEQUENCE./ 
/4. 3e-26: 293: 75//AJ009613 

R-MAMM1000597//CIT-HSP-2341F4.TF CIT-HSP Homo sap 
iens genomic clone 2341F4, genomic survey sequenc 
e. //0. 83: 1 10: 70//AQ057131 

R-MAMMA1000605//Homo sapiens clone DJ1090E20, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //2.6e- 50: 29 
0:86//AC004956 

R-MAMMA1000612//CIT-HSP-2334J18.TF CIT-HSP Homo sa 
piens genomic clone 2334J18, genomic survey sequen 
ce.//0.76: 132: 65//AQ038364 
R-MAMMA1000616//Ibalia leucospoides mitochondrion 
16S rRNA gene, partialsequence.//6.8e-06:431:59//U 
06970 

R-MAMMA1000621//Human NBR2 mRNA, complete cds.//5. 

3e-27:258:80//U88573 

R-MAMMA1000623 

R-MAMMA1000625//Homo sapiens chromosome 19, cosmid 
R31665, compl ete sequence. III. 3e-07: 325: 63//AC005 
498 

R-MAMMA1000643//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 39B17, WORKING DRAFT SE 
QUENCE. I IV 4e-06: 236: 68//AL023656 
R-MAMHA1000664//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0326F06; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 16 unorderedpiece 
s. III. 4e-40: 338: 81//AC004555 
R-MAMMA1000669//Human DNA sequence from clone 453C 
12 on chromosome 20ql2-13.12 Contains SDC4 (syndec 
an 4 (amphiglycan, ryudocan)) predicts a gene like 
the mouse transcription factor RBP-L, MATN4 (mat 
rilin-4) STS, GSS, CpG island, complete sequence./ 
/1. 2e-46: 327: 86//AL021578 
R-MAMMA1000670 

R-MAMMA1000672//Human DNA sequence from clone 478D 
8 on chromosome 6p24. Contains STSs and GSSs, compl 
ete sequence. III. 2e-29: 328: 76//AL031785 
R-MAMMA1000684//Mus musculus frizzled-1 mRNA, comp 
lete cds.//0.21:247:63//AF054623 
R-MAMMA1000696//Human Chromosome X clone bWXD173, 
WORKING DRAFT SEQUENCE, 2 ordered pieces. //2.7e-4 
6:464:71//AC004387 

R-MAMMA1000707//Homo sapiens clone RG219E16, WORKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //3.4e-09: 24 
4:66//AC005075 

R-MAMMA1000713//Homo sapiens clone DJ0425I02, WORK 
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ING DRAFT SEQUENCE, Sunordered pieces.//3.7e-51:43 
9: 74//AC005478 

R-MAMMA1000714//Homo sapiens BAC clone RG152H24 fr 
om 7pl5-p21 , compl etesequence. III. 8e-29: 288: 75//AC 
004694 

R-MAMMA1000718//Human Xp22 BAC CT- 2851 15 (from Cal 
Tech/Research Genetics) , PAC RPCI1-27C22 (from Ro 
swell Park Cancer Center), and Cosmid U35B5(from L 
awrence Liveraore), complete sequence. //3.0e-37: 23 
1:91//AC002366 10 
R-MAMHA1000720//Homo sapiens chromosome 19, cosmid 
R33632, compl ete sequence. //1 . 4e-35: 299: 81//AC005 
781 

R-MAMMA10Q0723//Human DNA sequence from clone 551E 
13 on chromosome Xpll.2-11.3 Contains farnesyl pyr 
ophosphate synthetase pseudogene, VT4 protein pseu 
dogene, EST, GSS, complete sequence. //3.9e- 59: 409: 
79//AL022163 

R-MAMMA1000731//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //9.4e- 29: 56 20 
0:66//AC005077 

R-MAMMA1000732//Homo sapiens clone DJ0539M06, WORK 
ING DRAFT SEQUENCE, lOunordered pieces.//2.4e-14:3 
09:68//AC004832 

R-HAMMA1000733//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 732E4, WORKING DRAFT SE 
QUENCE. //4. le-29: 377: 71//AL008722 
R-MAMHA1000734//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 191J18, WORKING DRAFT S 
EQUENCE. III. Oe- 108: 420: 99//AL024507 30 
R-MAMMA1000738//fluman V beta T-cell receptor (TCRB 
V) gene locus. //6.6e-41: 347: 82//U031 15 
R-MAMMA1000744//T2708-T7 TAMU Arabidopsis thai i ana 
genomic clone T2708, genomic survey sequence. 110. 0 
95:367:60//B20150 

R-MAMMA1000746//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0135005; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 23 unorderedpiece 
s. 111. 4e-95: 569: 87//AC004661 

R-MAMMA1000752//Homo sapiens BAC clone BK085E05 fr 40 
om 22ql2.1-qter, complete sequence. III. 3e- 48: 295: 8 
4//AC003071 

R-MAMMA1000760//Human DNA sequence from clone B79B 
4 on chromosome 22 Contains CA repeat and GSS, com 
pi ete sequence. 115. 7e-45: 347: 82//Z82178 
R-MAMMA1000761//Homo sapiens cosmid clone LUCA16 f 
rom 3p21.3, complete sequence. III. le- 32: 292: 80//U7 
3169 

R-MAMMA1000775//Homo sapiens chromosome 17, clone 
hRPK. 22_N_12, W0RKINGDRAFT SEQUENCE, 2 ordered pi 50 
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eces. III. 5e-50: 467: 79//AC005412 
R-MAMMA1000776//Human BAC clone GS552A01 from 7q21 
-q22, complete sequence. //1.0e-63: 429: 79//AC002454 
R-MAMMA1000778//Human DNA sequence from 4PTEL, Hun 
tington s Disease Region, chromosome 4pl6. 3. //3. 5e 
-25:234:81//Z95704 

R-MAMMA1000782//Human DNA sequence from clone 459L 
4 on chromosome 6p22. 3-24.1 Contains EST, STS, GS 
S, complete sequence. //0. 0021: 119: 74//AL031120 
R-MAMMA1000798//Homo sapiens 959 kb contig between 
AHL1 and CBR1 on chromosome 21q22, segment 2/3.// 
6.3e-08:269:64//AJ229042 

R-HAHHA1000802//Homo sapiens chromosome 19, cosmid 
R33729, complete sequence. III. le- 36: 261: 80//AC005 
339 

R-MAMMA1000831//CIT-HSP-2387J3.TF.1 CIT-HSP Homo s 
apiens genomic clone 2387J3, genomic survey sequen 
ce.//0.68:156:65//AQ240807 
R-MAMMA1000839//Homo sapiens chromosome 17, clone 
hRPK. 726JL12, W0RKINGDRAFT SEQUENCE, 6 unordered 
pieces. 7/4. 6e-50: 335: 86//AC005517 
R-MAMMA1000841//Human Chromosome 16 BAC clone CIT9 
87SK-A-972D3, compl etesequence. f/L 3e-40: 322: 77//U 
91323 

R-MAHHA1000842//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 341D10, WORKING DRAFT S 
EQUENCE. Ilk. le-44: 471 : 74//Z97985 
R-MAHMA1000843//Homo sapiens clone 82F9, WORKING D 
RAFT SEQUENCE, 4 unordered pieces. 110. 85: 394: 60//A 
C004815 

R-HAMMA1000845//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P1, WORKING DRAFT S 
EQUENCE. 110. 54: 303: 63//AL031744 
R- MAMMA 1000851 //Homo sapiens chromosome X, MeCP2 1 
ocus, complete sequence. III. 7e-10: 1 15: 83//AF030876 
R-MAMHA1000855//Homo sapiens PAC clone 278C19 from 

12q, complete sequence. //5.0e-44: 352: 83//AC004263 
R-MAMHA1000856//Homo sapiens chromosome 19, cosmid 

F24200, compl ete sequence. Ill . 8e- 10: 149: 74//AC004 
611 

R-MAMMA1000862//Hepatitis C virus genomic RNA, 3' 
nonstranslated region, partial sequence, clone #16. 
IIS. le-05:205:66//AF009075 

R-MAMMA1000863//Homo sapiens Xp22 Cosmids U15E4, U 
115H5, U132E12, U115B9 (Lawrence Livermore human co 
smid library) complete sequence. //2.9e-49: 421:80// 
AC002364 

R-HAMHA1000865//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-328A3, complete sequence. //9. le-41: 3 
02: 83//AC002301 
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R-MAMHA1000867//BiDDan BRCA1, Rho7 and vatl genes, 
complete cds, and ipf35 gene, partial cds.//1.9e-l 
7:500:61//L78833 

R-MAMMA1000875//Homo sapiens chromosome 16, cosmid 
clone RT99 (LANL), complete sequence. //1. 2e-17: 21 
1 : 74//AC004653 

R-MAMMA1000876//Homo sapiens Xp22 BAC GS-607H18 (G 
enome Systems Human BAC library) complete sequenc 
e. //4. 7e-09: 160: 65//AC003658 

R-MAMMA1000877//Homo sapiens DNA sequence from PAC 10 
958B3 on chromosome Xp22. Il-Xp22.22. Contains EST 
s STS and CpG island. //3. 2e- 34: 354: 75//Z93023 
R-HAHHA1000880//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-575C2, complete sequence. //1.4e-41: 4 
11:74//AC002425 
R-MAHHA1000883 
R-MAMMA1000897 

R-MAMMA1000905//Homo sapiens chromosome 5, PI clon 
e 274A11 (LBNLH66), complete sequence. //1.3e- 73: 3 
04:91//AC004506 20 
R-HAMMA1000906//Buman DNA from chromosome 19-speci 
fic cosmid F14150, genomic sequence, complete sequ 
ence. //8. 4e-23: 194: 83//AC0031 10 
R-MAMMA1000908//Human Chromosome 15q26.1 PAC clone 
pDJ416i6, complete sequence. //1.5e-09: 170: 71//AC0 
03024 

R-MAMMA1000914//Homo sapiens PAC clone DJ0740L10 f 
rom 7pl3-pl4, completesequence. //8. 3e- 13: 323: 67//A 
C005247 

R-MAMHA1000921//Buman DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. //6. 8e-28: 333: 72//AL034379 
R-MAMM1000931//HSJ227J1J03J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3227 Col =5 Row=D, genomic survey sequenc 
e.//1.4e-55:443:79//AQ191777 
R-MAMMA1000940//Homo sapiens clone RG013F03, W0RKI 
NG DRAFT SEQUENCE, 6 unordered pieces. //2.0e- 43: 34 
0: 84//AC005046 

R-MAMMA1000941//Homo sapiens chromosome 17, clone 40 
297N7, complete sequence. //1.8e-53: 330: 84//AC00234 
7 

R-MAMMA1000942//Human Chromosome X clone bWXD187, 
compl ete sequence. //1 . 2e-39: 391 : 74//AC004383 
R-MAMMA1000943//Human PAC clone DJ327A19 from Xq25 
-q26, complete sequence. //4.6e-75: 566: 8 1//AC002477 
R-MAMHA1000956//Plasmodium falciparum HAL3P7, comp 
lete sequence. //0. 013: 285: 59//AL034559 
R-MAMHA1000957//Homo sapiens clone RG339C12, W0RKI 
NG DRAFT SEQUENCE, lOunordered pieces. //5.2e-45: 28 50 
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8:90//AC005096 

R-MAMMA1000962//Homo sapiens clone DJ0756H11, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //2.9e- 108: 5 
61:96//AC006001 

R-MAMIA1000968//Homo sapiens PAC clone 278C19 from 
12q, complete sequence. //3. 9e-41: 287: 87//AC004263 
R-MAHMA1000975//Homo sapiens DNA sequence from PAC 
179N16 on chromosome6p21. 1-21.33. Contains the SA 
PK4 (MAPK p38delta) gene, and the alternatively sp 
liced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains E 
STs, STSs and two predicted CpG islands, complete 
sequence. //9. 4e-65: 542: 79//Z95152 
R-MAMMA1000979//Homo sapiens chromosome 21q22.3, P 
AC clones 314N7, 225L15, BAC clone 7B7, complete s 
equence bases 1. . 333303. //3. 2e-34: 296: 80//AJ011930 
R-MAMMA1000987//Homo sapiens CC chemokine gene clu 
ster, complete sequence. //1.7e-40: 255: 87//AF088219 
R-MAMMA1000998//Homo sapiens PAC clone DJ1152D16 f 
rom Xq23, complete sequence. III. 5e- 39: 315: 73//AC00 
5190 

R-MAMMA1001003//Homo sapiens chromosome 10 clone C 
IT-HSP-1338F24 map 10pll.2-10pl2. 1, complete seque 
nee. III. 4e-52: 296: 84//AC006101 
R-MAMMA1001008//Homo sapiens *** SEQUENCING IN PRO 
CRESS WORKING DRAFT SEQUENCE. //7.9e-88: 432: 98 
//AJ011929 

R-HAHMA1001021//Homo sapiens PAC clone DJ0859H06 f 
rom 7qll, complete sequence. //3. 8e- 39: 286: 87//AC00 
4910 

R-MAMMA1001024//Homo sapiens clone DJ0876A24, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //2.0e-31: 27 
4:80//AC004913 

R-MAMMA1001030//Homo sapiens full length insert cD 
NA cl one ZD96C01 . //3. 2e-99: 469: 99//AF088074 
R-MAMMA1001035//RPCI-l-46G8Sp6 RPCI-1 Homo sapiens 
genomic clone RPCI-l-46G8Sp6, genomic survey sequ 
ence. III. 5e-49: 270: 90//AQ275285 
R-MAMMA1001038//Homo sapiens chromosome 3, ol facto 
ry receptor pseudogenecluster 1, complete sequenc 
e, and myosin light chain kinase (KLCK) pseudogen 
e, parti al sequence. Ill . te-41 : 285: 87//AF042089 
R-nnnnnnnnnnnn 

R-MAMMA1001050//Homo sapiens genomic DNA, 237 kb s 
egment from 6p21.3 region including HLA genes, W0R 
KING DRAFT SEQUENCE. III. 3e- 55: 334: 91//D84394 
R-MAMHA1001059//Mouse RNA helicase and RNA-depende 
nt ATPase from the DEAD box family mRNA. complete 
cds. //1. 7e-51:481: 77//L25125 
R-MAMMA1001067//CIT-HSP-2371K20.TF CIT-HSP Homo sa 
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pi ens genomic clone 2371K20, genomic survey sequen 

ce. 111. 2e-65: 346: 95//AQ1 11326 

R-MAMMA1001073 

R-MAMMA1001074//Homo sapiens BAC clone NH0400010 f 
rom Y, complete sequence. //8. 6e- 33: 457: 69//AC00604 
0 

R-MAMMA1001075//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. 110. 15:325: 
62//AC004605 

R-MAMMA1001078//Homo sapiens chromosome 5, BAC clo 10 
ne 203ol3 (LBNL HI 55), complete sequence. //1.6e- 45: 
344: 84//AC005609 

R-MAMMA1001082//Human genomic DNA sequence from cl 
one 30801 on chromosome Xpll.3-11.4. Contains EST, 
CA repeat, STS, GSS, CpG island. //8.5e-15: 413: 64/ 
/Z93403 

R-HAMMA1001091//Sequence 7 from patent US 5468610. 
110. 0027: 159: 64//1 15499 

R-MAMMA1001092//Homo sapiens chromosome 17, clone 
hRPR. 372_K_20, compl ete sequence. III. Oe-51 : 267: 82/ 20 
/AC005951 

R-MAMMA1001105//Homo sapiens DNA sequence from PAC 
119E23 on chromosomeXq25-q27. 1. Contains glypican 
-3 precursor (intestinal protein OCI-5) (GTR2-2), 
5'UTR. ESTs, STS.//6.9e-22:178:85//Z99570 
R-MAMHA1001110//Homo sapiens chromosome 17, clone 
HRPC1169K15, completesequence.//3.0e-19:141:81//AC 
003963 

R-MAMMA1001126//Human DNA from overlapping chromos 
ome 7 PAC and PI clones containing the XRCC2 gene, 30 
genomic sequence, complete sequence. //2.2e-46: 46 
2:75//AC003109 

R-MAMMA1001133//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 120G22, WORKING DRAFT S 
EQUENCE. //I. 8e-68: 455: 86//AL031847 
R-MAMMA1001139//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. 111. le-09: 100: 84//AL022345 
R-MAMHA1001143//Papio hamadryas lipoprotein lipase 

(LPL) gene, intron 7. //1 . 9e-49: 362: 85//U73684 40 
R-HAMMA1001145//Homo sapiens chromosome 17, clone 
hRPK.235J_10, complete sequence. //9.5e- 49: 512: 74/ 
/AC005922 

R-MAMMA1001154//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-88D1 -complete genomic sequence, co 
mplete sequence. III. 5e-29: 305: 76//AC002289 
R-MAMHA1001161//Human DNA sequence from clone 681 J 
21 on chromosome lq23. 2-24.3 Contains CpG island, 
complete sequence. III. le-64: 339: 90//AL031286 
R-MAMMA1001162//fluman DNA from cosmid DNA HMDB (fl 50 
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0080) and MMDC (fl3544) from chromosome 19ql3.3 (o 
btained by automated sequence analysis). //3.4e-09: 
243:64//M89651 

R-MAMMA1001181//Human Chromosome X clone bWXD173, 
WORKING DRAFT SEQUENCE, 2 ordered pieces. //3.7e- 2 
9:351:74//AC004387 

R-MAMMA1001186//Homo sapiens chromosome 19, cosmid 
R28778, compl ete sequence. III. 2e-25: 415: 68//AC006 
125 

R-MAMHA1001191//Homo sapiens T-cell receptor alpha 
delta locus from bases 1000498 to 1071650 (sectio 
n 5 of 5) of the Complete Nucleotide Sequence. //0. 
99:243:61//AE000662 

R-HAMMA1001198//Mus musculus epslSR mRNA, complete 

cds. 11%. 0e-57: 223: 86//U29156 
R-HAMMA1001202//Mus musculus clone 0ST13722, genom 
i c survey sequence. Ill . 0e-30: 220: 85//AF046748 
R-MAMMA1001203//Homo sapiens chromosome 17, clone 

hRPK.22J_12, WORKINGDRAFT SEQUENCE, 2 ordered pi 
eces. //8. 9e-61: 567: 78//AC005412 
R-MAMMA1001206//Homo sapiens chromosome 5, PI clon 
e 854M1 (LBNL H44), complete sequence. //4.6e-08: 4 
42: 61//AC004763 

R-MAMMA1001215//Homo sapiens chromosome 19, CIT-HS 
P BAC 470n8, completesequence.//i.3e-117:564:97//A 
C005393 

R-MAMMA1001220//HS-1023-Al-G10-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 802 Col =19 Row=M, genomic survey sequence./ 
/6. 0e-16: 276: 68//B33708 

R-MA1MA1001222//F17E12TFB IGF Arabidopsis thaliana 
genomic clone F17E1 2, genomic survey sequence. //0. 
041:277:61//B97762 
R-MAMMA1001243 

R-HAMMA1001244//HS-1058-A2-G01-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 780 Col =2 Row=M, genomic survey sequence.// 
3.5e-05: 104: 74//B43862 

R-MAMMA1001249//H. sapiens DNA for matrix attachmen 
t region. //0. 0013: 95: 75//Z54221 
R-MAMMA1001256//Human BAC clone GS188P18, complete 
sequence. 113. 4e-32: 356: 74//AC000115 
R-HAMHA1001259 

R-MAMMA1001260//Homo sapiens mRNA for KIAA0661 pro 
tei n, compl ete cds. //6. 3e-20: 226: 75//AB014561 
R-MAMMA1001268//Human DNA sequence from PAC 225D2 
on chromosome Xq21. Contains ESTS, CA repeat. III. I 
e-47:352:85//Z95124 
R-MAMMA1001271 

R-MAMMA1001274//H. sapiens DNA for trapped exon (ID 
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HMC07C06), genomic survey sequence. 113. le-40: 232: 
93//X88457 

R-MAMMA1001280//Homo sapiens full length insert cD 
NA clone YW26C09.//1.9e-112:574:95//AF087976 
R-MAMMA1001292//fluman DNA sequence from clone 1170 
K4 on chromosome 22ql2.2-13. 1. Contains three nove 
1 genes, one of which codes for a Trypsin family p 
rotein with class A LDL receptor domains, and the 
IL2RB gene for Interleukin 2 Receptor, Beta (IL-2 
Receptor, CD122 antigen). Contains a putative CpG 10 
island, ESTs, and GSSs, complete sequence. //2.9e-l 
14:582:96//AL022314 

R-MAMMA1001296//Human DNA sequence from PAC 487J7 
on chromosome 6q2 1-22.1. Contains an unknown gene 
coding for three alternative mRNAs. ContainsESTs, 
STSs, a BAC end- sequence (GSS) and a CA repeat pol 
ymorphi sm. //1 . 9e-64: 268: 88//AL008730 
R-MAMMA1001298//Homo sapiens chromosome 17, clone 
hRPK.849_NJ5, complete sequence. //1.5e-38: 306: 83/ 
/AC005703 20 
R-MAMMA1001305//Human DNA sequence from PAC 127B20 

on chromosome 22qll. 2-qter, contains gene for GTP 
ase- activating protein similar to rhoGAP protein, 
ribosomal protein L6 pseudogene, ESTs and CA repea 
t.//1.5e-37:306:82//Z83838 
R-MAMHA1001322//Homo sapiens DNA sequence from PAC 

434014 on chromosome lq32. 3. -41. Contains the ESDI 
1B1 gene for Hydroxysteroid (11-beta) Dehydrogenas 
el, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 30 
ctor 6 and two novel genes. ContainsESTs and GSSs, 

complete sequence. III. 4e-15: 260: 71//AL022398 
R-MAMHA1001324//Homo sapiens chromosome 19, cosmid 

F23269, compl ete sequence. //4. Oe-06: 90: 83//AC0056 
14 

R-MAMMA1001330//Human BAC clone RG066D11 from 7q2 
2, compl ete sequence. Ill . 4e-45: 439: 74//AC002430 
R-MAMMA1001341//Human DNA sequence from PAC 211D12 
on chromosome 20ql2-13.2. Contains Rrs-2, R+ chan 
nel protein, stress responsive. //1.3e- 24: 137: 81 111 40 
93016 

R-MAMMA1001343//Human Chromosome 16 BAC clone CIT9 
87SK-A- 17E1 , compl etesequence. 115. 4e-51 : 197: 89//AC 
002041 

R-MAMMA1001346//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-233A8, complete sequence. //0. 99: 182: 
64//AC004685 

R-MAMMA1001383//Homo sapiens clone 82F9, WORKING D 
RAFT SEQUENCE, 4 unordered pieces. //1.9e-42: 303: 86 
//AC004815 50 



#M 2002-191363 
3562 

R-MA1D1A1001388//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 508115, WORKING DRAFT S 
EQUENCE. III. 5e-44: 324: 83//AL021707 
R-MAMMA1001397//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 15/28, WORKING DRAFT SEQUENCE. 
//2.0e-39:254:89//AP000044 

R-MAMMA1001408//Homo sapiens chromosome 12q24.1, W 
0RKING DRAFT SEQUENCE, 33 unordered pieces.//9.4e-3 
6:251:88//AC005805 

R-MAMMA1001411//T15F1-T7.1 TAMU Arabidopsis thalia 
na genomic clone T15F1, genomic survey sequence.// 
1.0:98: 71//AQ248928 

R-MAMMA1001419//Hamo sapiens translation initiatio 
n factor 4e mRNA, complete cds.//4.8e-18: 117: 96//A 
F038957 

R-MAMHA1001420//Homo sapiens chromosome 5, PI clon 
e 1041F10 (LBNL H88), compl ete sequence. //2.8e-09: 3 
77:63//AC005179 

R-MAMMA1001435//S.pombe chromosome I cosmid c26H5. 
//1.0:356:59//Z99126 

R- MAMMA 1001 44 2//Homo sapiens chromosome 4 clone Bl 
50J4 map 4q25, complete sequence. //3.4e- 17: 259: 72/ 
/AC004047 

R-MAMMA1001446//Homo sapiens BAC clone RG139P11 fr 
om 7qll-q21, compl etesequence. 112. 9e-17: 231: 71//AC 
004491 

R-MAMMA1001452//Human DNA sequence from clone 452M 
16 on chromosome Xq21.1-21.33 Contains capping pro 
tein alpha subunit isoform 1 pseudogene, STS, GSS, 
and CA repeat, complete sequence. //6. le- 50: 558: 73 
//AL024493 

R-MAMMA1001465//cSRL-2F3-u cSRL flow sorted Chromo 
some 11 specific cosmid Homo sapiens genomic clone 
cSRL-2F3, genomic survey sequence. //3.0e-23: 141:9 
6//B04295 

R-MAMMA1001476//Mus musculus uridine kinase mRNA, 
parti al cds. 11%. 4e-09: 309: 64//L31783 
R-MAMMA1001487//Homo sapiens chromosome 17, clone 
hRPC.1108_L_ll, complete sequence. //5.1e-30: 286: 79 
//AC005206 
R-MAMMA1001501 

R-MAMMA1001502//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 356B7, WORKING DRAFT SE 
QUENCE. //4. 3e-19: 349: 64//AL031714 
R-MAMMA1001510 

R-MAMMA1001522//Homo sapiens chromosome 5, BAC clo 
ne 24h24 (LBNL HI 94), compl ete sequence. //1.5e- 09 : 1 
36: 75//AC005352 

R-MAMMA1001547//Human Chromosome X, complete seque 
nee. 112. 5e-40: 300: 84//AC002418 
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R- MAMMA 1001551 //Human DNA sequence from PAC 42616 
on chromosome lp34. l-lp35. Contains NIPP-l-like ge 
ne a nuclear inhibitor of protein phosphatase- 1 , E 
STs, and a CA repeat. //I. le- 57: 282: 89//AL020997 
R-MAMMA1001575 

R-MAMMA1001576//Human gamma- tubulin mRNA, complete 

cds. 111. 6e-60: 530: 78//M61764 
R-MAMMA1001590//Homo sapiens Bruton s tyrosine kin 
ase (BTK), alpha-D-galactosidase A (GLA), L44-like 

ribosomal protein (L44L) and FIP3 (FTP3) genes, c 10 
omplete cds. //I. 3e-29: 161: 86//U78027 
R-MAMMA1001600//Homo sapiens 12q24 PAC RPCI1-66E7 
(Roswell Park Cancer Institute Human PAC library) 
complete sequence. Ill, le-18: 390: 66//AC004216 
R-MAMMA1001604//Human DNA sequence from clone 1042 
K10 on chromosome 22ql3.1-13.2. Contains the ADSL 
gene for Adenylosuccinate lyase (EC 4.3.2.2,Adenyl 
osuccinase, ASL) and 4 novel genes (one with proba 
ble rabGAP domains and Src homology domain 3). Con 
tains ESTs, STSs, GSSs and a putativeCpG island, c 20 
omplete sequence. III. 0: 227: 62//AL022238 
R-MAMMA1001606//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 228H13, WORKING DRAFT S 
EQUENCE. //I. 3e-17: 219: 69//AL031985 
R-MAMMA1001620//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. III. le-51: 298: 84//AL031650 
R-MAMMA1001627//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 229A8, WORKING DRAFT SE 
QUENCE.//7.8e-45:328:85//Z86090 30 
R-MAMMA1001630//, complete sequence. //2.5e-08: 170: 
72//AC005399 

R-MAMMA1001633//Homo sapiens chromosome 10 clone C 
IT987SK-1057L21 map 10q25, complete sequence. Ill, 2 
e- 2 1 : 24 1 : 70//AC005386 

R-MAMMA1001635//Homo sapiens DNA sequence from PAC 
230G1 on chromosome Xpll.3. Contains EST, STS and 
GSS, compl ete sequence. Ill . le-32: 346: 74//Z84466 

R-MAMMA1001649 

R-MAMHA1001663//Homo sapiens clone 162B15, compl et 40 
e sequence. 119. 4e-68: 267: 89//AC00481 1 
R-MAMMA1001670//Human DNA sequence from PAC 75N13 
on chromosome Xq21. 1. Contains ZNF6 like gene, EST 
s, STSs and CpG islands. //1.7e-49: 322: 88//Z82216 
R- MAMMA 1 00 1671 //Homo sapiens chromosome 19, cosmid 
F23269, compl ete sequence. 112. 4e- 1 14: 575: 96//AC00 
5614 

R-MAMHA1001679//CIT-HSP-2335N4.TF CIT-HSP Homo sap 

iens genomic clone 2335N4, genomic survey sequenc 

e. 111. 4e-82: 400: 99//AQ037393 50 
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R-MAHMA1001683//Homo sapiens Chromosome 7 BAC CI on 
e 239cl0, WORKING DRAFT SEQUENCE, 9 unordered piec 
es. //5. 7e-47: 533: 72//AC004166 
R-MAMMA1001686//Homo sapiens chromosome 19, CIT-HS 
P-444n24, complete sequence. //6. 6e- 12: 194: 72//AC00 
5261 

R-MAMMA1001692//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. //9. 6e-44: 414: 77//AL022345 
R-MAMMA1001711//Homo sapiens clone BAC 9H13 chromo 
some 8 map 8q21, complete sequence. //3. le-31: 436: 7 
0//AF1 10324 

R-MAMMA1001715//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 73E16, WORKING DRAFT SE 
QUENCE. //8. 8e-76: 524: 84//Z95330 
R-MAMMA1001730 

R-MAMMA1001735//Cricetulus griseus (Chinese hamste 
r) mRNA for beta tubulin (clone B9T), partial. III. 
7e-13: 382: 63//X60786 

R-MAMMA1001740//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 21/28, WORKING DRAFT SEQUENCE. 
//3. 9e-47: 318: 87//AP000050 

R-MAMMA1001743//Homo sapiens clone DJ0981007, camp 
lete sequence. 114. Oe-108: 566: 95//AC006017 
R-MAMMA1001744 

R-MAMMA1001745//Homo sapiens BAC clone 529F11 from 
8q21 , compl ete sequence. III. 5e- 113: 564: 97//AF0707 
18 

R- MAMMA 100 1751 //Homo sapiens chromosome 19, cosmid 
R27328, compl ete sequence. //3. 6e-30: 312: 75//AC005 
625 

R-MAMMA1001754//Bos taurus vacuolar proton pump su 
bunit SFD alpha isoform (SFD) mRNA, complete cds./ 
/4. 7e-34: 320: 77//AF041338 

R-MAMMA1001757//Homo sapiens chromosome 17, clone 
hRPC. 4_G_1 7, compl etesequence. 1 1 A. 7e- 10: 244: 67//AC 
003688 

R-MAMMA1001760//RPCI11-38L16.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-38L16, genomic survey seq 
uence. III. 3e-10: 236: 64//AQ029432 
R-MAMMA1001764//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. 1/0. 74: 361: 60//AC005 
140 

R-MAMMA1001768//Homo sapiens chromosome 17, clone 
hRPK. 147_L_13, complete sequence. //1.6e-42: 416: 76/ 
/AC005332 

R-MAMMA1001769//Homo sapiens chromosome 17, clone 
hRPC. 1073_F_15, complete sequence. III. 4e-13: 129: 83 
//AC004686 
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R-MAMMA1001771//H.musculus mRNA for semaphorin B./ 
/I. le-34: 530: 69//X85991 

R-MAMMA1001783//Homo sapiens Chromosome 2 BAC CI on 
e 376al, WORKING DRAFTSEQUENCE, 17 unordered piece 
s. If\ . le-42: 282: 85//AC000360 
R-MAMMA1001785//fluman chromosome 16pl3.11 BAC clon 
e CIT987SR-98H8 complete sequence. //3.0e-49: 282: 86 
//U91319 
R-MAMMA1001788 

R-MAMMA1001790//Homo sapiens clone DJ0876A24, WORK 10 
ING DRAFT SEQUENCE, 6unordered pieces.//9.8e-43:53 
0: 71//AC004913 

R-MAMMA1001806//Bomo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-319E8, complete sequence. //1.8e-43: 3 
24:79//AC004020 

R-HAMMA1001812//Plasmodium falciparum chromosome 
2, section 69 of 73 ofthe complete sequence. //0. 6 
5:183:63//AE001432 

R-MAMMA1001815//Homo sapiens clone GS223D04, WORKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //I. le- 10: 41 20 
7: 62//AC005018 

R-MAMMA1001817//Homo sapiens Xp22-83 BAC GSHB-324H 
7 (Genome Systems Human BAC Library) complete sequ 
ence. //2. 6e-40: 313: 84//AC005859 
R-MAMMA1001818 

R-MAMMA1001820//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 52 unordered pieces. //2.2e-45: 340: 82//AC004086 
R-KAMMA1001824//Homo sapiens clone DJ1107K15, WORK 
ING DRAFT SEQUENCE, 8unordered pieces. //1.9e- 53: 29 
1:85//AC004966 30 
R-MAMMA1001836//HSJ164_B1 JM)2_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3164 Col =3 Row=B, genomic survey sequenc 
e. //6. 5e-08: 79: 89//AQ185484 
R-MAMMA1001837//Homo sapiens chromosome 19, overla 
pping cosmids F18547, Fl 1 133. R27945, R28830 and R3 
2804, complete sequence. //8. 4e- 55: 309: 85//AC003682 
R-MAMMA1001848//Homo sapiens PAC clone DJ0296G17 f 
rom Xq23, complete sequence. //1.6e- 16: 125: 90//AC00 
6144 40 
R-MAHMA1 001851 //Genomic sequence from Human 9q34, 
WORKING DRAFT SEQUENCE, 2 unordered pieces. //2.4e- 
50: 516: 74//AC002099 

R-HAMHA1001854//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-575C2, complete sequence. //1.7e- 38: 3 
08: 82//AC002425 

R.MAMHA1001858//Human Xql3 3' end of PAC 92E23 con 
taining the X inactivation transcipt (XIST) gene, 
complete sequence. //6. 5e-50: 283: 86//U80460 
R-MAMMA1001864//Human Chromosome 15q26.1 PAC clone 50 
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pDJ398gl9, WORKING DRAFT SEQUENCE, 21 unordered p 
ieces. //3. 4e-36: 224: 86//AC005143 
R- nnnnnnnnnnnn//Pl asmodi um falciparum chromosome 
2, section 54 of 73 ofthe complete sequence. //I. 4e 
-11:495:63//AE001417 

R-MAMMA1001874//Human chromosome 1 BAC 308G1 genom 
ic sequence, WORKING DRAFT SEQUENCE, 3 unordered p 
ieces. //3. 2e-42: 446: 76//AC003117 
R-MAMHA1001878//Human DNA sequence from PAC 431A14 
on chromosome 6p21. Contains CYCLOPHIUN (PEPTIDY 
LPROLYL ISOMERASE) like and CIP1 (WAF1, CDKNA1, CD 
KN1, MDA-6, SDI1, PIC1, CAP20) genes. Contains pro 
bable GTPase andreceptor genes and ESTs, STSs and 
CpG islands. //6. 9e-44: 391: 78//Z85996R-MAMMA1001880 
//Human DNA sequence from fosmid F77D12 on chromos 
ome 22ql2-qter contains ESTs, tRNA.//1.3e- 15: 181:7 
6//Z82097 

R-MAMMA1001890//Komo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-670B5 -complete genomic sequence, c 
omplete sequence. //1. 7e-43: 283: 86//AC002303 
R-MAHMA1001907//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 385E7, WORKING DRAFT SE 
QUENCE. //1. 4e-48: 420: 79//AL031720 
R-nnnniuinnnnnn//Saccharomyces cerevisiae chromosom 
e IV cosmid 9481.//2.9e-14:505:60//U28373 
R-MAMMA1001931//Hcmo sapiens NACP/alpha-synuclein 
gene, allele AO, intron 4, partial sequence. //0. 5 
1:162:63//AF041008 

R-MAMHA1001956//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 50024, WORKING DRAFT SE 
QUENCE. //1. 4e-51: 422: 79//AL034380 
R-MAMMA1001963//Homo sapiens clone HS19.3 Alu-Ya5 
sequence. //1. 9e-31: 163: 91//AF015149 
R-MAMMA1001969//Human DNA from chromosome 19 cosmi 
d F19410, genomic sequence, complete sequence. 11%. 
7e-10: 186: 76//AC002128 

R-MAMMA1001970//Homo sapiens BAC clone BK085E05 fr 
om 22ql2.1-qter, complete sequence. //1.0e-62: 298: 8 
6//AC003071 

R-MAMMA1001992//Human Chromosome 15q26.1 PAC clone 
pDJ460gl6, WORKING DRAFT SEQUENCE, 3 unordered pi 
eces. //I. 8e-44: 525: 72//AC004581 
R-MAMMA1002009//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 109G6, WORKING DRAFT SE 
QUENCE. //L 4e-43: 282: 79//AL023879 
R-MAMMA1 002011 

R-HAMMA1002032//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 469D22, WORKING DRAFT S 
EQUENCE. //I. le-39: 310: 84//AL031284 
R-MAHMA1002033//Homo sapiens chromosome 5, Pac clo 
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ne 162ol7 (LBNL H147), complete sequence. //2.5e- 17: 
170:81//AC003954 

R-MAMMA1002041//Homo sapiens PAC clone DJ0728D04, 
compl ete sequence. //8. 7e-79: 296: 85//AC004865 
R-MAMMA1002042//Human chromosome 16 BAC clone CIT9 
87SK-A-962B4, compl etesequence. //8. 8e-46: 386: 80//U 
91318 

R-MAMMA1002047//Human chromosome 16 BAC clone CIT9 
87SK-A-962B4, compl etesequence. //1. 9e-32: 326: 75//U 
91318 10 
R-MAMHA1002056//Homo sapiens chromosome 17, clone 
hRPR. 506_H_21 , complete sequence. //6. 6e-48: 367: 82/ 
/AC005962 

R-MAMMA1002058//Homo sapiens clone RG038K21, WORKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //0. 25: 139: 6 
' 9//AC005052 

R-MAMMA10Q2068//Homo Sapiens Chromosome X clone bW 
XD171, WORKING DRAFT SEQUENCE, 1 ordered pieces.// 
2. 2e-45: 406: 78//AC004676 

R-MAMMA1002078//Homo sapiens chromosome 17, clone 20 
hRPK. 401_0_9, compl etesequence. 111. 3e-22: 357: 64//A 
C005291 

R-MAHMA1002082//Homo sapiens PAC clone 278C19 from 
12q, complete sequence. III. 5e- 38: 304: 82//AC004 263 
R-MAHMA1002084//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1174N9, WORKING DRAFT S 
EQUENCE. //8. 9e-41 : 319: 83//AL031602 
R-HAMMA1002093//CIT-HSP-2060J9.TF CIT-HSP Homo sap 
iens genomic clone 2060J9, genomic survey sequenc 
e. //9. 7e- 17: 129: 88//B69983 30 
R-MAMMA1002108 

R-MAMHA1002118//Human DNA sequence from cosmid Ell 
6C6, on chromosome 22Contains ESTs, complete seque 
nce.//0.94:168:64//Z73495 

R-MAMMA1002125//Homo sapiens chromosome 17, clone 
hRPK. 63JL1 , compl etesequence. //4. 8e-40: 313: 83//AC 
005670 

R-MAHMA1002132//Bomo sapiens PAC clone DJ1059M17 f 
rom 7q21-q31.1, complete sequence. //2.0e-70: 461: 83 
//AC004953 40 
R-MAMMA1002140//Human DNA sequence from PAC 465G10 

on chromosome X contains Menkes Disease (ATP7A) p 
utative Cu++- transporting P-type ATPase exons 2 to 

21, PGAM-B, ESTs. //l.le-32: 477: 73//Z94801 
R-MAMHA1002143//Homo sapiens platelet- activating f 
actor acetyl hydrolasegene, promoter region and exo 
n 1 . //6. 6e-06: 130: 73//AF027357 
R-MAMMA1002145//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 126A5, WORKING DRAFT SE 
QUENCE. //6. Oe- 19: 242: 73//AL031447 50 
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R-MAMMA1002153//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0281M17; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 3 unorderedpieces. 
//2.1e-51:291:75//AC006052 
R-MAMMA1002155//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 608E8, WORKING DRAFT SE 
QUENCE. //1. 2e-53: 461: 79//AL022343 
R-MAMMA1002156//Homo sapiens PAC clone DJ130H16 fr 
om 22ql2. 1-qter, complete sequence. //5. le-37: 305: 8 
2//AC004997 

R-MAHMA1002158//Human DNA sequence from clone 1049 
G16 on chromosome 20ql2-13.2 Contains gene similar 

to GLUC0SAMINE-6-SULFATASE, a nuclear receptor co 
activator gene. ESTs, STSs, GSSs, complete sequenc 
e. //8. le-34: 296: 81//AL034418 
R-MAMMA1002170//Human DNA sequence from clone 1163 
Jl on chromosome 22ql3.2-13.33. Contains the 3' pa 
rt of a gene for the ortholog of mouse transmembra 
ne receptor Celsrl, a novel gene for a protein sim 
ilar to C. elegans B0035. 16 and bacterial tRNA (5- 
Methyl ami nomethyl - 2- thi ouridyl ate) -Methyl transf era 
ses, and the 3' part of a novel gene for a protein 

similar to mouse B99. Contains ESTs, GSSs and put 
ative CpG islands, complete sequence. //7.9e-39: 33 
2: 82//AL031588 

R-MAMMA1002174//Homo sapiens chromosome 10 clone C 
IT987SK-1109P11, complete sequence. //4.4e- 12: 189:7 
2//AC005871 

R-MAMMA1002198//Homo sapiens clone DJ0800G07, comp 
lete sequence. //I. le-48: 338: 81//AC004890 
R-MAMMA1002209//Homo sapiens chromosome 17, clone 
hRPK. 156_L_14, complete sequence. //1.2e- 23: 269: 74/ 
/AC005821 

R-MAMMA1002215//flomo sapiens clone GS250N06, WORKI 
NG DRAFT SEQUENCE, 5 unordered pieces. //3. 2e- 12: 24 
3:68//AC005158 

R-MAMMA1002219//Homo sapiens 12pl3.3 RPCI4-773N5 
(Roswell Park Cancer Institute Human PAC library) 
complete sequence. //3. 3e-45: 295: 88//AC004802 
R-MAMHA1002230//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. //7. 3e-41: 385: 78//AL034379 
R-MAMMA1002236//Rattus norvegicus initiation facto 
r eIF-2B gamma subunit(eIF-2B gamma) mRNA, complet 
e cds.//7. 3e-45:363:79//U38253 
R-MAMMA1002243//Homo sapiens chromosome 17, clone 
hRPK. 1 12JJ0, compl ete sequence. //2. 8e- 1 19: 582: 98 
//AC005666 

R-MAMMA1002250//Homo sapiens chromosome 16, PI clo 
ne 109- 9G (LANL), complete sequence. //4.7e- 42: 319: 
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84//AC005600 

R-MAMMA1002267//Homo sapiens chromosome 17, clone 
hRPR. 346JL10, complete sequence. //1.5e-33: 571: 67/ 
/AC006120 

R-MAMMA1002268//Mus musculus sphingosine kinase (S 
PHKlb) mRNA, completecds.//2.3e-35:462: 70//AF06874 
9 

R-MAMHA1002269//345I17.TV CIT978SKA1 Homo sapiens 
genomic clone A- 3451 17, genomic survey sequence.// 
4. 7e-05: 153: 69//B15590 10 
R-MAMHA1002282//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 112K5, WORKING DRAFT SE 
QUENCE. //8. 5e-37: 467: 71//Z85987 
R-HAMMA1002292//Hordeum vulgare lipoxygenase 2 (Lo 
xC) mRNA, complete cds. //0.074: 178:61//L37358 
R-MAMMA1002293//Homo sapiens chromosome 16, cosmid 
clone RT167 (LANL), complete sequence. //5. 8e- 26: 3 
55:71//AC005568 

R-MAMMA1002294//Homo sapiens chromosome 17, clone 
hRPC. 1 1 10_E_20, compl ete sequence. //1 . 2e-35: 281 : 82 20 
//AC004231 

R-MAMMA1002297//Human DNA sequence from cosmid L17 
4G8, Huntington's Disease Region, chromosome 4pl6. 
3. //6. 7e-48: 381: 80//Z69375 

R-MAMMA1002298//Homo sapiens BAC clone RG208H19 fr 
om 7qll.23, complete sequence. //1.8e- 17: 296: 70//AC 
005074 

R-MAMMA1002299//HSJ116_A2J f 07J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3116 Col=14 Row=K, genomic surveysequenc 30 
e. //4. le-60: 354: 91//AQ140526 
R-MAHHA1002308 

R-HAMMA1002310//Human DNA sequence from cosmid B10 
Bl on chromosome 22 Contains ESTs, CA repeat and S 
TS, complete sequence. //9.9e-35: 283: 83//Z73979 
R-MAMMA1002311//Homo sapiens Xp22-150 BAC GSHB-309 
PI 5 (Genome Systems Human BAC Library) complete se 
quence. //I . 3e-86: 503: 90//AC006210R-MAMHA1002312// 
H. sapiens gene encoding La autoantigen.//1.3e-23:3 
82: 67//X97869 40 
R-MAMMA1002317//Human DNA sequence from clone 48G1 
2 on chromosome Xq27. 1-27.3. Contains STSs and GSS 
s, complete sequence. //1. 3e- 59: 323: 87//AL03 1054 
R-MAMMA1002319//Homo sapiens chromosome 19, fosmid 
39347, compl ete sequence. 111. 2e- 106: 522: 98//AC005 
756 

R-MAMMA1002322//Homo sapiens genomic DNA, chromoso 
me 21qll.l, segment 13/28, WORKING DRAFT SEQUENCE. 
//2.3e-48:452:76//AP000042 

R-MAMMA1002329//M. musculus mRNA for semaphorin B./ 50 
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/2. Oe- 12: 210: 73//X85991 

R-MAHMA1002332//Homo sapiens PAC clone DJ1139I01 f 
romXq23, complete sequence. //3. 4e-46: 393: 71//AC00 
4973 

R-MAMMA1002333//HS_3245_A1_B04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3245 Col =7 Row=C, genomic survey sequenc 
e. 1/3. le-21: 146: 92//AQ205759 
R-HAMMA1002339//Human Chromosome 16 BAC clone CIT9 
87SK- A-270G1 , compl etesequence. 1/9. 7e- 39: 310: 79//A 
F001549 

R-MAMHA1002347//Homo sapiens 12q24. 1 PAC RPCI3-305 
120 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //1.2e-46: 443: 76//AC006088 
R-MAHMA1002351//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1059H15, WORKING DRAFT 
SEQUENCE. Ill, le-90: 553: 89//AL022100 
R-HAHHA1002352//Homo sapiens mRNA for leukemia ass 
ociated gene 2.//8.8e-81:388:92//Y15228 
R-MAMHA1002353//Hrano sapiens 12q24 BAC RPCI11-162P 
23 (Roswell Park Cancer Institute Human BAC librar 
y) complete sequence. //5. 5e-35: 302: 80//AC002996 
R-MAHMA1002355//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 222E13, WORKING DRAFT S 
EQUENCE. 115. 4e-52: 361: 76//Z93241 
R-MAMMA1002356//Homo sapiens chromosome 17, clone 
hRPC.842_A_23, complete sequence. //8.3e-28: 187:91/ 
/AC004662 

R-MAMMA1002359//Human DNA sequence from cosmid Lll 
8D5, Huntington's Disease Region, chromosome 4pl6. 
3 contains CpG islands. //6.3e-47: 297: 85//Z68869 
R-MAMMA1002360//HS_2163_B2_C08JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2163 Col =16 Row=F, genomic surveysequenc 
e.//1.5e-20:374:66//AQ125213 
R-MAMMA1002361//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 349A12, WORKING DRAFT S 
EQUENCE. 111. 2e-35: 264: 85//AL033520 
R-MAMMA1002362//H. sapiens PEX gene. III. 8e-40: 243:8 
6//Y10196 

R-MAMHA1002380//RPCI 11-73J4. TJ RPCI11 Homo sapiens 
genomic clone R- 73 J4, genomic survey sequence. III. 
7e-38: 295: 77//AQ268168 

R-HAMMA1002384//Homo sapiens 12ql3. 1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) compl ete sequence. 111. 5e-37: 31 1 : 81//AC004801 
R-MAMMA1002385 

R-MAMMA1002392//Human BAC clone RG066D11 from 7q2 
2, complete sequence. 111. Oe-37: 365: 77//AC002430 
R-MA1MA1002411//Human DNA sequence *** SEQUENCING 
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IN PROGRESS *** from clone 64K7, WORKING DRAFT SEQ 
UENCE. //9. 4e-22: 496: 65//AL031668 
R-MAMHA1002413//Homo sapiens 12q24.2 PAC RPCI 1-157 
K6 (Roswell Park Cancer Institute Human PAC librar 
y) compl ete sequence. //2. 3e- 15: 153: 77//AC005146 
R-MAMMA1002417//Human DNA sequence from PAC 42616 
on chromosome lp34. l-lp35. Contains NIPP-l-like ge 
ne a nuclear inhibitor of protein phosphatase- 1 , E 
STs, and a CA repeat. //1.8e-23: 508: 62//AL020997 
R-MAMMA1002427//Human Chromosome 16 BAC clone CIT9 10 
87SK-A-363E6, compl etesequence. III. 5e-37: 288: 84//U 
91321 

R-MAMHA1002428//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1185N5, WORKING DRAFT S 
EQUENCE. //6. 0e-05: 130: 75//AL034423 
R-HAMMA1002434//Homo sapiens DNA sequence from PAC 
380E11 on chromosome6p22.3-p24. Contains HB15 gen 
e, ESTs, CA repeat, STS and GSS.//4.8e-18:205:78// 
AL022396 

R-MAMMA1002446//CIT-HSP-2021L14. TR CIT-HSP Homo sa 20 
piens genomic clone 2021L14, genomic survey sequen 
ce.//4.6e-41:387:72//B65379 
R-MAMHA1002454//Homo sapiens chromosome 19, cosmid 
F23259, compl ete sequence. //I . 2e-67: 491 : 82//AC005 
512 

R-MAMMA1002461//Homo sapiens PAC clone 166H1 from 
12q, complete sequence. //I. 4e-28: 188: 85//AC003982 
R-MAMMA1002470//Saccharomyces cerevisiae chromosom 
e VIII cosmid 9205. //6.3e-09: 280: 61//U10556 
R-HAMMA1002475//Human DNA sequence from PAC 306D1 30 
on chromosome X contains ESTs. //1. 5e-25: 310: 74//Z8 
3822 

R-MAMMA1002480//Homo sapiens clone RG228D17, W0RKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //1. 2e- 98: 53 
3: 93//AC005077 

R-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC- 
2) mRNA, complete cds.//2.7e-114:560:97//AF055460 
R-MAMMA1002494//Human DNA sequence from cosmid L17 
4G8, Huntington's Disease Region, chromosome 4pl6. 
3.//2.1e-46:329:84//Z69375 40 
R-MAMMA1002498//Rat mRNA. //0. 0068: 223: 64//H59859 
R-MAMMA1002524//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 012: 460: 60//AC005 139 
R-MAMMA1002530//Homo sapiens cytosolic phospholipa 
se A2 gamma (cPLA2 gamma) mRNA, complete cds.//1.2 
e- 101 : 529: 95//AF065214 

R- MAMMA 100254 5//Homo sapiens ribosomal protein s4 
Y isoform gene, complete cds.//6.6e-50:471:77//AF0 
41427 50 
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R-MAMMA1002554//Homo sapiens chromosome 4 clone B2 
27H22 map 4q25, complete sequence. //5. 7e- 38: 279: 84 
//AC004056 

R-MAMMA1002556//Homo sapiens chromosome 10 clone C 
IT-HSP-1255F20 map 10pll.2-10pl2. 1, complete seque 
nee. //9. 6e- 13: 237: 67//AC005878 
R-MAMMA1002566//CITBI-E1-2509P21.TR CITBI-E1 Homo 
sapiens genomic clone2509P21, genomic survey seque 
nee. //9. 7e- 14: 216: 73//AQ261427 
R-MAMMA1002571//CITBI-E1-2516L21.TF CITBI-E1 Homo 
sapiens genomic clone2516L21, genomic survey seque 
nee. //4. 6e-25: 142: 99//AQ279542 
R-MAMMA1002573//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 811H13. WORKING DRAFT S 
EQUENCE. //I. le-30: 250: 82//AL023805 
R-MAMMA1002585//Rabbi t angiotensin-converting enzy 
me (ACE) gene, 5' end.//1.0: 196: 61//M58580 
R-MAMMA1002590//H. sapiens CpG island DNA genomic M 
sel fragment, clone 8d5, forward read cpg8d5.flg./ 
/L0:114:64//Z63758 

R-MAMMA1002597//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 11 03G7, WORKING DRAFT S 
EQUENCE. //9. Oe-96: 459: 98//AL034548 
R-MAMMA1002598//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 120G22, WORKING DRAFT S 
EQUENCE. //0. 79: 362: 58//AL031847 
R-MAMMA1002603//Homo sapiens chromosome 17, clone 
hRPK. 214_C_8, compl etesequence. //1 . 3e-46: 333: 80//A 
C005803 

R-MAMMA1002612//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 269M15, WORKING DRAFT S 
EQUENCE. 1/1. 4e-41 : 283: 86//AL021395 
R-MAMMA1002617//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 591N18, WORKING DRAFT S 
EQUENCE. //1. 7e-20: 308: 71//AL031594 
R-MAMMA1002618//Homo sapiens clone RG122E10, compl 
ete sequence. //1 . 2e-31 : 230: 76//AC005067 
R-MAMMA1002619//Homo sapiens chromosome 21 PAC RPC 
IP704E14135Q2. //9. Oe-113: 551: 98//AJ0 10598 
R-MAMMA1002622//Homo sapiens chromosome 4 clone B2 
07D4 map 4q25, complete sequence. //2.8e-43: 324: 83/ 
/AC004050 

R-MAHMA1002623//Homo sapiens chromosome 17, clone 
hRPC.1171J_10, complete sequence. //2.7e-80: 344: 84 
//AC004687 

R-MAMMA1002625//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1056L3, WORKING DRAFT S 
EQUENCE. ill. 6e-34: 391: 72//AL031727 
R-MAMMA1002629//Human DNA from overlapping chromos 
ome 19-specific cosmids R32543, , and F15613 conta 
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ining ZNF gene family member, genomic sequence, co 
mplete sequence. //5. 5e-58: 346: 81//AC003006 
R-HAHHA1002636//Homo sapiens clone DJ0810E06, WORK 
ING DRAFT SEQUENCE, 8unordered pieces. //I. le-52: 28 
5:92//AC004895 

R-MAMMA1002637//Mus musculus kinesin light chain 2 
(Klc2) mRNA, completecds.//2. le- 13: 359: 64//AF0556 
66 

R-MAMMA1002646//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 39417, WORKING DRAFT SE 10 
QUENCE. III. 5e-24: 285: 68//AL023585 
R-MAMMA1002650//Human IGF-II gene exon 2 for insul 
in- like growth factorll located on chromosome 11./ 
/0.64:237:61//X03424 

R-HAMMA1002655//Homo sapiens mini satellite cebl re 
peat region. 110. 18: 152: 65//AF048727 
R-MAMMA1002662//Homo sapiens clone DJ0739H23, comp 
1 ete sequence. 111. 5e-46: 370: 82//AC004870 
R-HAMMA1002665//Human DNA sequence from PAC 435C23 
on chromosome X. Contains ESTs.//7.4e-55:298:92// 20 
Z92844 

R-HAMMA1002671//RPCI11-45M10.TK RPCI11 Homo sapien 
s genomic clone R-45M10, genomic survey sequence./ 
/0.99:151:66//AQ194411 

R-MAMMA1002673//Homo sapiens DNA sequence from PAC 
454M7 on chromosome Xq25-26.3. Contains the 0CRL1 
gene for Lowe Oculocerebrorenal Syndrome protein 
0CRL-1. Contains ESTs, STSs and GSSs, complete seq 
uence. 1/2. le-38: 410: 76//AL022162 
R-MAMMA1002684//Bomo sapiens mRNA for RIAA0214 pro 30 
tein, complete cds.//1.4e-107:544:96//D86987 
R-HAMMA1002685//HS_2052 JUJ02J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2052 Col =3 Row=0, genomic survey sequenc 
e.//1.2e-23:255:75//AQ231087 
R-MAMMA1002698//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) complet 
e sequence. III. le-38: 299: 83//AC004673 
R-MAMMA1002699//Mus musculus intersectin-EH bindin 
g protein Ibpl mRNA, partial cds.//3.3e-05:61:93// 40 
AF057285 

R-MAMMA1002701//Homo sapiens gene for AF-6, comple 
te cds.//3.5e-39:317:81//AB011399 
R-MAMMA1002708//Homo sapiens 12pl3.3 PAC RPCI 5-977 
LI (Roswell Park Cancer Institute Human PAC librar 
y) complete sequence. 110. 26: 365: 62//AC005293 
R-HAMMA1002711//Homo sapiens chromosome 21 PAC LLN 
LP704F18108Q13. III. 5e-31: 304: 77//AJ006995 
R-MAMMA1002721//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 473B4, WORKING DRAFT SE 50 
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QUENCE. III. 3e-40: 279: 87//Z83826 
R-MAMKA1002727//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. 110. 45: 183: 64//AC004710 
R-MA1DIA1002728//Human Chromosome 11 Overlapping Co 
smids cSRL72g7 and cSRL140b8, complete sequence.// 
1. le-42: 410: 74//AC002037 

R-MAMMA1002744//Human chromosome 8 BAC clone CIT98 
7SK-2A8 complete sequence. Ill . 6e- 19: 473: 63//U96629 
R-HAHMA1002746//Homo sapiens chromosome 17, clone 
hRPK. 136_H_19, complete sequence. //2.2e- 108: 544: 97 
//AC005856 

R-MAMMA1002748//Homo sapiens 3p22 Contig 7 PAC RPC 
I4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence. //5.9e- 106: 551 :95//AC0 
06055 

R-MAMMA1002754//Homo sapiens clone GS259H13, W0RKI 
NG DRAFT SEQUENCE, 4 unordered pieces. //1.7e- 34: 30 
5:79//AC005020 

R-MAMMA1002758//Homo sapiens ccr2b (ccr2), ccr2a 
(ccr2), ccr5 (ccr5) andccr6 (ccr6) genes, complete 

cds, and lactoferrin (lactoferrin) gene, partial 
cds, complete sequence. //0. 00014: 130: 74//U95626 
R-HAHHA1002764//Homo sapiens chromosome 19, cosmid 

R33632, complete sequence. IIS. 7e-10: 118: 81//AC005 
781 

R-MAHHA1002765//Homo sapiens chromosome 19, cosmid 
F20900, complete sequence. //1.2e-31: 290: 78//AC006 
128 

R-MAlfflA1002769//Human DNA sequence from PAC 36J3, 
between markers DXS1192 and DXS102 on chromosome 
X.//0.94:260:62//Z82975 

R-MAMMA1002780//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 620E11, WORKING DRAFT S 
EQUENCE. III. 6e-21: 529: 62//AL031667 
R-MAMMA1002782//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 199H16, WORKING DRAFT S 
EQUENCE. III. 8e-30: 234: 72//AL022320 
R-MAHHA1002796//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 237J2, WORKING DRAFT SE 
QUENCE. III. 0: 155: 66//AL021394 
R-MAMMA1002807//Human DNA sequence from BAC 941F9 
on chromosome 22qll. 2-qter. Contains ESTs, STSs an 
d 3' part of FIBULIN-1 D PRECURSOR like gene, part 

of a Brain Protein E46 like gene and a CpG islan 
d, complete sequence. //5.0e- 42: 443: 75//Z95331 
R-MAMMA1002820//345H16.TVB CIT978SKA1 Homo sapiens 

genomic clone A-345M16, genomic survey sequence./ 
/1. 3e-14: 95: 87//B17487 

R-MAMMA1002830//Human PAC clone DJ515N1 from 22ql 
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1 . 2-q22, compl ete sequence. //4. le-20: 223: 74//AC002 
073 

R-MAMMA1002833//Homo sapiens Xp22 bins 3-5 PAC RPC 
I4-617A9 (Roswell ParkCancer Institute Human PAC L 
ibrary) containing Arylsulfatase D and E genes , co 
mplete sequence. //1 . 8e-37: 295: 84//AC005295 
R-MAMMA1002835 

R-MAMMA1002838//Human gene hY3 encoding a cytoplas 
mic Ro RNA. //4. 4e-14: 108: 92//V00585 
R-MAMMA1002842//CIT-HSP- 2017022. TRB CIT-HSP Homo s 10 
apiens genomic clone 2017022, genomic survey seque 
nce.//5.2e-43:168:85//B67141 
R-MAHMA1002843//Homo sapiens clone GS051M12, compl 
ete sequence. //8. 7e-44: 525: 71//AC005007 
R-HAMHA1002844 

R-MAMMA1002858//H. sapiens ERF-1 mRNA 3' end.//2.8e 
-99:361:91//X79067 

R-HAMMA1002868//Homo sapiens clone DJ0852024, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. //9.6e- 39: 28 
8:81//AC004906R-MAMMA 1 0 0 2 8 7 1 //Ho 20 
mo sapiens BAG clone NH05 
3 9 B 2 4 from 7p 1 5. 1-p 14, co 
mplete sequence. // 0 . 0 0 2 2: 
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rom 7qll, complete sequen 
ce.//6. Oe-6 0 : 3 4 4 : 7 9//AC0 0 

4 8 8 1 

R -MAMMA 1 0 0 2 8 9 5//R PC 111-90 
K 1 3 . TV RPCI11 Homo sapien 
s genomic clone R — 9 OK 1 3, 
genomic survey sequence. / 
/2. 1 e -3 4 : 3 0 0 : 7 7//AQ2 8 3 5 0 2 
R -MAMMA 1 0 0 2 9 0 8//Huma n Ch r 
omosome X, complete seque 
nee. //4. 2e-3 9 : 2 9 7 : 8 5//AC0 
0 4 0 7 0 

R -MAMMA 1 0 0 2 9 0 9//* * * S EQUE 
NCING IN PROGRESS *** Horn 
o sapiens chromosome 4, B 
AC clone C0442P12; HTGS p 
hase 1, WORKING DRAFT SEQ 
UENCE, 5 unorderedpieces. 
//3. 4 e-2 3 : 3 4 4 : 7 4//AC0 0 5 7 9 
8 

R -MAMMA 1 0 0 2 9 3 0//Homo s a p i 
ens PAC clone DJ1048B16 f 
rom 7 q 3 4 - q 3 6, completeseq 
u e n c e . // 5. 2e-3 9 : 2 6 1 : 8 8 //A 
CO 0 6 0 1 9 

R —MAMMA 1 0 0 2 9 3 8//C. p a s t e u r 
ianum gap gene. //I. 0:343: 

5 9//X 7 2 2 1 9 

R -MAMMA 1 0 0 2 9 4 1 //H o m o s a p i 
ens chromosome 17, clone 
hRPK. 3 4 6_K_10, complete s 
equence.//6. 3 e - 8 8 : 5 5 6 : 8 7 / 
/AC006120 
R-MAMMA 10 0 2 9 4 7 
0. 48:156: 69//AC005469 
R-HAMMA1002964//Human DNA sequence from PAC 42616 
on chromosome lp34. l-lp35. Contains NIPP-l-like ge 
ne a nuclear inhibitor of protein phosphatase- 1, E 
STs, and a CA repeat. 2e- 39: 473: 73//AL020997 
R-MAMMA1002970//Homo sapiens chromosome 5, PI clon 
e 793c5 (LBNL H57), complete sequence. //4. 7e- 47: 42 
0: 77//AC005200 

R-HAHMA1002972//alpha 1 syntrophin [human, mRNA Pa 

rtial, 1771 nt].//0.97:305:62//S81737 

R-MAMHA1002973//Human DNA sequence from cosmid V21 

0E9, between markers DXS366 and DXS87 on chromosom 

e X.//2.6e-35:256:85//Z70280 

R-MAHMA1002982 

1.0e-27: 110: 85//AG005524 

R-HAMMA1002987//Homo sapiens PAC clone DJ1086D14, 
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compl ete sequence. Ill . 4e-28: 527: 66//AC004460 
R-MAMMA1003003//Homo sapiens chromosome 10 clone C 
RI-JC2059 map 10q24. 1-I0q24. 2, WORKING DRAFT SEQUE 
NCE, 1 ordered pieces. //7.9e-48: 418: 78//AC006109 
R-MAMMA1003004//, compl ete sequence. III. Oe- 12: 442: 
61//AC005406 

R-MAMMA1003007//Homo sapiens chromosome 10 clone C 
RI-JC2059 map 10q24. 1-I0q24.2, WORKING DRAFT SEQUE 
NCE, 1 ordered pieces. //1.7e-48: 293: 91//AC006109 
R-MAMMA1003011//A-306G8.TP CIT978SK Homo sapiens g 10 
enomic clone A- 306G8, genomic survey sequence. //0. 4 
5:168:64//B18092 

R-MAMMA1003015//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL HI 54), compl ete sequence. //2.9e- 44: 
399: 77//AC005740 

R-MAMMA1003019//RPCI 11-9J9. TV RPCI-11 Homo sapiens 
genomic clone RPCI-11-9J9, genomic survey sequenc 
e.//2.7e-14:294:68//B71583 
R-HAHMA1003026//HS_2166J2_C12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 20 
one Plate=2166 Col =24 Row=F, genomic surveysequenc 
e. //0. 021: 189: 64//AQ125639 
R-HAMMA1003031//Homo sapiens chromosome 5, BAC clo 
ne 319C17 (LBNL HI 59), compl ete sequence. //1.8e- 98: 
525: 95//AC005214 

R-MAMMA1003035//Homo sapiens 12ql3.1 Cosmid C174F5 
(Lawrence Livermore LL12NC01 or LL12NC02 human co 
smid libraries) complete sequence. //6. 7e- 06: 297: 63 
//AC004550 

R-MAMHA1003039//RPCI11-56J17.TJ RPCI11 Homo sapien 30 
s genomic clone R-56J17, genomic survey sequence./ 
/0. 21 : 375: 59//AQ081889 

R-MAMMA1003040//Human DNA sequence from cosmid L10 
8fl2, Huntington's Disease Region,, chromosome 4pl 
6.3.//2.7e-29:298:67//Z49235 
R-MAMMA1003044//Homo sapiens chromosome 19, cosmid 
R30676, complete sequence. //2.9e- 14: 113: 91//AC004 
560 

R-MAMMA1003047 

R-HAHMA1003049 40 
R-MAMMA1003055//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 377F16, WORKING DRAFT S 
EQUENCE. //2. 3e-45: 317: 86//Z93783 
R-MAMMA1003056//Homo sapiens chromosome 19, cosmid 
R34275, complete sequence. //I. 0:229: 63//AC005305 
R-HAMMA1003057//M.domesticus MD6 mRNA. //6.2e-42:32 
6: 82//X54352 

R-MAMMA1003066//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 473B4, WORKING DRAFT SE 
QUENCE. //3. le-49: 299: 87//Z83826 50 
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R-MAMMA1003089//Homo sapiens BAC clone RG298G08 fr 
om 7pl5-p21, completesequence.//2.7e-30:520:67//AC 
005084 

R-MAMHA1003099//RPCI 1 1-8N9. TP RPCI-11 Homo sapiens 
genomic clone RPCI-11-8N9, genomic survey sequenc 
e.//4.2e-44:338:82//B71494 

R-MAMMA1003104//Mus musculus rostral cerebellar ma 
lformation protein (rem) mRNA, complete cds.//3.4e 
-48:423:79//U72634 

R-MAMMA1003113//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-433J6, WORKING DRAFT SEQUENCE, 100 unor 
dered pi eces. //4. 8e- 1 14: 567: 97//AC006087 
R-MAMMA1003127//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 250D10, WORKING DRAFT S 
EQUENCE. //1. 4e-34: 283: 83//Z99716 
R-MAMMA1003135//P.knowlesi Hbn-cutting sites in la 
mbda KBS50. //0. 010: 243: 62//M38776 
R-MAMMA1003140//Homo sapiens chromosome 17, clone 
HCIT87G17, complete sequence. //6. 7e- 34: 288: 81//AC0 
03663 

R-MAMMA1003146//Saccharomyces douglasii mitochondr 
ial cytochrome c oxidase subunit I (C0XI) gene, co 
mpl ete cds. //4. 8e-08: 438: 59//M97514 
R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 598F2, WORKING DRAFT SE 
QUENCE. //1. 7e-63: 149: 94//AL021579 
R-MAHMA1003166//HS_3128^A1_B0LMR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3128 Col=l Row=C, genomic survey sequenc 
e. //3. Oe-17: 261: 70//AQ140766 
R-NT2RM2002580//Homo sapiens clone 24781 mRNA sequ 
ence. III. 6e- 1 1 1 : 593: 94//AF070640 
R-NT2RM4000024 

R-NT2RM4000027//Homo sapiens PAC clone DJ1194E14 f 
rom 7p21, complete sequence. //0. 026: 476: 56//AC0049 
93 

R-NT2RM4000030//Mus musculus musculus sex determin 
ing protein (Sry) gene, complete cds. 110. 00044: 37 
8: 59//U70653 

R-NT2RH4000046//H.mulatta HHC DR beta 6 gene encod 
i ng maj or hi stocompati bility compl ex. 110. 27: 130: 64 
//Z26239 
R-NT2RM4000061 

R-NT2RM4000085//Homo sapiens clone 24700 unknown m 
RNA, partial cds.//7.2e-112:550:97//AF070639 
R-NT2RM4000086//RPCI11-6J23.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-6J23, genomic survey seque 
nee. 117. 2e- 18: 277: 71//B49463 
R-NT2RM4000104//F.rubripes GSS sequence, clone 063 
K10aG5, genomic surveysequence.//3.6e-08:287:61//Z 
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R-NT2RM4000139//Homo sapiens chromosome 16, cosmid 
clone 330D11 (LANL), complete sequence. //9.4e- 08: 3 
36:65//AC005199 
R-NT2RM4000155 

R-NT2RM4000156//Homo sapiens chromosome 17, clone 
hRPK. 136JJ9, complete sequence. //3. 4e-23: 335: 72/ 
/AC005856 

R-nnnnnnnnnnnn//Mouse kif4 mRNA for mi crotubul e-ba 
sed motor protein KIF4, complete cds.//1.6e-87:55 10 
1:87//D12646 

R-NT2RM4000169//Human ribosomal protein L37a mRNA 
sequence. //5. 9e-14: 122: 88//L22154 
R-NT2RM4000191 

R- NT2RM4000 1 97//HS_324 1_A2_H05_IIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3241 Col=10 Row=0, genomic surveysequenc 
e. III. 8e-86: 430: 97//AQ206812 
R-NT2RM4000199//Mus musculus Yp BAC GSMB-368G7 (Ge 
nome Systems Mouse BACLibrary) complete sequence./ 20 
/0. 0047: 193: 63//AC006056 
R-NT2RM40Q0200 

R-NT2RM4000202//Homo sapiens chromosome 16, cosmid 
clone 378E2 (LANL), complete sequence. III. le- 40: 3 
34:76//AC004035 

R-NT2RM4000210//Homo sapiens mRNA for RIAA0712 pro 
tei n, compl ete cds. //5. 2e- 102: 546: 94//AB018255 
R-NT2RM4000215 

R-nniinimnnnnnn//Homo sapiens chromosome 10 clone C 
IT987SK-1144G6 map 10q25.1, complete sequence. III. 30 
le-55:303:86//AC005383 

R-NT2RM4000233//Struthio camel us microsatellite se 
quence 0SM 7. //1. 2e-07: 198: 67//AF003735 
R-NT2RH4000244//Homo sapiens chromosome 19, BAC CI 
T-B-393U5 (BC301 323), compl ete sequence. //1.7e-49: 
322:88//AC006116 

R-NT2RM4000251//Homo sapiens Chromosome 22qll.2 BA 
C Clone 72f8 In DGCR Region, complete sequence.// 
0.97: 184:66//AC000085 

R-NT2RM4000265//Human PAC clone DJ073F11 from Xq2 40 
3, complete sequence. //6.2e-66: 552: 78//AC000055 
R-NT2RM4000290//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 39417, WORKING DRAFT SE 
QUENCE. Il\ . 4e-05: 229: 65//AL023585 
R-NT2RM4000324 

R-NT2RM4000327//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 75N14, WORKING DRAFT SE 
QUENCE. 1/3. 3e-42: 443: 75//Z97199 
R-NT2RM4000344//Homo sapiens clone DJ0309D19, WORK 
I NG DRAFT SEQUENCE, 12unordered pieces.//6.4e-64:4 50 
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33: 84//AC004826 

R-NT2RM4000349//Human mRNA for KIAA0005 gene, comp 
lete cds.//7.7e-ll:210:69//D13630 
R-NT2RM4000354//Caenorhabditis elegans cosmid T14A 
8. //0. 084: 257: 60//U50066 
R-NT2RM4000356 

R-NT2RM4000366//HcHno sapiens mRNA for KIAA0642 pro 
tein, partial cds. //8. 7e- 1 12: 577: 95//AB014542 
R-NT2RH4000368 
1.6e-48:348:85//AG006257 

R-NT2RM4000386//Rat mRNA for growth potentiating f 
actor, compl ete cds. //4. 4e-35: 141 : 87//D42148 
R-NT2RM4000395//RPCI11-8N9.TP RPCI-11 Homo sapiens 

genomic clone RPCI-11-8N9, genomic survey sequenc 
e.//1.4e-25:207:75//B71494 
R-NT2RM4000414//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 228H13, WORKING DRAFT S 
EQUENCE. 111. le-17: 492: 64//AL031985 
R-NT2RM4000421//RPCI11-66B1.TK RPCI11 Homo sapiens 

genomic clone R-66B1, genomic survey sequence. III. 
8e-40: 311: 82//AQ241167 

R-NT2RM4000425//Homo sapiens chromosome Xp22- 135-1 
36 clone GSHB-567I1, WORKING DRAFT SEQUENCE, 35 un 
ordered pieces. III. 5e-47: 316: 87//AC005867 
R-NT2RM4000433//Mus musculus retinoic acid-respons 
ive protein (Stra6) mRNA, complete cds.//1.6e-17: 1 
33: 78//AF062476 
R-NT2RM4000457 

R-NT2RM4000471//Homo sapiens mRNA for putative tRN 
A splicing protein, partial. //4. 6e- 11 3: 559: 96//AJ0 
10952 

R-NT2RH4000486//Homo sapiens mRNA, complete cds, c 
lone: RES4-22C. 110. 00015: 170: 67//AB000461 
R-NT2RM4000496 

R-NT2RM4000511//Rat troponin T cardiac isofonn gen 
e, compl ete cds. 110. 11: 290: 58//M80829 
R-NT2RM4000514//CIT-HSP-2169K4.TR CIT-HSP Homo sap 
iens genomic clone 2169K4, genomic survey sequenc 
e. //I. 5e-20: 150: 89//B95717 

R-rumnimnnnnnn//HS-1024-B2-G01-MR. abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 803 Col =2 Row=N, genomic survey sequence.// 
6.3e-10:74:98//B34556 

R-NT2RM4000520//Caenorhabditis elegans cosmid F36H 

12. 110. 15:406:61//AF078790 

R-NT2RH4000531 

R-NT2RM4000532//Plasmodium falciparum chromosome 
2, section 28 of 73 ofthe complete sequence. //1.0: 
119:66//AE001391 

R-NT2RM4000534//paramecium species 4.51er mt dna d 
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imer: replication init. region, clone 2.//9.8e-05: 
326:60//K00909 

R-NT2RM4000585//flSJ252^A2_G08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3252 Col =16 Row=M, genomic surveysequenc 
e. //1.9e-69: 376: 93//AQ219890 
R-NT2RM4000590//CIT-HSP- 539024. TV CIT-HSP Homo sap 
iens genomic clone 539024, genomic survey sequenc 
e.//1.7e-38:226:93//B50657 

R-NT2RM4000595//Human Chromosome X clone bWXD342, 10 
compl ete sequence. //1 . 0: 239: 61//AC004072 
R-NT2RM4000603//RPCI11-49P13.TK RPCI11 Homo sapien 
s genomic clone R-49P13, genomic survey sequence./ 
/0. 77: 139: 64//AQ051950 
R-nnnnnnnnnnnn 

R-NT2RM4000616//HS_3107_A2_B03JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3107 Col=6 Row=C t genomic survey sequenc 
e.//1.3e-54:272:99//AQ210034 

R-NT2RM4000674 20 

R-NT2RM4000689//Mus musculus pericentrin mRNA, com 

pi ete cds. //3. 5e-70: 551: 80//U05823 

R-NT2RH4000698 

R-nnnnnnnnnnnn 

R-NT2RM4000712//Homo sapiens clone NH0512E16, comp 
lete sequence. //0. 54: 294: 58//AC005039 
R-NT2RH4000717//Plasmodium falciparum MAL3P8, comp 
lete sequence. //0. 050: 387: 58//AL034560 
R-NT2RM4000733//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 30 
EQUENCE. //I . Oe- 107: 566: 95//AL034379 
R-NT2RM4000734//Homo sapiens mRNA for KIAA0760 pro 
tein, partial cds. //I. le-103: 536: 95//AB018303 
R-NT2RM4000741//CIT-HSP-2294N4.TR CIT-HSP Homo sap 
iens genomic clone 2294N4, genomic survey sequenc 
e. //5. 2e-41 : 244: 93//AQ006361 
R-NT2RM4000751//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 537K23, WORKING DRAFT S 
EQUENCE. III. 7e-28: 416: 67//AL034405 
R-NT2RM4000764//Human HepG2 3' region Hbol cDNA, c 40 
lone hmd3g01m3.//2. le-33: 199: 96//D17217 
R-NT2RM4000778//Homo sapiens Xp22 BAC 620F15 (Geno 
me Systems BAC library) complete sequence. //0. 0006 
0:241:62//AC002980 

R-NT2RM4000779//Homo sapiens mRNA for KIAA0451 pro 
tein, complete cds.//2.9e-104:546:94//AB007920 
R-NT2RM4000787//Homo sapiens, clone hRPK.3JU. co 
mplete sequence. 115. 3e-32: 321: 77//AC006198 
R-NT2RM4000790//Homo sapiens chromosome 19, cosmid 
R27216, compl ete sequence. Ill . 9e- 1 1 1 : 552: 97//AC00 50 
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R-NT2RM4000795//Homo sapiens Chromosome 17pl3 Cosm 
id Clone cos39, complete sequence. //0. 74: 364: 57//U 
58675 

R-NT2RH4000796//Homo sapiens full length insert cD 
NA clone ZD62D10. //2. 7e-105: 510: 98//AF086348 
R-NT2RM4000798//Human polymorphic epithelial mucin 
core protein mRNA, 3' end.//7.7e-27: 158: 96//M2 1868 
R-NT2RH4000813 

R-NT2RM4000820//, complete sequence. //2.0e-104: 43 
2: 97//AC005406 

R-NT2RM4000833//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MXI22, complete sequence./ 
/2.0e-07:166:68//AB012248 

R-NT2RM4000848//Rabies virus matrix (B) protein mR 
NA, complete cds. //0. 073: 70: 84//M22013 
R-NT2RH4000852//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pi eces. Ill . 0: 237: 62//AC004709 
R-NT2RH4000855 

R-rainnnnnnniinn//HS_3189J2_B08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3189 Col=16 Row=D, genomic surveysequenc 
e. //2. le-06: 114: 73//AQ300597 
R-NT2RM4000895//Pan troglodytes HS19.8-similar loc 
us and Y Alu element, genomic survey sequence. //3. 8 
e-46:207:91//AF077058 

R-NT2RM4000950//Human BAC clone RG341D10 from 7pl5 
-p21, complete sequence. //1.0: 336: 60//AC002530 
R-NT2RM4000971//Human Xq28 cosmids U126G1, U142F2, 
U69B6, U145C10. U169A5, U84H1, U24D12, U80A7, U15 
3E6, L35485, and R7-163A8 containing iduronate 2-s 
ulfatase gene and pseudogene, complete sequence.// 
7. le-09:259: 64//AF011889 
R-NT2RM4000979 

R-NT2RM4000996//HSJ164_A1_E02_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3164 Col =3 Row=I, genomic survey sequenc 
e.//2.0e-82:443:94//AQ141622 
R-NT2RM4001002//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds.//1.2e-112:545:97//AB018272 
R-NT2RM4001016//Homo sapiens mRNA for KIAA0639 pro 
tein, partial cds.//7.9e-113:556:97//AB014539 
R-NT2RM4001032//Homo sapiens Surf- 5 and Surf-6 gen 
es. //I. 2e-10: 120: 82//AJ224639 
R-NT2RM4001047//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 163G9, WORKING DRAFT SE 
QUENCE. Ill . 0: 158: 67//AL008733 
R-NT2RM4001054//CI T-HSP-2292N8.TR CIT-HSP Homo sap 
iens genomic clone 2292N8, genomic survey sequenc 
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e.//5.8e-19: 118: 97//AQ004096 
R-nnnnnnnnnnnn//Mouse DNA with homology to EBV IR3 
repeat, segment 1, clone Mu2.//1.0e-05: 271: 64//H1 
0296 

R-NT2RM4001092//CITBI-E1-2524J20.TR CITBI-E1 Homo 
sapiens genomic clone2524J20, genomic survey seque 
nee. //1. 0: 186: 63//AQ277294 
R-NT2RM4001116 

R-NT2RM4001140//Homo sapiens PAC clone DJ0964C11 f 
rom 7pl4-pl5, completesequence.//3.6e-79:468:90//A 10 
C004593 

R-NT2RM4001151//HS_2270J1_E05_MF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=2270 Col =9 Row=J, genomic survey sequenc 

e. //5. 5e-62: 312: 98//AQ163739 

R-NT2RM4001155//Homo sapiens chromosome 12pl3.3 cl 

one RPCI4-816N1, WORKING DRAFT SEQUENCE, 31 unorde 

red pi eces. Ill, 4e- 107: 536: 97//AC005841 

R-NT2RM4001160//HS_3015JB1J10_T7 CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 20 

one Plate=3015 Col =19 Row=P, genomic surveysequenc 

e.//7.1e-35:201:95//AQ118712 

R-NT2RM4001187//X.laevis xUBFbeta2 mRNA for upstre 

am binding factor 1 . //0. 019: 177: 63//X57201 

R-NT2RM4001191//HSJ002JILF05_MF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3002 Col =9 Row=K, genomic survey sequenc 

e. //3. 9e-33: 230: 75//AQ088791 

R-NT2RM4001200//Homo sapiens full length insert cD 

NA cl one YL35H03. 111. 5e-69: 335: 99//AF085857 30 

R-NT2RM4001203 

R-NT2RM4001204 

R-NT2RM4001217 

R-NT2RM4001256 

R-NT2RM4001258 

R-NT2RM4001309 

R-NT2RM4001313//Homo sapiens 12q24.1 PAC RPCI1-71H 
24 (Roswell Park Cancer Institute Human PAC librar 
y) complete sequence. //0. 00055: 183: 63//AC004551 
R-NT2RM4001316//Homo sapiens chromosome 17, clone 40 
hCIT. 117JL16, complete sequence. //4. 5e-21: 212: 79/ 
/AC004757 

R-NT2RM4001320//C1 T-HSP-2303E22.TR CIT-HSP Homo sa 

pi ens genomic clone 2303E22, genomic survey sequen 

ce. III. 8e-30: 86: 89//AQ021084 

R-NT2RM4001340 

0.0027: 493: 60//AC005133 

R-NT2RM4001344 

R-NT2RM4001347//CITBI -E1-2506I20.TR CITBI-E1 Homo 
sapiens genomic clone2506I20, genomic survey seque 50 
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nee. //6. 5e-16: 101: 99//AQ262797 
R-NT2RM4001371//CI TBI -E1-2503C21.TR CITBI-E1 Homo 
sapiens genomic clone2503G21, genomic survey seque 
nee. 110. 063: 140: 65//AQ265776 
R-NT2RM4001382//HS_3044_ALF02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3044 Col =3 Row=R, genomic survey sequenc 
e.//0.96:103:66//AQ098668 

R-NT2RM4001384//R.norvegicus mRNA for dendrin.//8. 
5e-07: 120: 75//Y09000 

R-NT2RM4001410//Bovine cytochrome P450-scc mRNA fr 
agment. 112. 3e-15: 199: 75//M25920 
R-NT2RM4001411//Rattus norvegicus FceRI gamma-chai 
n interacting proteinSH2-B (SH2-B) mRNA, complete 
cds. III. 7e-55: 235: 83//D57391 
R-NT2RM4001412 

R-NT2RM4001414//Homo sapiens Xp22 Cosmids U98B4 an 
d U24F2 (Lawrence Livermore human cosmid library) 
complete sequence. III. 7e-80: 489: 89//U69730 
R-NT2RM4001437//RPCI11-56D2.TJ RPCI11 Homo sapiens 
genomic clone R-56D2, genomic survey sequence. III. 
8e-43:250:93//AQ081969 

R-NT2RH4001444//Homo sapiens Xp22-171-173 BAC GSHB 
-31214 (Genome SystemsHuman BAC Library) complete 
sequence. //0. 0034: 224: 63//AC005926 
R-NT2RM4001454//Homo Sapiens Chromosome X clone bW 
XD90, complete sequence. III. 4e- 33: 360: 68//AC004075 
R-NT2RM4001455//HS_3229_B1_E04_MR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3229 Col =7 Row=J, genomic survey sequenc 
e.//1.0: 183:61//AQ191289 

R-NT2RM4001483//Homo sapiens clone DJ0826E18, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //2.2e-51: 45 
1:79//AC005282 

R-NT2RM4001489//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds.//2. 2e-102: 547: 93//AB014585 
R-NT2RM4001519//HSJ208JU_F07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2208 Col =13 Row=K, genomic surveysequenc 
e. //0. 25: 214: 63//AQ091836 

R-NT2RM4001522//H. sapiens gene for Cu/Zn-superoxid 
e di smutase. //3. 6e- 13: 246: 70//Z29336 
R-NT2RH4001557//Plasmodium falciparum MAL3P4, comp 
lete sequence. //0. 055: 320: 58//AL008970 
R-NT2RM4001565//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-189M20, WORKING DRAFT SEQUENCE, 39 unor 
dered pieces. //3. 9e-26: 329: 72//AC005910 
R-NT2RH4001566//Human trophinin mRNA, complete cd 
S.//6. 3e-38: 296: 86//U04811 

R-NT2RM4001569//Human DNA sequence from clone 461P 
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17 on chromosome 20ql2-13.2. Contains four novel 
(pseudo) genes for proteins with Kunltz/Bovlnepancr 
eatic trypsin inhibitor and/or WAP- type (Whey Acid 
ic Protein) four- disulfide core' domains, C0X6C 
(Cytochrome C Oxidase Polypeptide VIC, EC 1.9.3.1) 
and RPL5 (60S Ribosomal Protein L5) pseudogenes, a 
pseudogene similar to part of the HSPD1 (HSP60, M 
itochondrial Matrix Protein PI precursor, Heat Sho 
ck Protein 60, GROEL protein, HUCEA60) gene, and t 
he Major Epididymis- specific protein E4 precursor 10 
(HE4, Epididymis Secretoryprotein E4, WAP-type (Wh 
ey Acidic Protein) ' four- disulfide core' domain) g 
ene. Contains ESTs, an STS, GSSs and a putative Cp 
G island, completesequence.//2.0e-35:213:89//AL031 
663 

R-NT2RM4001582//Mus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA, complete cds.//5.4e-60:558:77//A 
F071317 

R-nnnnnnnnnnnn//M. musculus mRNA of enhancer- trap- 1 
ocus l.//4.8e-86:565:85//X69942 20 
R-NT2RM4001594//fluman interleukin-13 (IL-13) precu 
rsor gene, complete cds. //0. 083: 283: 61//U31120 
R-NT2RM4001597//HS_2059_A1_G11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2059 Col =21 Row=M, genomic surveysequenc 
e. //4. 4e-09: 105: 83//AQ245136 
R-NT2RM4001605//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds.//6.7e-lll:565:95//AB018334 
R-NT2RM4001611//Homarus americanus ryanodine recep 
tor (RyR) mRNA, partial cds. //1. 0: 364: 61//AF051936 30 
R-NT2RM4001629//RPCI11-54G14.TJ RPCI11 Homo sapien 
s genomic clone R-54G14, genomic survey sequence./ 
/0. 0018: 347: 61//AQ083173 
R-NT2RM4001650 

R-NT2RM4001662//Homo sapiens DNA sequence from PAC 
159A15 on chromosomeXpll.21-pll.23. Contains inte 
r- alpha- trypsin inhibitor heavy chain H3 precursor 
-like protein. //0. 75: 212: 62//AL022575 
R-NT2RM4001666//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-233A8, complete sequence. //2.6e- 26: 4 40 
61:65//AC004685 

R-NT2RM4001682//Human DNA sequence from clone 30M3 
on chromosome 6p22. 1-22.3. Contains three novel g 
enes, one similar to C. elegans Y63D3A.4 andone si 
milar to (predicted) plant, worm, yeast and archae 
a bacterial genes, and the first exon of the KIAAO 
319 gene. Contains ESTs, GSSs and putative CpG isl 
ands, compl ete sequence. //1 . 5e- 107: 544: 96//AL03177 
5 

R-NT2RM4001710//Human DNA sequence *** SEQUENCING 50 
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IN PROGRESS *** from clone 126A5, WORKING DRAFT SE 
QUENCE. //1. 8e-110: 580: 95//AL031447 
R-NT2RM4001714//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //3. le- 10: 543: 59//AC00415 
3 

R-nnimiumnnnnn//Humaii DNA sequence from clone 931K 
24 on chromosome 20pl2Contains ESTs and GSSs, comp 
1 ete sequence. //8. 7e- 1 1 1 : 577: 94//AL034430 
R-NT2RM4001731//0vis aries di nucleotide repeat pol 
ymorphism at MAF92 locus. //0. 017:93: 73//M80527 
R-NT2RM4001741//Mouse mRNA for talin.//2.4e-34:27 
3:83//X56123 

R-NT2RM4001746//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 316G12, WORKING DRAFT S 
EQUENCE. //1. 7e-112: 567: 96//AL031709 
R-NT2RM4001754//Homo sapiens PAC clone 248015 from 
13ql2-ql3, complete sequence. //1. 4e- 64: 475: 83//AC 
002483 

R-NT2RM4001758//R.norvegicus mRNA for serine/threo 
nine kinase MARKl.//1.9e-18:202:78//Z83868 
R-NT2RM4001776//Homo sapiens mRNA for KIAA0727 pro 
tein, partial cds.//2.0e-22:236:80//AB018270 
R-NT2RM4001783//Homo sapiens clone DJ0981007. comp 
lete sequence. //4. 4e-106: 551: 95//AC006017 
R-NT2RM4001810//T28D3TF TAMU Arabidopsis thaliana 
genomic clone T28D3, genomic survey sequence. //0. 7 
6: 279: 60//B27099 
R-NT2RM4001813 
R-NT2RM4001823 

R-NT2RM4001828//HSJ073_A2_E01_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3073 Col =2 Row=I, genomic survey sequenc 
e. //L 6e-46: 255: 96//AQ121030 
R-NT2RM4001836//Sus scrofa microsatellite S0398 se 
quence. //9. 4e-06: 141: 69//U78024 
R-NT2RM4001841//Salmo salar microsatellite Ssa65 D 
NA. //I. 5e-06: 175: 65//AF019184 
R-NT2RM4001842//Homo sapiens clone RG228D17, W0RKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //5.0e- 07: 33 
2: 61//AC005077 

R-NT2RM4001856//Mus musculus clone 0ST16642, genom 
ic survey sequence. //4.8e-30: 235: 85//AF046633 
R-nnnnniiniuinnn//HS_3244Jl_F10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3244 Col =19 Row=L, genomic surveysequenc 
e. //3. 0e-40: 263: 89//AQ252798 
R-NT2RM4001865//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//5.0e-119: 592: 97//Y17711 
R-NT2RM4001876//Megastigmus wachtli di nucleotide m 
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icrosatellite, clone MWA47CT. 110. 13: 134: 64//AJ0010 
69 

R-NT2RM4001880 

R-NT2RM4001905//HS_2016_B1_H11_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2016 Col =21 Row=P, genomic surveysequenc 
e.//0. 0066: 264: 59//AQ226877 
R-NT2RM4001922//HS_2228J2_B07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2228 Col =14 Row=D, genomic surveysequenc 10 
e.//2.5e-35:205:96//AQ065498 
R-NT2RM4001930//Homo sapiens chromosome 17, clone 
hRPC. 34 JL24, completesequence. //0. 26: 325: 63//AC00 
4562 

R-NT2RM4001938//Homo sapiens chromosome 17, clone 
hRPC. 1081.PJ, complete sequence. 111. 9e-85: 421: 98/ 
/AC005207 

R-NT2RM4001940//Homo sapiens timeless homolog mRN 
A, complete cds.//6.2e-109:556:95//AF098162 
R-NT2RM4001953//Human DNA sequence *** SEQUENCING 20 
IN PROGRESS *** from clone 473B4, WORKING DRAFT SE 
QUENCE. //I. 3e-08: 175: 70//Z83826 
R-NT2RM4001965//CIT-HSP-385N14.TR CIT-HSP Homo sap 
iens genomic clone 385N14, genomic survey sequenc 
e. //5. 7e-69: 532: 81//B55044 
R-nnnnnimrainnn//R.norvegicus mRNA for IP63 protei 
n.//1.9e-61:352:83//X99330 

R-NT2RM4001979//Homo sapiens full length insert cD 
NA clone ZD29F04. //I. le-98: 465: 100//AF086241 
R-NT2RM4001984//Borrelia burgdorferi (section 47 o 30 
f 70) of the completegenome.//0.14:461:60//AE00116 
1 

R-NT2RM4001987 
R-NT2RM4002013 
R-NT2RM4002018 

R-NT2RM4002034//Homo sapiens chromosome 5, BAC clo 
ne 24p24 (LBNL H195), complete sequence. //3.6e- 42: 2 
77:89//AC005353 

R-NT2RM4002044//Homo sapiens PAC clone DJ1102B04 f 
rom 7ql 1.23- 7q21, complete sequence. //0. 83: 476: 57/ 40 
/AC006204 
R-NT2RM4002054 

R-NT2RM4002062//Human microsomal epoxide hydrolase 
gene, exons 5 and 6. //0. 11: 136: 67//U06659 
R-NT2RM4002063//0ryctolagus cuni cuius sarcosine ox 
idase (SOX) mRNA, complete cds. //2.9e- 99: 503: 96//U 
82267 

R-nnnnnnnnnnnn//Homo sapiens CAGH45 mRNA, complete 
cds. //9. 6e-41: 554: 68//U80742 

R-NT2RM4002067//Human DNA sequence *** SEQUENCING 50 
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IN PROGRESS *** from clone 329A5, WORKING DRAFT SE 
QUENCE. 111. 7e-64: 476: 81//Z97832 
R-NT2RM4002073//Mus musculus fatty acid transport 
protein 3 mRNA, partial cds.//l.le-33:238:85//AF07 
2758 

R-NT2RM4002075//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 0031: 403: 57//AC0055 
04 

R-NT2RM4002093//Human Chromosome 11 pac pDJ227b23. 
WORKING DRAFT SEQUENCE, 19 unordered pieces. 119. 4 
e-07:322:62//AC000383 

R-iinniuinnnnnnn//Mouse kif4 mRNA for microtubule-ba 
sed motor protein KIF4, complete cds.//5.6e-44:43 
2:74//D12646 

R-NT2RM4002128//Human HepG2 partial cDNA, clone hm 
d2el2m5. III. Oe-26: 186: 90//D17000 
R-NT2RM4002140 

R-NT2RM4002145//Homo sapiens full length insert cD 
NA clone ZD38E12.//1.4e-15: 193: 76//AF086247 
R-NT2RM4002146//Human ABL gene, intron lb, partial 

sequence. 110. 66: 170: 63//U07562 
R-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA, 

parti al cds. 1 1 A. 5e- 110: 560: 96//AF084535 
R-NT2RM4002174//Homo sapiens chromosome 17, clone 

hRPK.74JJ2, complete sequence. //8.0e-43: 302: 85/ 
/AC005696 
R-NT2RM4002189 

R-NT2RM4002194//Human Cosmid g5129gl29 from 7q31. 
3, complete sequence, //0. 29: 382: 60//AC003960 
R-NT2RM4002205//Spiroplasma virus (SpVl-R8A2 B) co 
mplete genome. //3. 5e-05: 432: 56//X51344 
R-NT2RM4002213 

R-NT2RM4002226//Homo sapiens chromosome 17, clone 
HCIT187M2, complete sequence. 110. 94: 198: 61//AC0044 
48 

R-NT2RM4002251 

R-NT2RM4002256//Homo sapiens PAC clone DJ0570D02 f 
rom 7pl3-pl4, completesequence. //2.3e- 58: 299: 85//A 
C004837 

R-NT2RH4002266//H. sapiens CpG island DNA genomic H 

sel fragment, clone 179fll, forward read cpgl79fl 

l.ftla.//0.72:97:69//Z57487 

R-NT2RH4002278//Homo sapiens clone RG140B11, W0RKI 

NG DRAFT SEQUENCE, 1 unordered pieces. //7.5e-49: 40 

5:84//AC005069 

R-NT2RM4002281//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 702J19, WORKING DRAFT S 
EQUENCE. III. 7e-13: 168: 77//AL033531 
R-NT2RH4002287 
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R-NT2RM4002294//Homo Sapiens Chromosome X clone bW 
XD171, WORKING DRAFT SEQUENCE, 1 ordered pieces.// 
0.98: 208: 65//AC004676 

R-NT2RM4002301//HS_2028JUJ10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2028 Col =19 Row=I, genomic surveysequenc 
e. //0- 94: 321: 57//AQ233262 

R-NT2RM4002323//Human DNA sequence from clone 59B1 
6 on chromosome 6p22. 1-22. 3. Contains a pseudogene 
similar to GPISG20 and other exonucl eases). Contai 10 
ns ESTs, STSs, GSSs, genomic markers D6S1691 and D 
6S299 and a carepeat polymorphism, complete sequen 
ce. //1. 9e-35: 265: 84//AL032822 
R- nnnnnnnnnnnn//Human mRNA for RIAA0319 gene, comp 
lete cds. 111. 4e-42: 569: 68//AB002317 
R-NT2RM4002344//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 013: 391: 59//AC00470 
9 

R-NT2RM4002373//Homo sapiens mRNA for KIAA0649 pro 20 
tein, complete cds. //8. 6e-121: 593: 97//AB014549 
R-NT2RM4002374//Human DNA sequence from cosmid U13 
1B10, between markersDXS366 and DXS87 on chromosoin 
e X contains XK membrane transport protein, ESTs an 
d STS. //3. 8e-44: 258: 86//Z73417 
R-NT2RM4002383//Human Chromosome 15q26.1 PAC clone 
pDJIOkS containing human DNA polymerase gamma (po 
lg) gene, complete sequence. 110. 00084: 345: 60//AC00 
5316 

R-NT2RM4002390 30 
R-NT2RM4002409//RPCI11-45M10.TK RPCI11 Homo sapien 
s genomic clone R-45M10, genomic survey sequence./ 
/0.99:151:66//AQ194411 
R-NT2RM4002438 

R-NT2RM4002446//Human DNA sequence from clone 360A 
4 on chromosome 16. Contains ESTs, complete sequen 
ce. 112. 8e- 103: 533: 95//AL031008 
R-NT2RM4002452 

R-NT2RM4002457//Homo sapiens chromosome 16, cosmid 
clone 321D4 (LANL), complete sequence. 110. 99: 171: 40 
64//AC004034 

R-NT2RM4002460//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1 , ATP5G 
2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymorphic CArepeat.//0.96:94:71//Z92545 
R-NT2RM4002479//Homo sapiens RNA hel lease- related 
protein mRNA, completecds.//2.9e-102:508:97//AF083 
255 

R-NT2RM4002482//Homo sapiens mRNA for KIAA0691 pro 50 
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tein, complete cds.//7.0e-31: 172: 98//AB014591 
R-NT2RM4002493//CIT-HSP-2296C24.TF CIT-HSP Homo sa 
pi ens genomic clone 2296C24, genomic survey sequen 
ce.//0.46:182:62//AQ006882 

R-NT2RM4002499//Human v-fos transformation effecto 
r protein (Fte-1), mRNA complete cds.//7.3e-24: 13 
4:99//M84711 

R-NT2RH4002504//Homo sapiens Xq28 BAC PAC and cosm 
id clones containing FMR2 gene exons 1,2, and 3, c 
omplete sequence. //3. 9e-l 1: 334: 63//AC002368 
R-nnnnnnnnnnnn 

R-NT2RM4002532//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 341D10. WORKING DRAFT S 
EQUENCE. III. 4e-17: 171: 79//Z97985 
R-NT2RM4002534 

R-NT2RM4002567//Homo sapiens chromosome 7 clone UW 
GC:gl564a040 from 7pl4-15, complete sequence. 111. 2 
e-26:181:76//AC005271 
R-NT2RM4002571 

R-NT2RM4002593//CIT-HSP-2303L15.TF CIT-HSP Homo sa 
piens genomic clone 2303L15, genomic survey sequen 
ce. //0. 034: 73: 82//AQ015579 
R-NT2RM4002623//Homo sapiens clone UWGC:gl564a209 
from 7pl4- 15, compl etesequence. 110. 0014: 670: 55//AC 
005862 

R-NT2RP2000001//Plasmodium falciparum chromosome 
2, section 59 of 73 ofthe complete sequence. 110. 00 
087:251:59//AE001422 

R-NT2RP2000006//Human DNA sequence from PAC 155D22 
on chromosome 6q27. Contains EST, STSs and a GSS. 
//2.7e-37:259:86//Z97205 

R-NT2RP2000008//RPCI11-41G16.TP RPCI-11 Homo sapie 
ns genomic clone RPCI-11-41G16, genomic survey seq 
uence. //4. le-25: 365: 70//AQ029090 
R-NT2RP2000027//Homo sapiens chromosome 17, clone 
HCIT305D20, complete sequence. //6. Oe-05: 307: 62//AC 
004098 

R-NT2RP2000040//Homo sapiens mRNA for KIAA0747 pro 
tein, partial cds.//8.4e-41:223:96//AB018290 
R-NT2RP2000045//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cd 
s. 115. 8e-63: 325: 96//AF061749 
R-NT2RP2000054//Human tyrosinase gene, 5' -flanking 
region (containing enhancer element resposible fo 
r pigment cell-specific transcription). 110. 88: 210: 
60//D26163 

R-NT2RP2000056//Mus musculus epsilon tyrosine phos 
phatase cytoplasmic isoform (Ptpre) mRNA, complete 
cds. Ilk. 7e-38: 377: 78//U36758 
R-NT2RP2000067//Rat mRNA for growth potentiating f 
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actor, complete cds.//6.0e-10: 137: 79//D42148 
R-NT2RP2000070//Homo sapiens chromosome 5, BAC clo 
ne 34j 15 (LBNL HI 69), complete sequence. //3. le- 76: 3 
81:98//AC005754 

R-NT2RP2000076//Plasmodium falciparum chromosome 
2, section 9 of 73 of the complete sequence. 111. 3e 
-06: 380:60//AE001372 

R-NT2RP2000077//Homo sapiens growth arrest specif! 
c 11 (GASH) mRNA, complete cds. //3. 5e-77: 379: 97// 
AF050079 10 
R-NT2RP2000079//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1125A11, WORKING DRAFT 
SEQUENCE. //6. 5e-32: 314: 78//AL034549 
R-NT2RP2000088//Homo sapiens mRNA for KIAA0795 pro 
tein, partial cds.//5.6e-74:378:96//AB018338 
R-NT2RP2000091//Homo sapiens clone RG015P03, compl 
ete sequence. //9. 3e-21: 226: 76//AC005048 
R-NT2RP2000097//Human DNA sequence from cosmid U20 
9G1 on chromosome X. //9. 2e-40: 278: 81//Z68873 
R-NT2RP2000098//Human BAC clone RG333F24 from 7ql 20 
1 . 2-q21 , compl ete sequence. //0. 34: 132: 65//AC004015 
R-NT2RP2000108//Homo sapiens DNA from chromosome 1 
9, BAC 33152, compl etesequence.//3. le-09:259:67//A 
C003973 

R-NT2RP2000114//Homo sapiens mRNA for GH3 synthas 

e, compl ete cds. //1 . 8e-74: 386: 95//AB018356 

R- NT2RP2000 1 20//CI TBI -E1-2503M8.TR CI TBI -El Homo s 

apiens genomic clone 2503H8, genomic survey sequen 

ce.//5.1e-05:87:77//AQ263909 

R-nnnnnnnnnnnn 30 
R-imnnnnnnnnnn//Homo sapiens PAC clone DJ044L15 fr 
om Xq23, complete sequence. //4.9e- 11: 153: 69//AC004 
827 

R-NT2RP2000147 

R-NT2RP2000153//Homo sapiens ccr2b (ccr2), ccr2a 
(ccr2), ccr5 (ccr5) andccr6 (ccr6) genes, complete 

cds, and lactoferrin (lactoferrin) gene, partial 
cds, complete sequence. //0. 0058: 261: 57//U95626 
R-NT2RP2000157//Homo sapiens Chr.14 PAC RPCI4-794B 
2 (Roswell Park Cancerlnstitute Human PAC Library) 40 

compl ete sequence. 111. 5e- 1 19: 603: 96//AC005924 
R-NT2RP2000161//CIT-HSP-2045P7.TR CIT-HSP Homo sap 
iens genomic clone 2045P7, genomic survey sequenc 
e. //0. 89: 173: 63//B79728 
R-NT2RP20Q0175 
R-NT2RP2000183 

R-NT2RP2000195//Homo sapiens chromosome 17, clone 
hRPR. 60_A_24, compl etesequence. //4. 3e-39: 306: 83//A 
C005325 

R-NT2RP2000205//Human DNA sequence from clone 302L 50 
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24 on chromosome Xq21-22, complete sequence. 111. 5e 
-05: 101: 78//AL022155 

R-NT2RP2000224//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SR-A-152E5, complete sequence. //7.3e-55: 3 
06: 94//AC004382 
R-NT2RP2000232 

R-NT2RP2000233//Mus musculus tumor metastasis asso 
elated gene product (MAG) mRNA, complete cds.//7.6 
e-13:144:75//U88401 

R-NT2RP2000239//Homo sapiens chromosome 4 clone B3 
53C18 map 4q25, complete sequence. //9.6e-63: 410: 86 
//AC004066 

R-NT2RP2000248//Caenorhabditis elegans cosmid T01C 
8. Ill . 0: 282: 58//U58726R-NT2RP2000257//Homo sapi ens 

PAC clone DJ0808G16 from 7qll.23-q21, complete se 
quence. 111. 5e-ll: 163: 72//AC004894 
R-NT2RP2000258//Arabidopsis thai i ana chromosome II 

BAC T31E10 genomic sequence, complete sequence.// 
0.58: 442: 58//AC004077 

R-NT2RP2000270//Homo sapiens DNA sequence from PAC 
97D16 on chromosome 6p21.3-22.2. Contains an unkn 
own pseudogene, a 60S Ribosomal protein L24(L30) L 
IKE pseudogene and hi stone genes H2BFC (H2B/c), H4 
FFP (H4/f pseudogene) , H2AFC (H2A/c), H3F1K (H3.1/ 
k) and a tRNA-Val pseudogene and tRNA-Thr gene. Co 
ntains ESTs, STSs, GSSs and genomic marker D6S464, 
compl etesequence. III. le-39: 292: 84//AL009179 
R-NT2RP2000274//CI T-HSP-237901.TR CIT-HSP Homo sap 
iens genomic clone 237901, genomic survey sequenc 
e.//6.9e-10: 121: 81//AQ109409 
R-NT2RP2000288 
R-NT2RP2000289 

R-NT2RP2000297//Homo sapiens full length insert cD 
NA clone ZB81C03. //7. 7e-109: 519: 99//AF086165 
R-NT2RP2000298 

R-NT2RP2000310//Homo sapiens p53 induced protein m 
RNA, partial cds.//1.5e-38:224:93//AF010310 
R-NT2RP2000327//Homo sapiens DNA sequence from PAC 

434014 on chromosomelq32. 3. -41. Contains the HSD1 
1B1 gene for Hydroxysteroid (11 -beta) Dehydrogenas 
el, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 
ctor 6 and two novel genes. ContainsESTs and GSSs, 

complete sequence. //4. 3e-113: 580: 96//AL022398 
R-NT2RP2000329//Homo sapiens clone NH0319F03, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //7.4e- 47: 36 
7: 77//AC006039 

R-NT2RP2000337//Anopheles quadrimaculatus NADH deh 
ydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi 
dase subunits (1-3); adenosine triphosphatase subu 
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nits (6,8); cytochrome b; transfer RNA; ribosamal 
RNA (large and small subunits).//4.9e-08:494: 58//L 
04272 

R-NT2RP2000346//Bomo sapiens apoptosis associated 
protei n (GADD34) mRNA, compl ete cds. III. 4e-46: 262: 9 
4//U83981 

R-NT2RP2000369//Homo sapiens chromosome 17, clone 
HCIT169H9, WORKING DRAFT SEQUENCE, 6 unordered pie 
ces. III. Oe-07: 334: 61//AC002993 

R-NT2RP2000414//Mouse DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone BAC394, WORKING DRAFT S 
EQUENCE. 111. Oe-08: 98: 83//AJ004828 
R-NT2RP2000420//Homo sapiens chromosome 17, clone 
hRPK. 640JJ5, complete sequence. //0. 99: 150: 62//AC 
005324 

R-NT2RP2000422//Homo sapiens N- acetyl glucosamine-p 
hosphate mutase mRNA, compl ete cds. //4.6e- 19: 142:90 
//AF102265 

R-NT2RP2000438//RPCI 11-621 13. TK RPCI11 Homo sapien 
s genomic clone R-62I13, genomic survey sequence./ 20 
II. le-06: 103: 79//AQ199572 

R-NT2RP2000448//Homo sapiens PAC clone DJ0740DO2 f 
rom 7pl4-pl5, completesequence.//2.0e-22:276:73//A 
C004691 

R-NT2RP2000459//CIT-HSP-2013N9.TR CIT-HSP Homo sap 

iens genomic clone 2013N9, genomic survey sequenc 

e.//5.5e-27:205:87//B53940 

R-NT2RP2000498//Homo sapiens Chromosome llq23 PAC 

clone pDJ149k2 containing PLZF gene encoding krupp 

el -like zinc finger protein, complete sequence.// 30 

6. Oe-12: 119: 84//AC001234 

R-NT2RP2000503//Human CYP11B2 gene for steroid 18- 
hydroxylase (P-450 C18), 5' -flanking region and ex 
on l.//0.48:201:64//D10170. 
R-NT2RP2000510//Bactrocera dorsal is strain Tahiti 
mitochondrial D-loop region, complete sequence.// 
3. 6e-07: 472: 59//AF033929 
R-nnnnnnnnnnnn 

R-NT2RP2000523//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 150C2, WORKING DRAFT SE 40 
QUENCE. III. 3e-61: 317: 97//AL022318 
R-NT2RP2000603//Homo sapiens mRNA for MCM3 import 
factor, complete cds. //6. 6e-29: 167: 97//AB005543 
R-NT2RP2000617 

R-NT2RP2000634//Homo sapiens mRNA for KIAA0614 pro 
tein, partial cds.//2.5e-64:335:96//AB014514 
R-NT2RP2000644//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1 , ATP5G 
2, ATP5G3) like pseudogene, ESTs and STSs. Contain 50 
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s polymorphic CArepeat.//1.8e-28:383:70//Z92545 
R-NT2RP2000656//Homo sapiens DNA sequence from PAC 
874C20 on chromosome6p22. 1-22.3. Contains a Zinc 
Finger Protein ZFP47 LIKE gene, a Zinc Finger Prot 
ein pseudogene and a Zinc Finger Protein SRE-ZBP p 
seudogene. Contains ESTs, STSs and GSSs, complete 
sequence. //0. 0093: 110: 70//AL021997 
R-NT2RP2000658//Bacillus thuringiensis chitinase 
(chi) gene, complete cds.//0.73:301:60//U89796 
R-NT2RP2000668 

R-NT2RP2000678//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 8/15, W 
ORKING DRAFT SEQUENCE. //2.8e-l 1:256: 66//AP0000 15 
R-NT2RP2000710//Genomic sequence from Human 17. WO 
RKING DRAFT SEQUENCER unordered pieces. //0. 036: 17 
6:69//AC002346 

R-NT2RP2000715//Homo sapiens PAC clone DJ1066K24 f 
rom 7pl5 f complete sequence. III. 7e- 110: 555: 96//AC0 
04540 

R-NT2RP2000731//Human DNA sequence from clone 497J 
21 on chromosome 6q26-27. Contains a K0C (KH-domai 
n containg transcript overexpressed in cancer) pse 
udogene, genomic marker D6S193, ESTs, STSs and GSS 
s, and a ca repeat polymorphism, complete sequenc 
e.//2.6e-18:319:68//AL023775 
R-NT2RP2000758//CIT-HSP-507A14.TP CIT-HSP Homo sap 
iens genomic clone 507A14, genomic survey sequenc 
e.//1.0: 189: 60//B50590 
R-NT2RP2000764 

R-NT2RP2000809//Human BAC clone RG356F09 from 7p2 
1, complete sequence. //1.7e-24: 215: 81//AC004002 
R-NT2RP2000812//CIT-HSP-2281C3.TR CIT-HSP Homo sap 
iens genomic clone 2281C3, genomic survey sequenc 
e.//9.5e-32:176:97//B99575 

R-nnnnnnnnnnnn//paramecium species 5,87 mt dna dim 
er: replication init. region. //0. 0077: 418: 57//K0091 
6 

R-NT2RP2000816//F.rubripes GSS sequence, clone 011 
H02aA6, genomi c surveysequence. 110. 61 : 52: 73//AL01 1 
013 

R-NT2RP2000819 

R-NT2RP2000841//Human DNA sequence *** SEQUENCING 
IN PROGRESS from clone 43408, WORKING DRAFT SE 
QUENCE. 110. 00012: 181: 70//AL033504 
R-NT2RP2000842//Mus musculus (C57BL/10 X C3H)F2 cl 
one 4.9 novel mRNA from renin- expressing kidney tu 
mor cell line, partial sequence. III. 7e- 27: 388: 72// 
U13370 

R-NT2RP2000845//Homo sapiens chromosome 17, clone 
hRPK.849_NJ5, complete sequence. HQ. 0022: 200: 68// 
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AC005703 
R-NT2RP2000863 

R-NT2RP2000880//Homo sapiens mRNA for putative GTP 
-bi ndi ng protei n, parti al . III. 3e-43: 279: 89//AJ0064 
12 

R-NT2RP2000892//Homo sapiens genomic DNA of 9q32 a 
nti- oncogene of flat epitherium cancer , segment 7 
/10. //0. 0028: 221: 62//AB020875 
R-NT2RP2000931//Homo sapiens mRNA for KIAA0723 pro 
tein, complete cds. //2.2e- 55: 290: 96//AB018266 10 
R-NT2RP2000938//Homo sapiens full length insert cD 
NA clone ZD55G12.//2. le-37: 215: 93//AF086336 
R-NT2RP2000943//flomo sapiens mRNA for KIAA0755 pro 
tein, complete cds.//3.0e-96:494:96//AB018298 
R-NT2RP2000965 

R-NT2RP2000970//Homo sapiens DNA sequence from BAC 
747E2 on chromosome 22ql2. 1. Contains ESTs, STSs 
and GSSs and genomic marker D22S56, completesequen 
ce. //4. 5e-87: 440: 97//AL021393 

R-NT2RP2000985//Homo sapiens chromosome 17, clone 20 
hRPK.597JL12, complete sequence. //5.4e-93: 484: 95/ 
/AC005277 

R-NT2RP2000987//Plasmodium falciparum chromosome 
2, section 9 of 73 of the complete sequence. //2. le 
-06:318:62//AE001372 

R-NT2RP2001036//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 41018, WORKING DRAFT SE 
QUENCE. //2. Oe-24: 273: 73//AL031732 
R-NT2RP2001044//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 30 
SEQUENCE, 14 unordered pieces. //3.3e-07: 365: 65//AC 
005140 

R-NT2RP2001065//Caenorhabditis elegans cosmid F10G 
7.//9.2e-06:273:59//U40029 

R-NT2RP2001070//C1TBI-E1-2503F4.TF CITBI-E1 Homo s 
apiens genomic clone 2503F4, genomic survey sequen 
ce.//0.13:97:72//AQ265973 

R-NT2RP2001094//Mycoplasma mycoides mycoides SC im 
munodominant protein P72 (p72) gene, complete cds, 

mannitol-1 -phosphate dehydrogenase (mtlD) gene, p 40 
artial cds and insertion sequence IS1296, complete 

sequence. //0. 018: 373: 57//U61140 
R-NT2RP2001119 

R-NT2RP2001127//Homo sapiens HRIHFB2060 mRNA, part 
ial cds. //4. 5e-55: 304: 94//AB015348 
R-NT2RP2001137//Homo sapiens DNA sequence from clo 
ne 511B24 on chromosome 20ql 1.2-12. Contains the T 
0P1 gene for Topoisomerase I, the PLCG1 genefor 1- 
Phosphati dy 1 i nosi tol - 4 , 5- Bi sphosphate Phosphodi est 
erase Gamma 1 (EC 3. 1.4.11, PLC-Gamma-1, Phospholi 50 
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pase C-Gamma-1 PLC-II, PLC- 148), theKIAA0395 gene 
for a probable Zinc Finger Homeobox protein and a 
60S Ribosomal Protein L23 LIKE pseudogene. Contain 
s a predicted CpG island, ESTs, STSs and GSSs, com 
plete sequence. //0. 69: 129: 65//AL022394 
R-NT2RP2001149//Sequence 5 from Patent US 4798885. 
//8.5e- 28: 322:77/7101838 
R-NT2RP2001168 

R-NT2RP2001173//Homo sapiens mRNA for KIAA0480 pro 
tein, complete cds.//4.8e-95:490:96//AB007949 
R-NT2RP2001174//CIT-HSP-2170B18.TR CIT-HSP Homo sa 
piens genomic clone 2170B18, genomic survey sequen 
ce.//1.3e-33:204:93//B89680 
R-NT2RP2001196//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-65, complete s 
equence. //1.7e-06: 413: 61//AL010134 
R-NT2RP2001218//Human DNA sequence from clone 23K2 
0 on chromosome Xq25-26.2 Contains EST, STS, GSS, 
complete sequence. //8. 5e-15: 278: 68//AL022153 
R-NT2RP2001226//Human DNA sequence from clone 1170 
D6 on chromosome Xq22. 3-23. Contains a pseudogene 
similar to U-SNRNP_associated Cyclophilin (USA-CY 
P, EC 5.2.1.8), ESTs, an STS and a GSS, complete s 
equence. //0. 0020: 462: 57//AL030995R-NT2RP2001233//C 
IT-HSP-2356P23.TR CIT-HSP Homo sapiens genomic clo 
ne 23 

56P23, genomic survey sequence. //8.0e-108: 547: 96// 
AQ081110 

R-NT2RP2001245//Spodoptera frugiperda 16S rRNA gen 
e, Val-tRNA, and Leu-tRNA genes, and ND-1 protein 
gene, 5' end. //0. 0052: 350: 58//M76713 
R-NT2RP2001268//Homo sapiens mRNA for KIAA0810 pro 
tein, partial cds.//4.6e-lll:544:97//AB018353 
R-NT2RP2001277//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y59A8, WORKING 
DRAFT SEQUENCE. //0. 0058: 327: 59//Z98870 
R-NT2RP2001290//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 96: 187: 65//AC004709 
R-NT2RP2001295//Homo sapiens BAC clone NH0491B03 f 
rom 7p21-pl5, completesequence.//0.59:218:62//AC00 
6041 

R-NT2RP2001312//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 349A12, WORKING DRAFT S 
EQUENCE. //0. 12: 117: 64//AL033520 
R-NT2RP2001327//Caenorhabditis elegans cosmid R04D 
3, compl ete sequence. //0. 31 : 1 19: 66//Z7021 2 
R-NT2RP2001328//HS_2213^A1_D07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2213 Col=13 Row=G, genomic surveysequenc 
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e. //1 . 7e-22: 200: 83//AQ136874 
R-NT2RP2001347//Plasmodium falciparum MAL3P8, comp 
1 ete sequence. 110. 81 : 509: 56//AL034560 
R-NT2RP2001378//H. sapiens DNA sequence. //0. 94: 147: 
63//Z22404 

R-NT2RP2001381//Homo sapiens cyclin E2 mRNA, compl 
ete cds.//3.2e-09:75:97//AF091433 
R-NT2RP2001392//Myxococcus xanthus ATP-dependent p 
rotease (bsgA) gene, complete cds.//0. 079: 178:62// 
L19301 10 
R-NT2RP2001394//Human DNA sequence from PAC 389A20 
on chromosome X contains ESTs STS, CpG islands an 
d polymorphic CA repeat. //3. 4e- 60: 351: 90//Z93242 
R-NT2RP2001397//Hainster mRNA for cyclinB2, compl et 
e cds.//5.4e-55:320:83//D17294 
R-NT2RP2001420//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1108D11, WORKING DRAFT 
SEQUENCE. //I. Oe-44: 246: 85//AL034419 
R-NT2RP2001423//Human DNA sequence from clone 726F 
20 on chromosome lp36. 11-36.23. Contains ESTs and 20 
a GSS, complete sequence. //3.7e-05: 417: 61//AL03127 
3 

R-NT2RP2001427//Human Chromosome 11 Cosmid cSRL34e 
5, complete sequence. //0. 94: 287: 59//U73643 
R-NT2RP2001436//Mus musculus clone 0ST1784, genomi 
c survey sequence. //5. 2e- 31: 299: 77//AF046702 
R-NT2RP2001440//Rattus norvegicus mRNA for 14-3-3 
protei n gamma- subtype , compl ete cds . Ill . 8e- 75 : 548: 8 
3//D17447 

R-NT2RP2001445//Homo sapiens 12ql3.1 PAC RPCI 1-228 30 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) compl ete sequence. Ill . 0e-06: 452: 59//AC004801 
R-NT2RP2001449//Homo sapiens clone DJ0647C14, WORK 
ING DRAFT SEQUENCE, 21unordered pieces. //5. le-08: 2 
18:67//AC004846 
R-NT2RP2001450 

R-NT2RP2001467//Human BAC clone RG343P13 from 7q3 
1 , compl ete sequence. //3. 8e-31 : 254: 83//AC002465 
R-NT2RP2001506//C.barati p-47. ntnh, bonT genes.// 
1.2e-06:415:60//Y12091 40 
R-NT2RP2001511//Plasmodium falciparum HAL3P7, comp 
lete sequence.//©. 11: 155: 63//AL034559 
R-NT2RP2001520//Bomo sapiens mRNA for mitochondria 
1 carrier protein ARALAR1.//2. le-104: 545: 95//Y1449 
4 

R-NT2RP2001526//Homo sapiens chromosome 17, clone 
hCIT. 175_E_5, compl etesequence. 1/1. Oe-16: 283: 68//A 
C004596 

R-NT2RP2001536//Human DNA from chromosome 14-speci 
fic cosmid contai ni ngXRCC3 DNA repair gene, genomi 50 
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c sequence, complete sequence. //7.7e- 16: 108: 96//AF 
037222 

R-NT2RP2001560//CIT978SK-A-56H4.TP CIT978SK Homo s 
apiens genomic clone A-56H4, genomic survey sequen 
ce. //0. 052:1 12: 66//B73597 

R-NT2RP2001569//CIT-HSP-2335F8.TF CIT-HSP Homo sap 
iens genomic clone 2335F8, genomic survey sequenc 
e.//6.0e-78:383:98//AQ042029 
R-NT2RP2001576//Homo sapiens sulfonylurea receptor 

(SUR2) gene, exon 37.//0.33: 135: 66//AF06 1322 
R-NT2RP2001581//Homo sapiens (clone MFD220) PCR pr 
imer. //2. 7e-07: 240: 63//L15407 
R-NT2RP2001597//HS_3016_B2J06J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3016 Col =12 Row=L, genomic surveysequenc 
e. //5. 3e-45: 310: 87//AQ118854 
R-NT2RP2001601//Homo sapiens chromosome 17, clone 
hRPK. 855_D_21 , compl ete sequence. //0. 015: 445: 58//A 
C006079 

R-NT2RP2001613//Mus musculus orphan nuclear hormon 
e receptor (CAR) gene, complete sequence. //3.5e- 16: 
413:63//AF009326 

R-NT2RP2001628//Phytomonas serpens kinetoplast max 
icircle ribosomal protein S12 (G6) edited mRNA, co 
mpl ete cds. 110. 1 1 : 190: 63//AF034626 
R-NT2RP2001663//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SR-625P11, complete sequence. //3.0e- 26: 15 
7:81//AC004125 

R-NT2RP2001677//Homo sapiens chromosome 9, PI clon 
e 11659, complete sequence. //3. Oe- 58: 305: 96//AC004 
472 

R-NT2RP2001678//Human BAC clone RG222A16 from 7q3 

I, complete sequence. 1/0. 95: 107: 66//AC002385 
R-NT2RP2001699//Mus musculus erythroid ankyrin and 

two alternatively spliced erythroid ankyrins (Ank 
1) gene, putative exon 41 and partial cds.//8.8e-0 
5:211:63//U76758 

R-NT2RP2001720//Homo sapiens PAC clone DJ0167F23 f 
rom 7pl5, complete sequence. //4.7e-68: 352: 97//AC00 
4079 

R-NT2RP2001721//HS-1052-Bl-G06-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 774 Col=ll Row=N, genomic survey sequence./ 

II. 7e-05:346:59//B40914 

R-NT2RP2001740//HS_3213_ J A2_D02J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3213 Col=4 Row=G, genomic survey sequenc 
eV/1. le-16: 162: 82//AQ175104 
R-NT2RP2001748//Human gene for L-histidine decarbo 
xylase, complete cds.//2.0e-33:312:77//D16583 
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R- NT2RP200 1 762//Homo sapiens chromosome 1, BAC CIT 
-HSP-292g8 (BC262482), complete sequence. III. 3e- 10 
0:435:97//AC004783 

R-NT2RP2001813//Human leukocyte common antigen T20 
0 (CD45, LCA) gene, exon 9. //0. 031: 261 : 60//M23468 
R-NT2RP2001861 

R-NT2RP2001869//Sequence 5 from patent US 5595900. 

//4.2e-21: 194: 77//I 34189 

R-NT2RP2001876 

R-NT2RP2001883//Human DNA sequence from clone 612B 10 
18 on chromosome lq24-25.3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Islan 

d, complete sequence. //5.0e-lll: 485: 97//AL031864 
R-NT2RP2001900 

R-NT2RP2001907//Human proto- oncogene tyrosine- prot 
ein kinase (ABL) gene, exon la and exons 2-10, com 
plete cds. 115. 4e-42: 382: 77//U07563 
R-NT2RP2001926//HS_3180_B2_F02__MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 20 
one Plate=3180 Col =4 Row=L, genomic survey sequenc 

e. //2.8e-25:138:80//AQ185415 
R-NT2RP2001936//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. // 1.0: 320: 60//AC005504 
R-NT2RP2001943//Dictyostelium discoideum PkgA (pkg 
A) gene, partial cds.//1.4e-08:378:59//AF020280 
R-NT2RP2001946//Homo sapiens clone NH0140K04, comp 
lete sequence. III. 6e-85: 409: 100//AC005033 
R-NT2RP2001947//Human mRNA for KIAA0390 gene, comp 30 
lete cds. //0. 85: 140: 64//AB002388 

R-NT2RP2001969 

R-NT2RP2001976//CIT-HSP- 2281C3.TR CIT-HSP Homo sap 
iens genomic clone 2281C3, genomic survey sequenc 
e.//2.0e-60:307:98//B99575 

R-NT2RP2001985//Arabidopsis thaliana DNA chromosom 
e 4, BAC clone F1N20 (ESSAII pro) ect) . 110. 031 : 282: 
61//AL022140 
R-NT2RP2002025 

R-NT2RP2002032//CITBI-E1-2502C19.TF CITBI-E1 Homo 40 
sapiens genomic clone2502C19, genomic survey seque 
nee. //I. 2e-52: 285: 95//AQ264715 
R-NT2RP2002033//Human (lambda) DNA for immunoglobi 
n light chain.//l.le-08:389:61//D88270 
R-NT2RP2002041//Homo sapiens 12pl3.3 BAC RPCI 11-31 
9E16 (Roswell Park Cancer Institute Human BAC Libr 
ary) compl ete sequence. Ill . le-49: 264: 97//AC006206 
R-NT2RP2002046//Human BAC clone GS119P05 from 7q2 
1, complete sequence. //0. 0023: 429: 6 1//AC004011 
R-NT2RP2002047//P. fal ci parum PK1 gene. 110. 00015: 23 50 



firM 2002-191363 
3600 

9:62//X83707 

R-NT2RP2002058//HS_2183_ J A1_G01_MR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=2183 Col=l Row=M, genomic survey sequenc 
e. III. 2e-21: 185: 84//AQ022560 
R-NT2RP2002066//G.gallus microsatellite DNA (LEI 02 

22 (=T15ivD04)) . 110. 18: 102: 70//Z83792 
R-NT2RP2002070//P. falciparum major merozoite surf a 
ce antigen (PMISA) mRNA, complete cds, isolate FC2 
7. //0. 95: 192: 61//M19143 

R-NT2RP2002076//Homo sapiens clone 24804 mRNA sequ 
ence. //3. 8e-25: 182: 86//AF052183 
R-NT2RP2002079//Human DNA sequence from clone 431P 

23 on chromosome 6q27. Contains the first coding ex 
on of the MLLT4 gene for myeloid/lymphoid or mixed 
-lineage leukemia (tri thorax (Drosophila) homolo 
g); translocatedto, 4 (AF-6, Afadin, MLLT-4, ALL-1 

fusion partner), and a Serine Palmitoyltransferas 
e 2 (EC 2.3.1.50, Long Chain Base Biosynthesis pro 
tein 2, LCB-2, SPT-2) pseudogene. Contains ESTs, S 
Tss, GSSs, and a putative CpG island, complete seq 
uence. III. 7e-10: 97: 90//AL009178 
R-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. //4. 6e-59: 376: 89//AJ007509 
R-NT2RP2002105 

R-NT2RP2002124//RPCI11-75J16.TJ RPCI 11 Homo sapien 
s genomic clone R-75J16, genomic survey sequence./ 
/0. 58: 191:64//AQ266779 

R-NT2RP2002137//Homo sapiens Xp22-175-176 BAC GSHB 
-484017 (Genome Systems Human BAC Library) complet 
e sequence. 110. 0065: 294: 61//AC005913 
R-NT2RP2002154 

R-NT2RP2002172//RPCI11-90C20.TJ RPCI 11 Homo sapien 
s genomic clone R-90C20, genomic survey sequence./ 
/0. 049: 160: 65//AQ282591 

R-NT2RP2002185//CIT-HSP-2341I15.TF CIT-HSP Homo sa 
pi ens genomic clone 2341115, genomic survey sequen 
ce. //6. Oe-36: 230: 90//AQ053355 
R-NT2RP2002192//HS_2222_B1_F08_HF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2222 Col =15 Row=L, genomic surveysequenc 
e.//1.9e-15:249:71//AQ178491 
R-NT2RP2002193//Rattus norvegicus potassium channe 
1 regulatory protein KChAP mRNA, complete cds. 1 1 A. 
7e-35: 438: 73//AF032872 

R-NT2RP2002208//Hansenula wingei mitochondrial DN 
A, compl ete sequence. 110. 00057: 468: 57//D31785 
R-NT2RP2002219//HSJ058 JU_C09JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2058 Col =17 Row=E, genomic surveysequenc 
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e. //3. 4e-55: 512: 77//AQ234380 
R-NT2RP2002231//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***frora contig 3-31, complete s 
equence. //1. 5e-06: 398: 61//Z98557 
R-nnnnnnnnnnnn//Sequence 11 from patent US 562481 
8.//3.3e-91:553:87//I41141 

R-NT2RP2002256//Homo sapiens retinoic acid hydroxy 
lase mRNA, complete cds. //3. 0e-14: 132: 84//AF005418 
R-NT2RP2002259//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 118J21, WORKING DRAFT S 10 
EQUENCE. //1. 6e-96: 548: 91//AL033527 
R-NT2RP2002270//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. //5. le- 06: 3 
91:60//AC004605 

R-NT2RP2002292//Genomic sequence from Human 13, co 
mplete sequence. //0. 91: 159: 64//AC001226 
R-NT2RP2002312//Homo sapiens CDP-diacyl glycerol sy 
nthase 2 (CDS2) mRNA, partial cds. //1. 3e-101: 527: 94 
//AF069532 

R-NT2RP2002316//Plasmodium falciparum chromosome 20 
2, section 45 of 73 ofthe complete sequence. //0. 00 
052:389:59//AE001408 

R-NT2RP2002325//Homo sapiens peroxisomal biogenesi 
s factor (PEXlla) mRNA, complete cds.//2.3e-112:56 
7:95//AF093668 

R-NT2RP2002333//Rat P0U domain factor (Bm-5) mRN 
A.//1.5e-22: 323: 73//L23204 

R-NT2RP2002385//Homo sapiens synaptic glycoprotein 
SC2 spliced variant mRNA, complete cds.//3.7e-10 
2: 600: 89//AF038958 30 
R-NT2RP2002394//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 039: 399: 59//AC005308 
R-NT2RP2002408//HS_2212_A1_E09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2212 Col =17 Row=I, genomic surveysequenc 
e. //9. 6e-35: 231: 88//AQ184632 
R-NT2RP2002426//Human DNA sequence from clone 101G 
11 on chromosome 22ql2. Contains an AC02 (Mitochon 
drial Aconitate Hydratase (Aconitase, Citrate Hydr 40 
o-Lyase, EC 4.2.1.3)) pseudogene, ESTs, STSs, GSSs 
and a putativeCpG island, complete sequence. 1/2, 8 
e-39:308:82//AL021877 

R-NT2RP2002439//Leishmania tarentolae mitochondria 
1 electron transport chain component mRNA. //0. 022: 
102: 71//M74225 

R-NT2RP2002457/7Homo sapiens DNA sequence from PAC 
142L7 on chromosome 6q21. Contains a Laminin Alph 

a 4 (UMA4) LIKE gene coding for two alternatively 
spliced transcripts, a Tubulin Beta LIKE pseudoge 50 
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ne, a Connect! vetissue growth factor (NOV, GIG) U 
KE gene, A predicted CpG island, ESTs, STSs and ge 
nomic marker D6S416, complete sequence. //0. 00099: 3 
54: 59//Z99289 

R-NT2RP2002464//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 6/15, W 
0RKING DRAFT SEQUENCE. //0. 0015: 219: 67//AP000013 
R-NT2RP2002475 

R-nnnnnnnnnnnn//Homo sapiens mRNA for ABC transpor 
ter 7 protein, complete cds.//3. le-113: 605: 92//AB0 
05289 

R-NT2RP2002498//Human DNA sequence from PAC 162H14 
on chromosome 22. Contains 3' part of a FIBULIN 1 
like gene and ESTs, complete sequence. //0. 32: 210: 

64//Z98047 

R-NT2RP2002503//Homo sapiens, clone hRPK. 15_A_1, c 
ompl ete sequence. //4. Oe-86: 429: 98//AC006213 
R-NT2RP2002504//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds.//2.7e-105:583:91//AB018334 
R-NT2RP2002520//Saccharomyces cerevisiae mitochond 
rial tRNA-Tyr, tRNA-Asn, & tRNA- Met genes. //0. 14:4 
06: 58//AJ223323 

R-NT2RP2002537//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 500L14, WORKING DRAFT S 
EQUENCE. 1/1. 8e-16: 188: 78//AL023583 
R-NT2RP2002546//Homo sapiens clone TUA8 Cri-du-cha 
t region mRNA. //4. 7e- 108: 571: 93//AF009314 
R-NT2RP2002549//Human Chromosome 15q26.1 PAC clone 
pDJIOkS containing human DNA polymerase gamma (po 
lg) gene, complete sequence. //I. le- 103: 422: 95//AC0 
05316 

R-NT2RP2002591//Human DNA binding protein (HPF2) m 
RNA, complete cds.//1.8e-36:526:67//H27878 
R-NT2RP2002595 

R-NT2RP2002606//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 2705, WORKING DRAFT SEQ 
UENCE. //7. 2e-10: 211: 71//AL033529 
R-NT2RP2002609 

R-NT2RP2002618//Plasmodium falciparum MAL3P6, comp 
lete sequence. //2. 9e-05: 566: 60//Z98551 
R-NT2RP2002621//Human DNA sequence from PAC 341110 
on chromosome 6q22.2-22.33. Contains 60S ribosama 
1 protein L5 like (pseudo)gene, ESTs and STSs.//l. 
le-38:348:78//Z97352 

R-NT2RP2002643//Homo sapiens chromosome 11 clone p 
TWB15.28 map Ilpl5.4-pl5.5, genomic survey sequenc 
e. //1. 2e-35: 414: 66//AF074030 
R-NT2RP2002672//Homo sapiens chromosome 10 clone C 
IT-HSP-1326H7 map 10q24.3-10q25. 1, complete sequen 
ce. //1.3e-77: 403: 95//AC005384 
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R-NT2RP2002701 

R-NT2RP2002706//Homo sapiens chromosome 19, cosmld 
F22676, complete sequence. //4.0e-42: 147: 90//AC005 
778 

R-NT2RP2002710//P. falciparum serine rich protein 
(SERP I) gene.//0.84:135:67//J03983 
R-NT2RP2002727//, compl ete sequence. //1 . 0: 363: 59// 
AC005815 

R-NT2RP2002736//Arabidopsis thai i ana chromosome II 
BAC T17M13 genomic sequence, complete sequence.// 10 
0.44: 267: 60//AC004138 

R-NT2RP2002740//Homo sapiens Xp22 BAC GSHB-600G8 
(Genome Systems Human BAC library) complete sequen 
ce. //0. 0016: 474: 60//AC004674 
R-NT2RP2002741//HSJ051_B1J11_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3051 Col =21 Row=P, genomic surveysequenc 
e. Ill . le-38: 217: 86//AQ106283 
R-NT2RP2002750//Homo sapiens 12q24. 1 PAC RPCI 1-315 
L5 (Roswell Park Cancer Institute Human PAC librar 20 
y) complete sequence. //5.0e-36: 430: 75//AC002395 
R-NT2RP2002752//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 366L4, WORKING DRAFT SE 
QUENCE. //8. 2e-41: 437: 76//AL023494 
R-NT2RP2002753//Homo sapiens clone DJ076B20, W0RKI 
NG DRAFT SEQUENCE, 6 unordered pieces. //6.8e- 100: 4 
96: 97//AC004882 

R-NT2RP2002769//paramecium species 5,311 mt dna di 
mer: replication init. region. //7. 4e- 10: 404: 60//K00 
917 30 
R-NT2RP2002778//Homo sapiens clone 24606 mRNA sequ 
ence. //I . 2e-63: 341 : 94//AF070537 
R-NT2RP2002800//RPCI11-37G8.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-37G8, genomic survey seque 
nee. //4. 9e-60: 321: 95//AQ029850 
R-NT2RP2002839//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ688pl2 containing uteroglobin gene, WOR 
KING DRAFT SEQUENCE, 11 unordered pieces.//2.9e-10 
0: 492: 98//AC006078 

R-NT2RP2002857//HS_3026J2_J07_MR CIT Approved Hum 40 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3026 Col=14 Row=P, genomic surveysequenc 
e. //8. 9e-06: 242: 62//AQ128697 
R-NT2RP2002862//RPCI 11-421 15. TJ RPCI 11 Homo sapien 
s genomic clone R-42I15, genomic survey sequence./ 
/1 . 5e-44: 270: 85//AQ052700 

R-NT2RP2002880//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 150C2, WORKING DRAFT SE 
QUENCE. //I . 0: 295: 58//AL022318 

R-NT2RP2002891 50 
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R-NT2RP2002925//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 243L18, WORKING DRAFT S 
EQUENCE. III. Oe-24: 395: 67//AL034395 
R-NT2RP2002928//Plasmodium falciparum MAL3P5, comp 
lete sequence. //0. 044: 461: 55//AL034556 
R-NT2RP2002929//Piasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pi eces. 110. 35: 491 : 56//AC005 
140 

R-NT2RP2002954//Homo sapiens chromosome 17, clone 
hRPK. 628_E_12, compl ete sequence. Ill . 0: 275: 61//AC0 
05701 

R-NT2RP2002959//Mus musculus ubiquitin conjugating 
enzyme (ubc4) mRNA, complete cds.//2.7e-61:508:79 
//U62483 

R-NT2RP2002979//RPCI11-20F13.TPK RPCI-11 Homo sapi 
ens genomic clone RPCI-11-20F13, genomic survey se 
quence. //0. 88: 110: 72//AQ008132 
R-NT2RP2002980//Homo sapiens PAC clone DJ0841B21 f 
rom 7q21. l-q31. 1, complete sequence. III. le-102: 43 
3:95//AC004140 

R-NT2RP2002986//Human DNA sequence from clone 1147 
016 on chromosome Xp21. 1-21.3. Contains 13 exons o 
f the DID muscular dystrophy gene. Containsan STS 
and GSSs, complete sequence. //0. 31: 219: 62//AL03154 
2 

R-NT2RP2002987//Homo sapiens chromosome 18, clone 
hRPK. 24JL23, compl etesequence. III. 3e-51: 283: 88//A 
C005968 

R-NT2RP2002993//Human DNA sequence from PAC 106B9 
on chromosome Xq21 . 1 1 A. 3e- 1 1 : 430: 63//AL021307 
R-NT2RP2003000//Saccharomyces cerevisiae mitochond 
rion transfer RNA- Leu, Gin, Lys, Arg, Gly, Asp, S 
er2, Arg2, Ala, He, Tyr, Asn genes. //0. 00088: 347: 
62//L36887 

R-NT2RP2003034//Homo sapiens genomic DNA of 9q32 a 
nti -oncogene of flat epitherium cancer , segment 2 
/10. //3. 5e-33: 271: 82//AB020870 
R-NT2RP2003073 

R-NT2RP2003099//Homo sapiens PAC clone DJ0886008 f 
rom 7q32-q35, completesequence.//1.5e-45:548:69//A 
C004914 

R-NT2RP2003108 

R-NT2RP2003117//Homo sapiens clone DJ1137M3, comp 
lete sequence. 112. Oe-51: 323: 88//AC005378 
R-NT2RP2003121//HS_2238J1_E08 - MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2238 Col =15 Row=I, genomic surveysequenc 
e. 110. 00055: 324: 61//AQ293058 
R-NT2RP2003125 
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R-NT2RP2003129 

R-NT2RP2003137//Human BAC clone RG084D04 from 7q3 
1, complete sequence. //l.le-46: 521: 74//AC003084 
R-NT2RP2003161//Homo sapiens chromosome 10 clone C 
IT-HSP-1287C20, complete sequence. Il\ . 0: 368: 59//AC 
005879 

R-NT2RP2003164//Dlctyostelium discoideum actin 4 g 
ene, 3' UTR.//1.0: 120: 64//M25581 
R-NT2RP2003165//Homo sapiens chromosome 17, clone 
hRPK. 1018JJ4, complete sequence. //2.2e-71: 467: 86 10 
//AC005823 
R-NT2RP2003177 

R-NT2RP2003194//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 996D20, WORKING DRAFT S 
EQUENCE. //I. le-95: 585: 88//AL031597 
R-NT2RP2003206//P. falciparum interspersed repeat a 
ntigen (FIRA) gene. //0. 039: 338: 60//M 17877 
R-NT2RP2003230//Plasmodium falciparum MAL3P6, comp 
1 ete sequence. //I . 9e- 1 1 : 542: 60//Z98551 
R-NT2RP2003237//Arabidopsis thai i ana genomic DNA, 20 
chromosome 5, PI clone: MDH9, complete sequence.// 
1.0:311:60//AB016888 

R-NT2RP2003243//CI T-HSP-2368D12.TR CIT-HSP Homo sa 
pi ens genomic clone 2368D12, genomic survey sequen 
ce.//0.39:112:66//AQ077738 

R-NT2RP2003265//Muridae sp. (mouse-rat, neuroblast 
oma-glioma hybrid cellline NGD5) mRNA, complete cd 
s.//1.3e-38:273:83//L38481 

R-NT2RP2003272//Homo sapiens clone UWGC:yl7cl31 fr 
om 6p21, complete sequence. //4.4e- 15: 181: 66//AC004 30 
187 

R-NT2RP2003277//Homo sapiens mRNA for RIAA0625 pro 
tein, partial cds.//4.2e-110:565:95//AB014525 
R-NT2RP2003280//Homo sapiens 12pl3.3 PAC RPCI5-118 
0D12 (Roswell Park Cancer Institute Human PAC Libr 
ary) compl ete sequence. //3. 2e- 12: 221 : 70//AC005831 
R-NT2RP2003286//Homo sapiens chromosome 19, CIT-HS 
P-444n24, complete sequence. //0. 86: 379: 60//AC00526 
1 

R-NT2RP2003293//Homo sapiens clone RG252P22, W0RKI 40 
NG DRAFT SEQUENCE, 3 unordered pieces. //l.Oe- 39: 41 
8: 74//AC005079 

R-NT2RP2003295//HS_2053J1 JU0JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2053 Col =19 Row=B, genomic surveysequenc 
e.//0. 0016: 346: 61//AQ235251 
R-NT2RP2003297//Arabidopsis thai i ana chromosome II 
BAC F4P9 genomic sequence, complete sequence. //0. 
74: 397: 56//AC002332 

R-NT2RP2003308//Homo sapiens PAC clone DJ1098B01 f 50 
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rom 7ql 1 . 23-q21 , compl ete sequence. //0. 99: 447: 60// 
AC004960 

R-NT2RP2003329//C.reinhartii psbB 5' flanking regi 
on.//0. 79: 161: 59//X59731 

R-NT2RP2003339//RPCI11-57H15.TK RPCI11 Homo sapien 
s genomic clone R-57H15, genomic survey sequence./ 
/0. 13: 184: 64//AQ1 16039 

R-NT2RP2003347//RPCI 11-15B19. TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-15B19, genomic survey seq 
uence. //6. 4e-31: 218: 89//B76357 
R-NT2RP2003367//Human Chromosome 16 BAC clone CIT9 
87SK-A-363E6, compl etesequence. //9. 0e-ll: 101: 84//U 
91321 

R-NT2RP2003391//HS_225532J04JF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2255 Col =8 Row=D, genomic survey sequenc 
e. //1. 6e-38: 247: 90//AQ068937 
R-NT2RP2003393//RPCI 1 1-44K6. TJ RPCI11 Homo sapiens 
genomic clone R-44K6, genomic survey sequence. //3. 
9e-31:290: 79//AQ202481 

R-NT2RP2003394//Yeast mitochondrial oxi3 gene exon 
1 for cytochrome c oxidase subunit I.//5. le-14:57 
9:61//X14910 

R-NT2RP2003401//Caprine arthritis-encephalitis vir 
us tat protein (tat) and envelope glycoprotein (en 
v) gene, partial cds.//0.32: 174: 66//U81429R-NT2RP2 
003433//Ascidian mRNA for HRSec61, complete cds.// 
1.5e-10:193:69//D25536 

R-NT2RP2003445//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //4. 4e-99: 585: 89//AL023808 
R-NT2RP2003446 

R-NT2RP2003456//Piasmodium falciparum MAL3P7, comp 

lete sequence. //0. 98: 399: 57//AL034559 

R-NT2RP2003480//Homo sapiens full length insert cD 

NA cl one ZE09A1 1 . //4 . 7e- 1 1 1 : 540: 98//AF086540 

R-NT2RP2003499 

R-NT2RP2003506 

R-NT2RP2003511 

R-NT2RP2003513//Human mRNA for KIAA0270 gene, part 
ial cds. //4. le-107: 566: 93//D87460 
R-NT2RP2003517//Human c- sis/platelet- derived growt 
h factor 2 (SIS/PDGF2)mRNA, complete cds.//1.5e-6 
0:518:79//M12783 

R-NT2RP2003522//HS_2182 JU_D05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2182 Col =9 Row=G, genomic survey sequenc 
e.//0.053:251:60//AQ024304 
R-NT2RP2003533//Homo sapiens chromosome 12pl3.3 cl 
one RPCI4-816N1. WORKING DRAFT SEQUENCE, 31 unorde 
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red pi eces. //1. 5e-37: 328: 80//AC005841 
R-NT2RP2003543//HS_3028_A2_C12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3028 Col =24 Row=E, genomic surveysequenc 
e. //2. 0e-39: 203: 100//AQ094957 
R-NT2RP2003559//Homo sapiens full length insert cD 
NA clone ZD65E09. //2. 3e-59: 325: 95//AF088055 
R-NT2RP2003564 
R-NT2RP2003581 

R-NT2RP2003596//HS_2163JLD11_HF CIT Approved Hum 10 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2163 Col =21 Row=H, genomic surveysequenc 
e.//0. 0011: 212: 67//AQ125143 
R-NT2RP2003604//Homo sapiens alpha-catenin-like pr 
otei n mRNA, compl ete cds. //5. 4e- 102: 501 : 97//U97067 
R-NT2RP2003629//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //0. 0012: 363: 61//AC00 
5507 

R-NT2RP2003643//Mus musculus mRNA for CMP-N-acetyl 20 
neuraminic acid synthetase. //5. le- 37: 561: 68//AJ006 
215 

R-NT2RP2003668//Human DNA sequence from PAC 24608, 
between markers DXS6791 and DXS8038 on chromosome 
X contains ESTs. //0. 0053: 395: 58//Z76735 
R-NT2RP2003687//Human BAC clone RG222A16 from 7q3 
1 , compl ete sequence. //8. Oe- 10: 205: 67//AC002385 
R-NT2RP2003691//HS_3252_A2_A11_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3252 Col =22 Row=A, genomic survey 30 
sequence. //5. 3e-05: 332: 60//AQ219783 
R-NT2RP2003702//CIT-HSP-2333P5.TF CIT-HSP Homo sap 
iens genomic clone 2333P5, genomic survey sequenc 
e. //3. 9e-43: 431: 75//AQ035000 
R-NT2RP2003704 

R-NT2RP2003706//Homo sapiens mRNA for KIAA0525 pro 
tein, partial cds. //2.6e-45: 265: 93//AB01 1097 
R-NT2RP2003713//Human DNA sequence from PAC 411B6 
on chromosome X *.//0.64: 169: 67//Z84470 
R-NT2RP2003714//Human DNA sequence from 4PTEL, Hun 40 
tington's Disease Region, chromosome 4pl6.3;//4.6e 
-11: 152: 73//Z95704 

R-nnnnnnnnnnnn//H. sapiens mRNA for PIBF1 protein, 
complete. //0. 94:443: 59//Y09631 
R-NT2RP2003737//Homo sapiens clone DJ1022I14, WORK 
ING DRAFT SEQUENCE, 14unordered pieces. //2.2e- 109: 
547: 96//AC004951 

R-NT2RP2003751//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-427H10, complete sequence. //4. le- 109: 
545: 97//AC004626 50 



4*|JB 2002-191363 
3608 

R-NT2RP2003760//B. taurus mRNA for gamma-COP. //6. 3 
e-28:400: 69//X70019 

R-NT2RP2003764//Mouse preprosomatostatin gene.//0. 
90: 285:62/7X51468 

R-NT2RP2003769//Schizosaccharomyces pombe gene for 
protein involved in sexual development, complete 
cds.//0.96:446:58//D87956 

R-NT2RP2003770//Homo sapiens sperm acrosomal prote 
in mRNA, complete cds.//1.8e-104: 531: 96//AF047437 
R-NT2RP2003777 

R-NT2RP2003781//HS_3109_B1_B04_T7 CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3109 Col =7 Row=D, genomic survey sequenc 

e. //1. 3e-60: 346: 92//AQ186749 

R-NT2RP2003793 

R-NT2RP2003840 

R-NT2RP2003857//HS_2205J2J12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2205 Col =24 Row=0, genomic surveysequenc 
e.//8. le-22: 127: 99//AQ151299 
R-NT2RP2003859//RPCI 11-37G8. TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-37G8, genomic survey seque 
nee. //8. 3e-60: 320: 95//AQ029850 
R-NT2RP2003871//HSJ210_A1_C08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3210 Col=15 Row=E, genomic surveysequenc 
e. //8. 6e-09: 322: 61//AQ175028 
R-NT2RP2003885//RPCI 1 1 - 7M10. TP RPCI - 1 1 Homo sapi en 
s genomic clone RPCI-11-7M10, genomic survey seque 
nee. //4. 7e-67: 380: 92//B72214 
R-NT2RP2003912//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 32B1, WORKING DRAFT SEQ 
UENCE. //1. 2e-33: 379: 75//AL023693 
R-NT2RP2003952 

R-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquit 
in specific protease, complete cds.//2.3e-114:568:9 
7//AB014458 

R-NT2RP2003976//Homo sapiens mRNA for KIAA0447 pro 
tein, complete cds. //I. le-107: 540: 97//AB007916 
R-NT2RP2003981//Homo sapiens mRNA for KIAA0804 pro 
tein, partial cds.//7.7e-114:568:96//AB018347 
R-NT2RP2003984 

R-NT2RP2003986//Human Chromosome 11 pac pDJ197hl7, 
WORKING DRAFT SEQUENCE, 11 unordered pieces. //6. 6 
e-99:551:92//AC000382 
R-NT2RP2003988 
R-NT2RP2004014 

R-NT2RP2004041//Homo sapiens chromosome 19, cosmid 
F17127, complete sequence. //4.9e- 114: 568: 97//AC00 
4780 
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R-NT2RP2004042//nbxb0020F03r CUGI Rice BAC Library 
Oryza sativa genomicclone nbxb0020F03r, genomic s 
urvey sequence. //0. 11: 195: 64//AQ258389 
R-niinnnnnniinnn//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 134019, WORKING DRAFT S 
EQUENCE. 111. 6e- 1 10: 564: 95//AL034555 
R-NT2RP2004081//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 012: 503: 57//AC005308 
R-NT2RP2004098//H. sapiens CpG island DNA genomic H 10 
sel fragment, clone 133h3, reverse read cpgl33h3.r 
tla. 111. 9e-25: 140: 100//Z64530 
R-NT2RP2004124 

R- NT2RP2004 142//CI T- HSP- 2316F21 . TR CIT-HSP Homo sa 
piens genomic clone 2316F21, genomic survey sequen 
ce. //2. 8e-83: 409: 98//AQ034964 
R-NT2RP2004152//HS_3065_A2_D04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3065 Col =8 Row=G t genomic survey sequenc 
e. //2. 5e-62: 304: 100//AQ137776 20 
R-NT2RP2004165//Anthocidaris crassispina mRNA for 
dynein beta- heavy chain, complete cds.//3.4e-20:34 
3:65//D01021 

R-NT2RP2004170//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone B33108; HTGS pha 
se 1, WORKING DRAFT SEQUENCE, 10 unordered pieces. 
//2.5e-89:587:86//AC004064 

R-NT2RP2004172//Dictyostelium discoideum LTR-retro 
transposon Skipper, partial genomic sequence, 3* e 
nd. //0. 24: 440: 60//AF017047 30 
R-NT2RP2004187//RPCI11-59E12.TK RPCI11 Homo sapien 
s genomic clone R-59E12, genomic survey sequence./ 
/3. le-05: 175: 66//AQ198120 
R-NT2RP2004194 

R-NT2RP2004196//Fugu rubripes GSS sequence, clone 
076D01bE2, genomic survey sequence. //1.6e- 22: 178:7 
1//AL026601 

R-NT2RP2004207//Homo sapiens BAC clone GS421I03 fr 
om Xq25-q26, completesequence. //0. 19: 175: 64//AC005 
023 40 
R-NT2RP2004226//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //6. le-17: 445: 64//AL023808 
R-NT2RP2004232//M.musculus (Balb/c) mRNA for serin 
e/threonine protein kinase. //3.2e-25: 326: 71//Z3452 
4 

R-NT2RP2004239//Homo sapiens lok mRNA for protein 
ki nase, compl ete cds. //8. 7e- 108: 563: 94//AB015718 
R-NT2RP2004240//Homo sapiens antigen NY-C0-1 (NY-C 
0- 1) mRNA, compl ete cds. //I . le- 101 : 530: 93//AF03968 50 
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R-NT2RP2004242 

R-NT2RP2004245//Homo sapiens DNA sequence from PAC 
455H14 on chromosomeXq21.3-22.3. Contains genomic 
marker DXS1203 with a CA repeat polymorphism, STS 

s and GSSs, complete sequence. //5. le-08: 236: 65//AL 

023280 

R-NT2RP2004270//Lycopersicon esculentum ldh2 gene. 
//0. 98: 259: 61//Y10603 

R-NT2RP2004300//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1068F16, WORKING DRAFT 
SEQUENCE. //5. Oe-14: 396: 65//AL023913 
R-NT2RP2004316//Homo sapiens EXT- like protein 2 (E 
XTL2) mRNA, complete cds.//1.5e-108:544:96//AF0004 
16 

R-NT2RP2004321//Caenorhabditis elegans cosmid F47B 
8, complete sequence. //0. 0078: 333: 61//Z77662 
R-NT2RP2004339//Homo sapiens PAC clone DJ1136G13 f 
rom 7q35-q36, completesequence. //1. 4e- 75: 306: 86//A 
C005229 

R-NT2RP2004347//RPCI11-90N11.TJ RPCI11 Homo sapien 
s genomic clone R-90N11, genomic survey sequence./ 
/2. 9e-87: 494: 92//AQ284548 

R-NT2RP2004364//Human DNA sequence from clone 422F 
24 on chromosome 6q24. 1-25.2. Contains a novel gen 
e similar to C. elegans C02C2.5. Contains ESTs, ST 
Ss and GSSs, complete sequence. //4. 2e- 10: 161: 76//A 
L031010 

R-NT2RP2004365//Plasmodium falciparum chromosome 
2, section 70 of 73 ofthe complete sequence. //3.6e 
-08: 483: 57//AE001433 

R-NT2RP2004366//F. rubripes GSS sequence, clone 013 
B16aF3, genomic surveysequence. III. le-05: 128: 67//A 
L000528 

R-NT2RP2004373//Homo sapiens 12q24.2 BAC RPCI 11-40 
7A16 (Roswell Park Cancer Institute Human BAC Libr 
ary) compl ete sequence. //0. 81 : 205: 62//AC006065 
R-NT2RP2004389//HS_2183_B2J04JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2183 Col =8 Row=P, genomic survey sequenc 
e. HZ. 9e-06: 82: 84//AQ063969 
R-NT2RP2004392//Ceratovacuna sp. mitochondrial cyt 
ochrome oxidase I (3' end), cytochrome oxidase II 
(complete cds) and transfer RNA-Leu gene.//2.7e-0 
6:495:58//L39993 

R-NT2RP2004396//Homo sapiens BAC clone RG135C18 fr 
om 7q21, complete sequence. //6.4e- 111: 572: 96//AC00 
5164 

R-NT2RP2004399//Arabidopsis thai i ana chromosome I 
BAC F11M15 genomic sequence, complete sequence.// 
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0.13: 253: 64//AC006085 

R-NT2RP2004400//HSJ238_ J A2J11_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3238 Col =22 Row=0, genomic surveysequenc 
e. //5. le-23: 162: 89//AQ211412 
R-NT2RP2004412//Saccharomyces douglasii mitochondr 
ial cytochrome c oxidase subunit I (COXI) gene, co 
mpl ete cds. 111. 6e-09: 458: 60//M97514 
R-NT2RP2004425//Human DNA sequence from clone 1052 
M9 on chromosome Xq25. Contains the SH2D1A gene for 10 
SH2 domain protein 1A, Duncan's disease (lymphopr 
oliferative syndrome) (DSHP), part of a 60S Acidic 
Ribosomal protein 1 (RPLP1) LIKE gene and part of 
a mouse D0C4 LIKE gene. Contains ESTs and GSSs, c 
ompl ete sequence. //0. 99: 481 : 56//AL022718 
R-NT2RP2004476//Rattus norvegicus activity and neu 
rotransmitter-inducedearly gene 6 (ania-6) mRNA, 
3' UTR. //5. 3e-99: 600: 90//AF030091 
R-NT2RP2004490//Homo sapiens chromosome 16. PI clo 
ne 94- 10H (LANL) , compl ete sequence. III. 9e- 1 15: 57 20 
5:97//AC005591 

R-NT2RP2004512//Plasmodium falciparum MAL3P3, comp 
lete sequence. //0. 00034: 517: 58//Z98547 
R-NT2RP2004523//Homo sapiens clone DJ0800G07, comp 
1 ete sequence. Ill . 8e- 115: 571 : 97//AC004890 
R-NT2RP2004538//Homo sapiens BAC clone RG318C11 fr 
om 7pl4-pl5, completesequence.//1.7e-47:322:87//AC 
005091 

R-NT2RP2004551//Bomo sapiens Xp22 bins 45-47 BAC C 
SHB-665N22 (Genome Systems Human BAC Library) comp 30 
lete sequence. //0. 035: 511: 58//AC005184 
R-NT2RP2004568//T7C20-Sp6 TAMU Arabidopsis thaiian 
a genomic clone T7C20, genomic survey sequence. //0. 
70: 446: 54//B08766 

R-NT2RP2004580//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 136B1, WORKING DRAFT SE 
QUENCE. 112. 2e-53: 397: 74//AL031768 
R-NT2RP2004587//CIT-HSP-2376P22.TF CIT-HSP Homo sa 
pi ens genomic clone 2376P22, genomic survey sequen 
ce.//0. 0079: 223: 63//AQ108976 40 
R-NT2RP2004594//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. //5.3e- 10: 4 
93:62//AC004605 

R-NT2RP2004600//Homo sapiens full length insert cD 
NA clone ZE04E06.//2. le-70:343:99//AF086522 
R-NT2RP2004602//Homo sapiens full length insert cD 
NA clone YW26E09.//2.0e-96:528:93//AF086033 
R-NT2RP2004614 

R-NT2RP2004655//Homo sapiens mRNA for leucine rich 
protein. 111. 3e-117: 587: 96//AJ006291 50 
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R-NT2RP2004664//Homo sapiens mRNA for KIAA0460 pro 
tein, partial cds.//1.8e-105:520:96//AB007929 
R-NT2RP2004675//Human elastin (ELN) gene, partial 
cds, and LIM-kinase (LIMK1) gene, complete cds.// 
3.4e-22: 197: 79//U63721 

R-NT2RP2004681//Rat notch 2 mRNA.//8.0e-30:276:78/ 
/H93661 

R-NT2RP2004689//Homo sapiens mRNA for KIAA0625 pro 
tein, partial cds.//1.6e-118:600:96//AB014525 
R-NT2RP2004709//Homo sapiens full length insert cD 
NA clone ZD42A08.//3.5e-14: 139:86//AF086259 
R-NT2RP2004710//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 126A5, WORKING DRAFT SE 
QUENCE. IIS. 9e-117: 592: 96//AL031447 
R-NT2RP2004736//Homo sapiens mRNA for KIAA0478 pro 
tein, complete cds.//4.2e-117:594:96//AB007947 
R-NT2RP2004743//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 53: 403: 59//AC005505 
R-NT2RP2004767//Human DNA sequence from PAC 491M17 
on chromosome lp36. 2- lp36. 3. 112. Oe-81 : 568: 84//Z97 
988 

R-NT2RP2004775//Anopheles quadrimaculatiis NADH deh 
ydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi 
dase subunits (1-3); adenosine triphosphatase subu 
nits (6,8); cytochrome b; transfer RNA; ribosomal 
RNA (large and small subunits) . Hi. Oe-08: 365: 62//L 
04272 

R-NT2RP2004791//Horao sapiens chromosome 5, BAC clo 
ne 282B7 (LBNL H192), compl ete sequence. //7.8e-lll: 
541;98//AC005216 

R-NT2RP2004799//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds. 112. 5e-114: 564: 96//AF058953 
R-NT2RP2004802 

R-NT2RP2004816//Homo sapiens H beta 58 homolog mRN 
A, complete cds.//2.7e-118:584:97//AF054179 
R-NT2RP2004841//Human BAC clone RG308B22 from 7q22 
-q31, complete sequence. //4.0e-46: 447: 72//AC002089 
R-NT2RP2004861//Plasmodium falciparum MAL3P5, comp 
lete sequence. //0. 19: 189: 66//AL034556 
R-NT2RP2004897//Human Chromosome X clone bWXD187, 
complete sequence. III. le-08:330:61//AC004383 
R-NT2RP2004936//CIT-HSP-2374L4.TF CIT-HSP Homo sap 
iens genomic clone 2374L4, genomic survey sequenc 
e.//0. 99: 129: 65//AQ1 10571 

R- nnnnnnnnnnnn//Pl asmodi urn falciparum MAL3P6, comp 
lete sequence. 110. 014: 402: 61//Z98551 
R-NT2RP2004961//RPCI11-45P2.TK RPCI11 Homo sapiens 
genomic clone R-45P2, genomic survey sequence. 119. 
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3e-90: 453: 97//AQ202282 

R-NT2RP2004962//Caenorhabdltis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y40H4, WORKING 
DRAFT SEQUENCE. //O. 017: 291 : 61//AL022573 
R-NT2RP2004967//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //4.6e- 52: 49 
6: 77//AC005077 

R-NT2RP2004978//Homo sapiens chromosome 19, cosmid 
F23269, compl ete sequence. //0. 088: 322: 63//AC00561 
4 10 
R-NT2RP2004982//Homo sapiens BAC clone BK085E05 fr 
om 22ql2.1-qter, complete sequence. //0. 025: 339: 61/ 
/AC003071 

R-NT2RP2004985//T31H24TF TAMU Arabidopsis thaliana 
genomic clone T31H24, genomic survey sequence. //0. 
40: 111:70//B78148 

R-NT2RP2004999//Homo sapiens clone NH0084K19, WORK 
ING DRAFT SEQUENCE, 30unordered pieces. //0. 23: 157: 
68//AC005682 

R-NT2RP2005000 20 
R-NT2RP2005001//Homo sapiens mRNA for KIAA0615 pro 
tein, complete cds. //3. Oe-111: 577: 95//AB014515 
R-NT2RP2005003//Homo sapiens Xp22-132-134 BAC GSHB 
-590J15 (Genome Systems Human BAC library) compl et 
e sequence. 111. 4e-21 : 246: 77//AC004673 
R-nnnnnnnnnnnn//Homo sapiens SEC63 (SEC63) mRNA, c 
omplete cds. //9. 5e-115: 568: 97//AF100141 
R-NT2RP2005018//HS_3108_B1_E09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3108 Col =17 Row=J, genomic surveysequenc 30 
e. //1. 9e-31: 222: 89//AQ104050 
R-NT2RP2005020//Rattus norvegicus cationic amino a 
cid transporter- 1 (CAT-1) mRNA, complete cds.//6.6 
e-41:566:73//U70476 

R-NT2RP2005031//CIT-HSP-516A2.TV CIT-HSP Homo sapi 
ens genomic clone 516A2, genomic survey sequence./ 
/4.1e-31:357:75//B49897 
R-NT2RP2005037 

R-NT2RP2005038//Sequence 5 from patent US 5552281. 
//2.2e-32: 178: 98//I 25644 40 
R-NT2RP2005108//Hus musculus orphan nuclear hormon 
e receptor (CAR) gene, complete sequence. III. 7e- 23: 
475: 67//AF009326 

R-NT2RP2005116//Homo sapiens mRNA for KIAA0664 pro 
tein, partial cds. //8.4e- 104: 518: 97//AB01 4564 
R-NT2RP2005126//H. sapiens mRNA for RNA helicase (M 
yc- regulated dead boxprotein).//1.4e-67:464:85//X9 
8743 

R-NT2RP2005139 

R-NT2RP2005140//Leishmania mexicana amazonensis ki 50 
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netoplast (clone 29) max! circle A+T-rich repetitiv 
e DNA sequence. //7.9e-08: 460: 60//U00101 
R-NT2RP2005144//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-372B4, WORKING DRAFT SEQUENCE, 129 orde 
red pi eces. 111. 5e- 103: 519: 96//AC00591 1 
R-NT2RP2005147//Homo sapiens clone DJ1125K23, WORK 
ING DRAFT SEQUENCE, 21unordered pieces. 110. 068: 10 
0: 75//AC004971 

R-NT2RP2005159//CITBI-E1-2506A8.TF CITBI-E1 Homo s 
apiens genomic clone 2506A8, genomic survey sequen 
ce. //0. 90: 113: 71//AQ262104 
R-NT2RP2005162//Homo sapiens chromosome 17, clone 
HCIT307A16, complete sequence. //5. Oe- 14: 183: 75//AC 
003041 

R-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-as 
soci ated protei n. 111. 5e- 100: 513: 95//AJ007509 
R-NT2RP2005204 

R-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence.//7.2e-119:583:97// 
AC005189 

R-NT2RP2005239//Hamo sapiens mRNA for putative tRN 
A splicing protein, partial. //8.4e-62: 312: 98//AJ01 
0952 

R-NT2RP2005254//Homo sapiens DNA sequence from PAC 
262D12 on chromosomelq23.3-24.3. Contains a Tenas 
cin (Hexabrachion, Cytotactin, Neuronectin,Myotend 
inous antigen) -LIKE gene and a mitochondrial/chlor 
oplast 30S ribosomal protein S14-UKE gene preceed 
ed by a CpG island. Contains ESTs, genomic marker 
D1S2691 and STSs.//5.7e-09:328:62//Z99297R-NT2RP20 
05270//Plasmodium falciparum HAL3P8, complete sequ 
ence. 111. 3e-05: 355: 61//AL034560 
R-NT2RP2005276//Genomic sequence for Arabidopsis t 
haliana BAC F17F8, complete sequence. HQ. 0014: 541: 
58//AC000107 

R-NT2RP2005287//Cavia porcellus zinc finger protei 
n (zfoCl) mRNA, complete cds.//4.4e-69:459:86//L26 
335 

R-NT2RP2005288//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds.//7. 4e-124: 594: 98/ 
/AF060219 

R-NT2RP2005289//Homo sapiens mRNA for XRP2 protei 
n. Ill . 5e- 1 10: 545: 96//AJ007590 
R-NT2RP2005293//Leishmania mexicana amazonensis ki 
netoplast (clone 29) maxi circle A+T-rich repetitiv 
e DNA sequence. III. le- 12: 554: 61//U00101 
R-NT2RP2005315//Homo sapiens DNA sequence from PAC 
168L15 on chromosome6q26-27. Contains RSK3 gene, 
ribosomal protein S6 kinase, EST, GSS, STS.CpG isl 
and, complete sequence. //9. 5e- 15: 218: 77//AL022069 
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R-NT2RP2005325//Rattus norvegicus LIM homeodomain 
protein (LH-2) mRNA sequence. //2. Oe- 72: 478: 88//L06 
804 

R-NT2RP2005336//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. 111. 3e- 33: 139: 82//U 14567 
R-NT2RP2005344//Human DNA sequence from PAC 128N22 
on chromosome Xq25-Xq26.3. contains STS.//0.094:4 
51:60//Z97629 

R-NT2RP2005354//Homo sapiens mRNA for putative thi 
oredoxin-like protein. //I. 3e-ll: 89: 96//AJ010841 10 
R-NT2RP2005360//Homo sapiens clone RG023I15, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //0. 046: 266: 
60//AC005049 

R-NT2RP2005393//Homo sapiens chromosome 17, clone 
hRPK. 85_B_7, compl etesequence. //6. 0e-41 : 226: 86//A 
C005695 

R-NT2RP2005407 

R-NT2RP2005436//Polistes annularis (clone panll7AA 
T) tandem repeat region.//0.039: 169: 63//L10835 
R-NT2RP2005441//CIT-HSP-2338P5.TR CIT-HSP Homo sap 20 
iens genomic clone 2338P5, genomic survey sequenc 
e. //3. Oe-38: 263: 88//AQ055548 
R-NT2RP2005453//CI T-HSP-2367NLTR CIT-HSP Homo sap 
iens genomic clone 2367N1, genomic survey sequenc 
e. //0. 67: 409: 59//AQ079845 

R-NT2RP2005457//Homo sapiens partial XPGC gene, ex 
on 2.//2.0e-42:315:82//X71342 
R-NT2RP2005464//CIT-HSP-2359C16.TF CIT-HSP Homo sa 
pi ens genomic clone 2359C16, genomic survey sequen 
ce . // 1 . 0 : 25 1 : 60//AQ0758 1 6 30 
R-NT2RP2005465//Drosophila melanogaster. chromosom 
e 2R, region 44D1-44D2, PI clone DS08616, complete 
sequence. //0. 25: 288: 62//AC005457 
R-NT2RP2005472//Chlorarachnion CCMP621 small subun 
it ribosomal RNA, 5.8Sribosomal RNA, large subunit 
ribosomal RNA, U6 small nuclear RNA, small subunit 
ribosomal protein S13 (RPS13), pre-mRNA splicing 
factor PRP 6 homolog, small subunit ribosomal prot 
ein 4 (RPS4), small nucleolar ribonucleoprotein E 
homolog (snRNPE), ATP-dependent clp protease prote 40 
olytic subunit homolog (CLPP), putative RNA polyme 
rase II subunit (RNA P0LII), and RNA helicase homo 
log (RNAHEL) genes, complete cds.//l. 0:356: 59//U58 
510 

R-NT2RP2005476//Plasmodium falciparum DNA **♦ SEQU 
ENCING IN PROGRESS ***from MAL1P3, WORKING DRAFT S 
EQUENCE. //0. 00092: 421: 60//AL03 1746 
R-NT2RP2005490//Homo sapiens clone NH0001P09, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //6.2e- 71: 18 
7: 100//AC006030 50 
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R-NT2RP2005491//paramecium species 5,311 mt dna di 
mer: replication init. region. //1.6e-10: 403: 62//K00 
917 

R-NT2RP2005495//Homo sapiens clone RG037F03, WORKI 
NG DRAFT SEQUENCE, 12unordered pieces. 3e- 25: 20 
8: 82//AC005051 

R-NT2RP2005496//Human DNA sequence from clone 354N 
19 on chromosome 6q22. Contains the 3' part of the 
gene for Mannosyl- Oligosaccharide Alpha-l,2-Mannos 
idase (Man(9)-alpha-mannosidase, EC 3.2.1.113), a 
Cytochrome C Oxidase Polypeptide I (EC 1.9,3.1) ps 
eudogene and a pseudogene similar to60S Ribosomal 
Protein L13A. Contains genomic markers D6S287 and 
D6S1696,ESTs, STSs, GSSs and two CA repeat polymor 
phisms, complete sequence. //1.5e-22: 196: 84//AL0227 
22 

R-NT2RP2005498 

R-NT2RP2005501//Hamo sapiens chromosome 17, clone 
hRPK.269_G_24, complete sequence. //1.7e-29: 252: 76/ 
/AC005828 

R-NT2RP2005509//CI T-HSP-2060J6.TR CIT-HSP Homo sap 
iens genomic clone 2060J6, genomic survey sequenc 
e. //3. le-53: 402: 84//B69979 

R-NT2RP2005520//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds.//9.9e-109: 
570: 94//AF092563 

R-NT2RP2005525//Human clone JkA2 mRNA induced upon 
T-cell activation, 3' end. //5. le-32: 175: 98//U38432 
R-NT2RP2005531//Homo sapiens PAC clone DJ0870F17 f 
rom 7q33-q36, compl etesequence. //0. 94: 288:6 1//AC00 
4911 

R-NT2RP2005539//Homo sapiens mRNA for NS1 -binding 
protein (NS1-BP) . 1/1. 7e-106: 560: 94//AJ012449 
R-NT2RP2005540//Homo sapiens mRNA for KIAA0494 pro 
tein, complete cds.//5.3e-114:583:96//AB007963 
R-NT2RP2005549//Homo sapiens *** SEQUENCING IN PRO 
GRESS ***, WORKING DRAFT SEQUENCE. //0. 91: 287: 58//A 
J011929 

R-NT2RP2005555//Homo sapiens 12pl3.3 PAC RPCI 5-927 
J10 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //3. 6e-05: 222: 66//AC004804 
R-NT2RP2005557//Homo sapiens PAC clone DJ1200I23 f 
rom 7pl5, complete sequence. //8. 2e- 22: 236: 76//AC00 
4996 

R-NT2RP2005581//Homo sapiens clone DJ0693H11, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //7.2e- 45: 28 
6:85//AC006146 

R-NT2RP2005600//Human polymorphic microsatellite D 
NA. //0. 043: 304: 58//M99148 

R-NT2RP2005605//Human Cosmid gl572cl90, complete s 
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equence.7/2. 4e-17: 163: 77//AC000126 
R-NT2RP2005620 

R-NT2RP2005622//jd432 Trypanosome Shotgun H13 geno 
mic Trypanosoma bruceibmcei genomic clone 11B7, g 
enomic survey sequence. //0. 010: 308: 58//B13538 
R-NT2RP2005637//Homo sapiens PAC clone DJ0555L14 f 
rom 7q34-q36, completesequence.//2.5e-26:322:72//A 
C005996 

R-NT2RP2005640//Hus musculus squamous cell carcino 
ma antigen 2 (Scca2) gene, complete cds .//0. 030: 37 10 
0: 60//AF063937 

R-NT2RP2005645//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //3. 2e 
-08:355:62//AE001398 
R-NT2RP2005651 

R-NT2RP2005654//Leishmania major Friedlin cosmid L 
5769, complete sequence. //0. 96: 216: 66//AL031908 
R-NT2RP2005669//Homo sapiens nitrilase homolog 1 
(NIT1) gene, alternatively spliced product, cample 
te cds. //6. 7e- 1 1 7: 594 : 95//AF069984 20 
R-NT2RP2005675//Homo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds.//1.8e-89:434:98/ 
/AF089814 

R-NT2RP2005683//jd432 Trypanosome Shotgun M13 geno 
mic Trypanosoma bruceibmcei genomic clone 11B7, g 
enomic survey sequence. //0. 037: 283: 58//B1 3538 
R-NT2RP2005690//Homo sapiens clone DJ0425I02, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //1.5e- 38: 29 
5: 83//AC005478 

R-NT2RP2005694//Plasmodium falciparum DNA *** SEQU 30 
ENCING IN PROGRESS ***from contig 3-106, complete 
sequence. //0. 0026: 414: 57//AL010210 
R-NT2RP2005701 

R-NT2RP2005712//Homo sapiens mRNA for RIAA0799 pro 
tein, partial cds.//4. le-104: 503: 98//AB018342 
R-NT2RP2005719//Caenorhabditis elegans cosmid LLC 
1, complete sequence. //0. 83: 275: 61//Z82277 
R-NT2RP2005722//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 228H13. WORKING DRAFT S 
EQUENCE. //I. 2e-21: 199: 75//AL031985 40 
R-NT2RP2005723 

R-NT2RP2005726//Homo sapiens clone DJ0609N19, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //2.6e- 64: 50 
3:82//AC004842 

R-NT2RP2005741//Human Chromosome 11 pac pDJ393ol5, 
WORKING DRAFT SEQUENCE, 8 unordered pieces. //2.5e 
-09:261:64//AC000384 

R-NT2RP2005748//RPCI11-64K11.TK RPCI11 Romo sapien 
s genomic clone R-64K11, genomic survey sequence./ 
/0. 00039: 215: 66//AQ239313 50 
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R-NT2RP2005752//Homo sapiens TNFR- rel ated death re 
ceptor-6 (DR6) mRNA, complete cds.//1.3e-40:223:96 
//AF068868 

R-NT2RP2005753//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds.//3.7e-103:494:98//AF 
082516 

R-NT2RP2005763//Homo sapiens DNA sequence from PAC 
510L9 on chromosome 6p24. l-p25. 3.//9.7e-34: 172:86 
//AL022098 

R-NT2RP2005767//Human clone H3 mRNA. //2.5e-21: 179: 
87//U03672 

R-NT2RP2005773//HS_2168J1_G12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2168 Col =23 Row=N, genomic surveysequenc 
e. //0. 99: 212: 63//AQ086414 

R-NT2RP2005775//Rabbit mRNA for endopeptidase, com 
plete cds. //4. 8e-98: 591: 88//D13310 
R-NT2RP2005781//Streptomyces sp. genomic DNA for s 
arcosine oxidase. //0. 019: 384: 59//D10623 
R-NT2RP2005784//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1185N5, WORKING DRAFT S 
EQUENCE. //1. 8e-102: 490: 99//AL034423 
R-NT2RP2005804//Homo sapiens chromosome 17, clone 
hRPK. 147_L_13, compl ete sequence. //6. 3e- 16: 481 : 63/ 
/AC005332 

R-NT2RP2005812//Caenorhabditis elegans cosmid F15B 

10. //0. 81: 147: 63//AF036696 

R-NT2RP2005815 

R-NT2RP2005835 

R-NT2RP2005841//Human DNA sequence from cosmid U20 
9G1 on chromosome X. //1 . 5e-26: 512: 64//Z68873 
R-NT2RP2005853//Human DNA sequence from clone 1156 
N12 on chromosome X. Contains an STS and GSSs, com 
plete sequence. //3. 7e-16: 340: 64//AL009047 
R-NT2RP2005857//Human DNA sequence from cosmid U24 
6D9 on chromosome X. Contains a hi stone H2B like p 
seudogene. //1. 3e-09: 331: 65//AL021308 
R-NT2RP2005859//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-83, complete s 
equence. //0. 0097: 363: 59//AL010152 
R-NT2RP2005868//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-18. complete s 
equence. //I. le-07: 508: 60//AL008971 
R-NT2RP2005890//Mouse oncogene (ect2) mRNA, compl e 
te cds.//2.7e-31:500:67//L11316 
R-NT2RP2005901//Homo sapiens T-cell receptor alpha 
delta locus from bases 752679 to 1000555 (section 
4 of 5) of the Complete Nucleotide Sequence. //0. 8 
9:276:60//AE000661 
R-NT2RP2005908 
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R-NT2RP2005933//Rattus norvegicus nucleoporin p54 
mRNA, compl ete cds. Ill . 2e-40: 285: 80//U63840 
R-NT2RP2005942//Homo sapiens DNA sequence from PAC 

142L7 on chromosome 6q21. Contains a Laminin Alph 
a 4 (LAMA4) LIKE gene coding for two alternatively 

spliced transcripts, a Tubulin Beta LIKE pseudoge 
ne, a Connectives ssue growth factor (NOV, GIG) LI 
KE gene, A predicted CpG island, ESTs, STSs and ge 
nomic marker D6S416, complete sequence. 110. 0011: 48 
0: 58//Z99289 10 
R-NT2RP2005980//Homo sapiens Xp22 BAC GSHB-536K7 
(Genome Systems Human BAC library) complete sequen 
ce. //8. 9e-21: 136: 78//AC004616 
R-NT2RP2006023//HS_2176_B1_C10JSR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2176 Col =19 Row=F, genomic surveysequenc 
e. III. 5e-66: 369: 95//AQ023148 
R-NT2RP2006038//Plasmodium falciparum chromosome 
2, section 6 of 73 of the complete sequence. //0. 00 
029: 408: 58//AE001369 20 
R-NT2RP2006043//Polistes annularis (clone panll7AA 
T) tandem repeat region. //0. 032: 195: 62//L10835 
R-NT2RP2006052//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pi eces. 110. 1 1 : 263: 61//AC005 
140 

R-NT2RP2006069 

R-NT2RP2006071//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. 110. 00044: 333: 61//AC004 30 
709 

R-NT2RP2006098//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-77, complete s 
equence. //4. le-09: 393: 62//AL010151 
R-NT2RP2006100//HS_2020_A2_H02_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2020 Col =4 Row=0, genomic survey sequenc 
e. //8. 3e-53: 304: 92//AQ228761 
R-NT2RP2006103//Rat sodium- hydrogen exchange prote 
in-isofonn 3 (NHE-3) mRNA, complete cds.//1.5e-16: 40 
199: 79//M85300 
R-NT2RP2006141 

R-NT2RP2006166//Human Chromosome 16 BAC clone CIT9 
87SK-A-589H1, compl etesequence. //8. 2e-48: 329: 76//A 
C002045 

R-NT2RP2006184//RPCI 11-6016. TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-6016, genomic survey seque 
nee. //0.52:273:61//B49539 

R-NT2RP2006186//Homo sapiens mRNA for KIAA0654 pro 
tein, partial cds.//1.9e-108:553:95//AB014554 50 
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R-NT2RP2006196//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-57, complete s 
equence. //4. 2e-05: 420: 59//AL008981 
R-NT2RP2006200//Homo sapiens chromosome 12pl3.3 cl 
one RPCI1-96H9, WORKING DRAFT SEQUENCE, 66 unorder 
ed pieces. III. le-100: 409: 96//AC006057 
R-NT2RP2006219//H. sapiens mRNA for DGCR6 protein./ 
/3. 8e-93: 532: 90//X96484R-NT2RP2006237//P. falciparu 
m PK1 gene. //2.9e-08: 481: 59//X83707 
R-NT2RP2006238//Human chromosome 16 BAC clone CIT9 
87SK-A-962B4, compl etesequence. //3. 5e-79: 405: 89//U 
91318 

R-NT2RP2006258//Human PAC clone DJ0899B21 from 7pl 
5-p21, complete sequence. III. 2e-08: 283: 63//AC00400 
8 

R-NT2RP2006261//H. sapiens mRNA for serine/threonin 
e protein kinase EMK.//6.2e- 13: 234:68/7X97630 
R-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, c 
ompl ete cds. III. Oe- 108: 542: 97//AF035262 
R-NT2RP2006320//347J16.TVB CIT978SKA1 Homo sapiens 
genomic clone A-347J16, genomic survey sequence./ 
/1. 2e-27: 215: 65//B17768 

R-NT2RP2006321//Human karyopherin beta 3 mRNA, com 
pi ete cds. Ill . 7e-48: 298: 90//U72761 
R-NT2RP2006323//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 702J19, WORKING DRAFT S 
EQUENCE. III. 8e-104: 524: 96//AL033531 
R-NT2RP2006333//Homo sapiens PAC clone DJ0808A01 f 
rom 7q21 . l-q31 . 1 , compl ete sequence. 113. 9e-33: 298: 
78//AC004893 
R-NT2RP2006334 

R-NT2RP2006365//RPCI 1 1-721 15. TK RPCI11 Homo sapien 
s genomic clone R- 72115, genomic survey sequence./ 
/2. 6e-35: 217: 92//AQ267043 

R-NT2RP2006393//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone B13E4; HTGS phas 
e 1, WORKING DRAFT SEQUENCE, 10 unordered pieces./ 
/8.0e-40:317:81//AC004046 

R-NT2RP2006436//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. 113. 2e-42: 184: 86//AL022345 
R-NT2RP2006441//Plasmodium falciparum raicrosatelli 
te TA80 sequence. 110. 00021: 188: 68//AF010568 
R-NT2RP2006454//Plasmodium falciparum chromosome 
2, section 60 of 73 ofthe complete sequence. 1/0. 3 
0: 265:60//AE001423 

R-NT2RP2006456//Homo sapiens clone 23566 mRNA sequ 
ence. III. 5e-104: 532: 96//AF052098 
R-NT2RP2006464//Homo sapiens mRNA for AND-! protei 
n. 110. 6e- 108: 524: 97//AJ006266 
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R-NT2RP2006467//Sequence 50 from patent US 569114 
7.//8.3e-22:235:74//I76222 
R-NT2RP2006472//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1172A22, WORKING DRAFT 
SEQUENCE. //5. 4e- 12: 407: 62//AL034386 
R-NT2RP2006534//Dictyostelium discoideum actin 8 g 
ene, 3' UTR.//0.44: 1 11: 65//M25216 
R-NT2RP2006554//Plasmodium falciparum chromosome 
2, section 7 of 73 of the complete sequence. //0. 1 
9: 392: 58//AE001370 10 
R-NT2RP2006565//Sus scrofa SCAMPI gene, exon 9.// 
1. 5e-13: 292: 68//AJ223742 

R-NT2RP2006571//Homo sapiens chromosome 19, cosmid 
F17972, complete sequence. //0. 0024: 409: 58//AC0046 
60 

R-nimiuinnnnnnn//Human BRCA2 region, mRNA sequence 
CG005. //3. 3e- 16: 334: 64//U50532 
R-NT2RP2006598//Mus musculus retinoid X receptor i 
nteracting protein (RIP110) mRNA, partial cds.//l. 
6e-19:448:64//U22015 20 
R-NT2RP3000002//Human DNA sequence from cosmid N10 
4C7 on chromosome 22, complete sequence. //4.4e- 14: 5 
01:63//Z82246 

R-NT2RP3000031//Homo sapiens mRNA for histone deac 
etylase-like protein (JM21) . //5. 9e- 1 15: 560: 97//AJ0 
11972 

R-NT2RP3000046//Homo sapiens clone DJ0042M02, WORK 
ING DRAFT SEQUENCE, 20unordered pieces.//3.9e-57:4 
02: 83//AC005995 

R-NT2RP3000047//Homo sapiens chromosome 17, clone 30 
hRPK. 138_P_22, complete sequence. //I. 0: 158: 66//AC0 
05697 

R-NT2RP3000050//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 451B21, WORKING DRAFT S 
EQUENCE. III. 7e-32: 411: 69//AL033522 
R-NT2RP3000055//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1000N6, WORKING DRAFT S 
EQUENCE. 111. 9e- 17: 309: 69//AL034378 
R-NT2RP3000072//Brassica rapa DNA for S-locus glyc 
oprotein, complete cds.//2. 9e- 07: 516: 60//D881 92 40 
R-NT2RP3000080//Homo sapiens clone DJ1129D05, comp 
lete sequence. //1. 7e-27: 186: 90//AC005630 
R-NT2RP3000085//Arabidopsis thai i ana acetyl -CoA ca 
rboxylase biotin- containing subunit mRNA, nuclear 
gene encoding chloroplast protein, compl etecds. // 
0.0051: 289: 59//U23155 

R-NT2RP3000109//HS_3065Jtf_M4Jff CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3065 Col =8 Row=C, genomic survey sequenc 
e. III. 5e-62: 304: 100//AQ137776 50 
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R-NT2RP3000134//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P3, WORKING DRAFT S 
EQUENCE. //0. 027: 414: 57//AL031746 
R-NT2RP3000142//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds. //3.8e- 115: 578: 96//AB01 1164 
R-NT2RP3000149//Homo sapiens chromosome 17, clone 
hRPK. 332 J_18, compl ete sequence. Ill . 3e-67: 354: 95/ 
/AC005746 
R-NT2RP3000186 

R-NT2RP3000197//Human DNA sequence from PAC 181N1 
on chromosome X contains ESTs, STS polymorphic CA 
repeat*. 111. 5e-31: 295: 78//Z82899 
R-NT2RP3000207//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-954B10, complete sequence. //0. 016: 30 
5:61//AC004514 

R-NT2RP3000220//RPCI 11-6307. TJ RPCI11 Homo sapiens 
genomic clone R- 6307, genomic survey sequence. //0. 
25:118:66//AQ201832 

R-NT2RP3000233//Plasmodium falciparum mRNA for maj 
or merozoite surface antigen gpl95.//3.2e-ll:440:5 
9//X15063 

R-NT2RP3000235//Mus musculus chromosome 6 clone TB 
6 subclone TB6pDl.//0.81: 114: 64//U19530 
R-NT2RP3000247//Homo sapiens DNA sequence from clo 
ne 326L12 on chromosome Xq27. 1-27.3. Contains the 
cancer/testis antigen CT7 (melanoma- associated ant 
igen MAGE-C1) gene, two MAGE family pseudogenes, S 
TSs and a CA repeat polymorphism, complete sequenc 
e. //4. 8e-73: 362: 86//AL023279 
R-NT2RP3000251//Homo sapiens chromosome 17, clone 
hRPK. 192J.23, complete sequence. 110. 025: 131: 66// 
AC005726 
R-NT2RP3000252 

R-NT2RP3000255//HS-1025-B2-F08-MF.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 804 Col =16 Row=L, genomic survey sequence./ 
/0.67:119:66//B34879 
R-NT2RP3000267 

R-NT2RP3000299//Rattus norvegicus mRNA for Crk-ass 
ociated substrate, pl30, complete cds.//1.2e-23:42 
4:69//D29766 

R-NT2RP3000312//Plasmodium falciparum MAL3P4, comp 
lete sequence. 110. 55: 414: 59//AL008970 
R-NT2RP3000320//HS_3056JLC03^.HR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3056 Col =5 Row=E, genomic survey sequenc 
e. //4. le-32: 214: 89//AQ134064 
R-NT2RP3000324//Rattus norvegicus potassium channe 
1 regulator 1 mRNA, complete cds.//1.5e-22:265:75/ 
/U78090 
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R-NT2RP3000333//P1 asmodi um falciparum MAL3P6, comp 
1 ete sequence. //0. 68: 460: 57//Z98551 
R-NT2RP3000341//H. sapiens mRNA for TIM17 preprotei 
n translocase.//1.4e-19: 137:90//X97544 
R-NT2RP3000348//CITBI-E1-2513C11.TF CITBI-E1 Homo 
sapiens genomic clone2513Cl l t genomic survey seque 
nee. //0.0014: 118: 72//AQ278177 
R-NT2RP3000350 

R-NT2RP3000359//Homo sapiens clone NH0319F03, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //2.8e- 55: 32 10 
0:75//AC006039 

R-NT2RP3000361//Homo sapiens mRNA for KIAA0552 pro 
tein, complete cds. //0. 18: 275: 61//AB011124 
R-NT2RP3000366//CIT-HSP-2317H13.TF CIT-HSP Homo sa 
piens genomic clone 2317H13, genomic survey sequen 
ce. //6. 7e-42: 214: 100//AQ041634 
R-NT2RP3000397//HS-1012-Bl-F01-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 787 Col=l Row=L, genomic survey sequence.// 

0. 015: 184: 63//B31814 20 
R-NT2RP3000403//Homo sapiens formin binding protei 

n 21 mRNA, complete cds.//1.3e-109:529:98//AF07118 
5 

R-NT2RP3000418//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 510B21, WORKING DRAFT S 

EQUENCE. //6. 2e- 15: 445: 65//AL031885 

R-NT2RP3000433 

R-NT2RP3000439 

R-NT2RP3000441 

R-NT2RP3000449//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. I IV 6e-43: 300: 76//AL031650 
R-NT2RP3000451//3' untranslated region of human mRN 
A for a K+ channel protein. 110. 71: 101: 66//E13519 
R-NT2RP3000456//Human Xq28 cosmids U126G1, U142F2, 
U69B6, U145C10, U169A5, U84H1, U24D12, U80A7, U15 
3E6, L35485, and R7-163A8 containing iduronate 2-s 
ulfatase gene and pseudogene, complete sequence.// 
5. 2e- 16: 376: 65//AF01 1889 

R-NT2RP3000484//Human DNA sequence *** SEQUENCING 40 
IN PROGRESS *** from clone 120G22, WORKING DRAFT S 
EQUENCE. //0. 61: 326: 58//AL031847 
R-NT2RP3000487//Sequence 32 from patent US 547678 

1. //8.6e-08: 409: 61//I 16692 

R-NT2RP3000512//RPCI11-60F15.TK RPCI11 Homo sapien 
s genomic clone R-60F15, genomic survey sequence./ 
/2. 2e-68: 379: 93//AQ201516 

R-NT2RP3000526//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 377F16, WORKING DRAFT S 
EQUENCE. //4. le-07: 224: 65//Z93783 50 
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R-NT2RP3000527//HS_3228_A1_H07_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3228 Col =13 Row=0, genomic surveysequenc 
e.//4.5e-30:184:93//AQ209131 
R-NT2RP3000531//T6M24-Sp6 TAHU Arabidopsis thalian 
a genomic clone T6M24, genomic survey sequence. //0. 
67: 88: 68//AQ248538 

R-NT2RP3000542//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 126B4, WORKING DRAFT SE 
QUENCE. 111. Oe-24: 145: 82//AL022316 
R-NT2RP3000561//Homo sapiens PAC clone DJ0942I16 f 
rom 7qll, complete sequence. //6. le- 107: 548: 95//AC0 
06012 

R-NT2RP3000562//HS_204LB1_E08_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2041 Col=15 Row=J, genomic surveysequenc 
e.//9.6e-55:279:98//AQ230207 
R-NT2RP3000578//P1 asmodi um falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-105, complete 
sequence. //0. 00060: 356: 58//AL010212 
R-NT2RP3000582//Homo sapiens chromosome 17, clone 
hCIT.468_F_23, W0RKINGDRAFT SEQUENCE, 3 unordered 
pieces. //4. 2e-29: 282: 67//AC004666 
R-NT2RP3000584//Human PAC clone DJ222H05 from Xq25 
-q26, compl ete sequence. Ill, 4e-44: 245: 78//AC002377 
R-NT2RP3000590//Arabidopsis thai i ana chromosome II 
BAC T31E10 genomic sequence, complete sequence.// 
0.66: 341: 59//AC004077 

R-NT2RP3000592//P1 asmodi um falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 022: 491: 56//AC005505 
R-nimnimnnnnnn//HSJ025__ALDll_MR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=3025 Col =21 Row=G, genomic surveysequenc 
e. //2. 6e-21: 161: 88//AQ101452 
R-NT2RP3000599//P1 asmodi um falciparum MAL3P8, comp 
1 ete sequence. Ill . 3e-09: 543: 58//AL034560 
R-NT2RP3000605//Homo sapiens chromosome 19, cosmid 
F20900, complete sequence. //5. 6e- 11 5: 554: 98//AC00 
6128 

R-NT2RP3000622//Homo sapiens chromosome 12pl3.3, W 
0RKING DRAFT SEQUENCE. 27 unordered pieces. //0. 15:2 
33:63//AC005414 

R-NT2RP3000624//CIT-HSP-2022D4.TR CIT-HSP Homo sap 
iens genomic clone 2022D4, genomic survey sequenc 
e.//1.0: 166:66//B64262 

R-NT2RP3000628//Human BAC clone GS188P18, complete 
sequence. 115. 3e-56: 384: 83//AC000115 
R-NT2RP3000632//Human cycl in- selective ubiquitin c 
arrier protein mRNA, complete cds.//4.0e-61:438:85 
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//U73379 

R-NT2RP3000644//Homo sapiens DNA from chromosome 1 
9pl3.2 cosmids R31240,R30272 and R28549 containing 
the EKLF, GCDH, CRTC, and RAD23A genes, genomic s 
equence. III. Oe-43: 408: 77//AD000092 
R-NT2RP3000661//F.rubripes GSS sequence, clone 148 
D22bB9, genomi c surveysequence. 111. 7e- 17: 234: 69//A 
L005927 

R-NT2RP3000665//Human chromosome 11 46b2 cosmid, c 
ompl ete sequence. //2. le-42: 526: 72//U73645 10 
R-NT2RP3000685//HS_3007_A2_F02J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3007 Col =4 Row=K, genomic survey sequenc 
e. Ill . 6e- 101 : 506: 97//AQ1 18425 
R-NT2RP3000690//Plasmodium falciparum MAL3P6, comp 
1 ete sequence. Ill . 3e- 13: 41 1 : 61//Z98551 
R-NT2RP3000736 

R-NT2RP3000742//Rattus norvegicus phospholipase C 
delta-4 mRNA, completecds.//0. 0071: 231: 65//U16655 
R-NT2RP3000753//Homo sapiens DNA sequence from BAC 20 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 
lucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosph 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. HQ. 88: 366: 56//AL021368 
R-NT2RP3000759//HS_2055_A2_D09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 30 
one Plate=2055 Col =18 Row=G, genomic surveysequenc 
e. //0. 45: 251: 60//AQ234828 

R-NT2RP3000815//Homo sapiens chromosome 17, clone 
hRPK. 209J.20, complete sequence. //2.0e-20: 293: 72/ 
/AC005822 

R-NT2RP3000825//Plasmodium falciparum MAL3P6, comp 
lete sequence. //0. 0044: 325: 62//Z98551 
R-NT2RP3000826//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 117715, WORKING DRAFT S 
EQUENCE. 115. 3e-25: 375: 72//AL022315 40 
R-NT2RP3000836//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y214H10, WORKING DRAFT 
SEQUENCE, l/l. 3e-19: 181: 81//AL022344 
R-NT2RP3000841//Homo sapiens, clone hRPK.l JlJ, co 
mplete sequence. 110. 20: 226: 61//AC006196 
R-NT2RP3000845//Homo sapiens chromosome 19, cosmid 
R33632, compl ete sequence. //6. 8e-91 : 512: 92//AC005 
781 

R-NT2RP3000847//***ALU WARNING: Human Alu-Sp subfa 
mi ly consensus sequence. 111. 9e-38: 179: 86//U14572 50 
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R-NT2RP3000850//Homo sapiens BAC clone GS166A23 fr 
om 7p21, complete sequence. //4.4e-48: 505: 76//AC005 
014 

R-NT2RP3000852//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 97P20, WORKING DRAFT SE 
QUENCE. 112. 9e-82: 311: 98//AL031297 
R-NT2RP3000859 

R-NT2RP3000865//Human DNA sequence from clone 23K2 
0 on chromosome Xq25-26.2 Contains EST, STS, GSS, 
compl ete sequence. Ill . 2e- 15: 482: 63//AL022153R-NT2R 
P3000868//Fruitfly strain g20 mitochondrial DNA, A 
+T-rich region, partial sequence. HQ. 00045: 260: 59// 
AB003097 

R-NT2RP3000869//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 330012, WORKING DRAFT S 
EQUENCE. HQ. 0058: 172: 64//AL031731 
R-NT2RP3000875//L sapiens /Hepatitis B vims fusio 
n mRNA for mevalonatekinase.//1.4e-99:531:93//X75 
311 

R-NT2RP3000901 

R-NT2RP3000904//Genomic sequence for Arabidopsis t 
haliana BAC T7N9, complete sequence. //0. 32: 261: 57/ 
/AC000348 

R-NT2RP3000917//Plasmodium falciparum HAL3P7, comp 
lete sequence. HQ. 00092: 456: 58//AL034559 
R-NT2RP3000919 

R-NT2RP3000968//H. sapiens mRNA for ribosomal prote 
in S15a.//4.5e-24:375:71//X84407 
R-NT2RP3000980//Hamo sapiens chromosome 17, clone 
hRPK. 855JL21 , compl ete sequence. HQ. 36: 186: 62//AC 
006079 

R-NT2RP3000994//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 00052: 413: 60//AC 
005140 

R-NT2RP3001004//Saccharomyces cerevisiae VAR1 gen 
e, mitochondrial gene encoding mitochondrial prote 
in, 3' processing site, partial sequence. III. le-0 
7: 330: 64//U32857 

R-NT2RP3001007//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-82, complete s 
equence. HQ. 045: 286: 61//AL010255 
R-NT2RP3001055//Human DNA sequence from PAC 27K14 
on chromosome Xpll. 3-Xpll. 4. Contains monoamine ox 
idase B (MA0B), ESTs and polymorphic CA repeats.// 
2. 3e-56: 348: 91//Z95125 

R-NT2RP3001057//H. sapiens HZF4 mRNA for zinc finge 
r protein. IIS. 2e-84: 531: 86//X78927 
R-NT2RP3001081//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL1P3, WORKING DRAFT S 
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EQUENCE. Ill . le-08: 537: 60//AL031746 

R-NT2RP3001084 

R-NT2RP3001096 

R-NT2RP3001107 

R-nnnnnnnnnnnn//Human Chromosome 15q26. 1 PAC clone 
pDJ10k5 containing human DNA polymerase gamma (po 
lg) gene, complete sequence. //7. 4e- 62: 272: 73//AC00 
5316 

R-NT2RP3001111 

R-NT2RP3001113 10 
R-NT2RP3001 1 15//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4, completesequence. 111. 2e- 112: 550: 97// 
AC005189 

R-NT2RP3001116//CIT-HSP-2282K23.TR CIT-HSP Homo sa 
pi ens genomic clone 2282K23, genomic survey sequen 
ce. //0. 00013: 160: 69//AQ002011 
R-NT2RP3001119//Human DNA sequence from clone 612B 
18 on chromosome lq24-25.3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs, STS, CSS, CpG Islan 20 
d, compl ete sequence. //5. 9e-99: 497: 96//AL031864 
R-NT2RP3001120 

R-NT2RP3001126//Plasmodium falciparum HAL3P7, comp 
lete sequence. //0. 035: 266: 56//AL034559 
R-NT2RP3001133 

R-NT2RP3001140//Homo sapiens mRNA for KIAA0762 pro 
tein, partial cds.//8. le- 114: 549: 97//AB0 18305 
R-NT2RP3001147//Homo sapiens chromosome 17, clone 
HCIT187M2, complete sequence. //0. 69: 198: 63//AC0044 
48 30 
R-NT2RP3001150//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. III. 4e- 108: 542: 97//AL034379 
R-NT2RP3001155//Homo sapiens mRNA for AND-1 protei 
n. III. 9e-116: 563: 98//AJ006266 
R-NT2RP3001176//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 44: 227: 62//AC004688 
R-NT2RP3001214//Borrelia burgdorferi plasmid lp25, 
complete plasmid sequence. //0. 0023: 381: 61//AE0007 40 
85 

R- NT2RP300 1 2 1 6//RPC 1 1 1 - 1 8C 1 5 . TPC RPCI-11 Homo sapi 
ens genomic clone RPCI-11-18C15, genomic survey se 
quence. 111. 0e-29: 167: 97//B88077 
R-NT2RP3001221//Homo sapiens clone 14503, WORKING 
DRAFT SEQUENCE, 1 ordered pieces.//0.020: 211:63//A 
C005827 

R-NT2RP3001232//Homo sapiens DNA sequence from PAC 
124C6 on chromosome 6q21. Contains genomic marker 
D6S1603, ESTs, GSSs and a STS with a CA repeat po 50 
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lymorphism, complete sequence. III. 7e-08: 390: 62//AL 
021326 

R-NT2RP3001236//RPCI11-25C17.TKBR RPCI-11 Homo sap 
iens genomic clone RPCI-11-25C17, genomic survey s 
equence. //9. 5e-41: 217: 88//AQ014003 
R-NT2RP3001239//Human microtubule- associated prote 
in IB (MAP1B) gene, complete cds.//2.9e-21:438:63/ 
/L06237 

R-NT2RP3001245//Homo sapiens DNA sequence from PAC 
964D12 on chromosomelq24-q25. Contains EST, GSS./ 
/0. 00026: 439: 59//AL021398 

R-NT2RP3001253//HSJ002 Jtf_H12_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3002 Col =24 Row=0, genomic surveysequenc 
e. //0. 98: 190: 63//AQ251982 
R-NT2RP3001260 

R-NT2RP3001268//Homo sapiens clone DJ0959C21, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. 110. 012: 509: 
57//AC004936 

R-NT2RP3001272//Homo sapiens BAC clone NH0161H12 f 
rom 7pl4-pl5, completesequence. III. 2e-22: 134: 87//A 
C005589 

R-NT2RP3001274//Sequence 11 from Patent W09517522. 
110. 0058: 133: 66//A45341 

R-NT2RP3001281//Human DNA sequence from PAC 52D1 o 
n chromosome Xq21. Contains CA repeats, STS.//4.4e 
-55:558: 76//Z96811 

R-NT2RP3001307//HS_2058_A1_C06_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2058 Col =11 Row=E, genomic surveysequenc 
e. 117. 2e-33: 260: 86//AQ305868 
R-NT2RP3001318//Homo sapiens PAC clone DJ0649P17 f 
rom 7qll.23-q21, complete sequence. 110. 27: 210: 65// 
AC004848 
R-NT2RP3001325 

R-NT2RP3001338//Rat tropoelastin gene, intron 17 
(parti al ) . Ill . 0: 184: 64//M86367 
R-NT2RP3001339//Homo sapiens mRNA for KIAA0451 pro 
tein, complete cds.//1.2e-112:566:96//AB007920 
R-NT2RP3001340//Homo sapiens HMG box factor S0X-13 
mRNA, complete cds.//3.2e-86:450:95//AF083105 
R-NT2RP3001355 

R-NT2RP3001374//HS_2184JV2_G04.HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2184 Col=8 Row=M, genomic survey sequenc 
e.//3.7e-10: 101: 84//AQ024647 
R-NT2RP3001383//Plasmodium falciparum chromosome 
2, section 34 of 73 of the complete sequence. 111. 4e 
-07:279:63//AE001397 

R-NT2RP3001384//Homo sapiens chromosome 19. cosmid 
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R33907, compl ete sequence. 1 1 A. 4e-75: 382: 97//AC005 
785 

R-NT2RP3001392//HS_3078J2_D05_HR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3078 Col =10 Row=H, genomic surveysequenc 
e. //I. 0: 164: 64//AQ140587 

R-NT2RP3001396//RPCI11-63N18.TJ RPCI11 Homo sapien 
s genomic clone R-63N18, genomic survey sequence./ 
/0. 14: 242: 61//AQ238544 

R-NT2RP3001398//Mus musculus zinc finger protein 10 
(Zfp64) mRNA, compl etecds. //1. 8e- 10: 193: 72//U49046 
R-NT2RP3001399 

R-NT2RP3001407//Caenorhabditis elegans cosmid D104 
6, compl ete sequence. //0. 001 1 : 392: 60//Z68160 
R-NT2RP3001420//Human BAC clone GS165I04 from 7q2 
1 , compl ete sequence. //3. 7e-29: 412: 74//AC002379 
R-NT2RP3001426//Homo sapiens clone 24616 mRNA sequ 
ence. //I. le-104: 550: 94//AF052158 
R-NT2RP3001427//Caenorhabditis elegans cosmid R11D 
5. //0. 39: 174: 64//U53152 20 
R-nnnnnnnnnnnn//Human nuclear pore complex-associa 
ted protein TPR (tpr)mRNA, complete cds.//1.4e-94: 
533:91//U69668 

R-NT2RP3001432//Homo sapiens DNA sequence from PAC 
164C20 on chromosome6ql6. 1-22. 1. Contains ESTs an 
d GSSs (BAC end sequences), complete sequence. //2. 
5e-12: 415: 61//AL009029 

R-NT2RP3001447//Homo sapiens PAC clone DJ0828B12 f 

rom 7qll.23-q21. 1, complete sequence. //5. 6e- 36: 35 

8: 77//AC004903 30 

R-NT2RP3001449//Homo sapiens clone 24497 mRNA sequ 

ence. //1. 5e-100: 499: 97//AF070630 

R-NT2RP3001453//Homo sapiens clone DJ0852024, WORK 

ING DRAFT SEQUENCE, 2unordered pieces. //4.0e- 47: 29 

5: 86//AC004906 

R-NT2RP3001457 

R-NT2RP3001459 

R-NT2RP3001472//Crithidia fasciculata kinetoplast 
apocytochrome b gRNA-mRNA chimera, clone: 24. //0. 3 
3:150:66//D13030 40 
R-NT2RP3001490//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-103, complete 
sequence. III. 3e-08: 483: 60//AL010208 
R-NT2RP3001495//Human oxi doreductase (HHCMA56) mRN 
A, complete cds.//4.4e-60:338:93//U13395 
R-NT2RP3001497//Homo sapiens multiple membrane spa 
nning receptor TRC8 (TRC8) mRNA, complete cds.//2. 
le- 1 10: 549: 97//AF064801 

R-NT2RP3001527//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 1125A11, WORKING DRAFT 50 
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SEQUENCE. //5. 3e-32: 310: 78//AL034549 
R-NT2RP3001529//Human Chromosome X, complete seque 
nee. //5. 5e-67: 280: 93//AC002420 
R-NT2RP3001538 

R-NT2RP300i554//Hunian microtubule- associated prote 
in la (MAP1A) mRNA, complete cds.//7.8e-16:391:62/ 
/U38292 

R-NT2RP3001580//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomi csequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 00026: 456: 58//AC004688 
R-NT2RP3001587//Homo sapiens HRIHFB2115 mRNA, part 
ial cds. //5. 6e-08: 86: 88//AB015337 
R-NT2RP3001589//Homo sapiens chromosome 17, clone 
hRPK. 1096_G_20, complete sequence. //0. 066: 360: 60// 
AC005410 

R-NT2RP3001607//CIT-HSP-2010H8.TR CIT-HSP Homo sap 
iens genomic clone 2010H8, genomic survey sequenc 
e.//0.041:194:67//B53490 

R-NT2RP3001608//Human DNA sequence from PAC 296K21 
on chromosome X contains cytokeratin exon, delta- 
aminolevulinate synthase (erythroid); 5-aminolevul 
inic acid synthase. (EC 2.3.1.37). 6-phosphofructo- 
2-kinase/fnictose-2,6-bisphosphatase (EC 2.7.1.10 
5, EC 3.1.3.46), ESTs and STS.//0.69: 151:64//Z8382 
1 

R-NT2RP3001621//Human DNA sequence from clone 24ol 
8 on chromosome 6p21.31-22.2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor ps 
eudogene, nuclear envelope pore membrane protein, 
EST, STS, GSS, complete sequence. //1.4e-46: 354: 83/ 
/AL021808 

R-NT2RP3001629//H. sapiens simple DNA sequence regi 
on clone wglalO. //0. 99: 137: 63//X76572 
R-NT2RP3001634//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds. //8. 5e-108: 541: 96//AF099149 
R-NT2RP3001642 

R-NT2RP3001646//HS_3218Jtt_A01_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3218 Col =2 Row=A, genomic survey sequenc 
e. 112. 6e-32: 215: 91//AQ303003 
R-NT2RP3001671//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-88, complete s 
equence. 110. 018: 262: 61//AL010157 
R-NT2RP3001672 

R-NT2RP3001676//Homo sapiens cosmid Q95D4, chromos 
ome 21 5' of IFNAR2.//2.1e-48:413:77//AF039905 
R-NT2RP3001678//RPCIll-50C17.n RPCI11 Homo sapien 
s genomic clone R-50C17, genomic survey sequence./ 
/0. 15: 232: 62//AQ1 16359 

R-NT2RP3001679//Homo sapiens genomic DNA of 8p21.3 
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-p22 anti -oncogene ofhepatocellular colorectal and 
non- small cell lung cancer , segment 3/11. //7.8e- 
104:549:95//AB020860 

R-NT2RP3001688//Homo sapiens PAC clone DJ1048B16 f 
rom 7q34-q36, compl etesequence. //6. 6e-41 : 291 : 86//A 
C006019 

R-NT2RP3001690//Plasmodium falciparum chromosome 
2, section 52 of 73 ofthe complete sequence. III. le 
-07:433:59//AE001415 

R-NT2RP3001708//Homo sapiens allele 14 fragile sit 10 
e locus (FRA10B) mini satellite sequence. //6.0e-06: 
237: 64//AF053523 

R-NT2RP3001712//CITBI-E1-2516N9.TF CITBI-E1 Homo s 
apiens genomic clone 2516N9, genomic survey sequen 
ce.//1.5e-95:456:99//AQ279562 
R-NT2RP3001716//Bomo sapiens chromosome Y, clone 2 
64, M, 20, compl ete sequence. //0. 0012: 346: 58//AC0046 
17 

R-NT2RP3001724//Human HepG2 3' region Mbol cDNA, c 
lone hmd6a06m3. //I. 3e-27: 163: 95//D17273 20 
R-NT2RP3001730//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 111B22, WORKING DRAFT S 
EQUENCE. 111. 6e-43: 409: 76//Z98200 
R-NT2RP3001739 

R-NT2RP3001752//Human clone 23774 mRNA sequence.// 
1.9e-08: 104: 84//U79279 

R-NT2RP3001753//CIT-HSP-2379P21.TF CIT-HSP Bomo sa 
pi ens genomic clone 2379P21, genomic survey sequen 
ce. 11%. 8e-06: 102: 78//AQ113378 

R-NT2RP3001764 30 
R-NT2RP3001777//Human mRNA for heparan sulfate pro 
teaglycan (glypican) . 110. 99: 166: 66//X54232 
R-NT2RP3001782//Bomo sapiens mRNA for KIAA0459 pro 
tein, partial cds. //I . 3e- 1 1 1 : 549: 97//AB007928 
R-NT2RP3001792//Mus musculus myelin gene expressio 
n factor (MEF-2) mRNA, partial cds. III. 6e- 32: 266: 83 
//U13262 

R-NT2RP3001799//H. sapiens mRNA for 0X40 homologue. 
//8.5e-44:374:79//X75962 

R-NT2RP3001819 40 
R-NT2RP3001844//Caenorhabditis elegans cosmid C54G 
7. //0. 0042: 231: 63//U40410 

R-NT2RP3001854//Plasmodium falciparum strain Dd2 h 
eat shock protein 86 (HSP86), 01 (ol), 03 (o3), 02 

(o2), CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9(cg9), 
CGI (cgl), CG6 (cg6), chloroquine resistance candi 
date protein (cg2), and CG7 (cg7) genes, complete 
cds.//1.0:404:59//AF030694 
R-NT2RP3001855 

R- NT2RP300 1 896//CI T978SK- A- 636F1 0 . TV CIT978SR Homo 50 
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sapiens genomic cloneA-636F10, genomic survey seq 

uence. //0.0012: 68: 82//AQ1 16409 

R-NT2RP3001898//flomo sapiens Chromsome llpl5.5 PAC 
clone pDJ754hl5 containing cdk- inhibitor p57/KIP2 
(CDKN1C) gene, complete sequence. //0. 37: 266: 65//A 

C005950 

R-NT2RP3001915//Human BAC clone RG367017 from 7pl5 
-p21, complete sequence. //0. 018: 144: 66//AC002486 
R-NT2RP3001926//Human polyadenylate binding protei 
n (TIA-1) mRNA, complete cds.//2.4e-10:77:100//M77 
142 

R-NT2RP3001929 

R-NT2RP3001931//Homo sapiens full length insert cD 
NA clone YU73B11. //1. 0e-110: 562: 96//AF087969 
R-NT2RP3001938//Human DNA sequence from PAC 447B16 
on chromosome Xql3. 1-Xql3. 3. 110. 38: 386: 56//Z95328 
R-NT2RP3001943//Homo sapiens chromosome 5, PI clon 
e 1076B9 (LBNL H14), complete sequence. 110. 87: 298: 
61//AC004500 

R-NT2RP3001944//Bos taurus clone CSSM056 satellite 
DNA sequence. 110. 0095: 76: 78//U03836 
R-NT2RP3001969//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-350L7, WORKING DRAFT SEQUENCE, 72 unord 
ered pi eces. 111. Oe- 109: 552: 96//AC005844 
R-NT2RP3001989//Caenorhabditis elegans cosmid C01A 
2, compl ete sequence. 110. 15:111: 68//Z81029 
R-NT2RP3002002//Plasmodium falciparum 14-3-3 prote 
i n gene, parti al cds. 110. 016: 286: 60//AF065987 
R-NT2RP3002004//H. sapiens mRNA for FAST kinase.// 
5. le-41:335:82//X86779 
R-NT2RP3002007 

R-NT2RP3002014//Human DNA sequence from clone 228A 
9 on chromosome 22ql2.3-13. 32 Contains 85 KDA CALC 
I UM- INDEPENDENT PH0SPH0LIPASE A2, EST, GSS,CpG isl 
and, complete sequence. //6. 6e-41 : 297: 86//AL022322 
R-NT2RP3002033 

R-NT2RP3002045//Drosophila melanogaster fat protei 
n (fat) gene, completecds.//0.77:320:60//M80537 
R-NT2RP3002054//Caenorhabditis elegans cosmid Y69H 
2, complete sequence. 1/0. 82: 362: 57//Z98877 
R-NT2RP30Q2056//F.rubripes GSS sequence, clone 020 
E22bF7, genomic surveysequence. //0. 010: 185:63//Z87 
006 

R-NT2RP3002057 

R-NT2RP3002062//Human BAC clone RG356F09 from 7p2 
1 , compl ete sequence. Ill . 7e- 17: 164: 81//AC004002 
R-nnnnnnnnnnnn 

R-NT2RP3002081//HSJ082 JU_G09JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3082 Col=17 Row=M, genomic surveysequenc 
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e. Ilk. 2e-25: 344: 73//AQ122260 
R-NT2RP3002097//Homo sapiens Xp22- 150 BAC GSBB-309 
PI 5 (Genome Systems Human BAC Library) complete se 
quence. III. 6e-23: 212: 80//AC006210 
R-NT2RP3002102//Homo sapiens BAC clone RG290G13 fr 
om 7q21, complete sequence. 110. 43: 168: 64//AC004746 
R-NT2RP3002108//CIT-HSP-2346P16.TF CIT-HSP Homo sa 
pi ens genomic clone 2346P16, genomic survey sequen 
ce. HZ. 5e-08: 110: 78//AQ059071 

R-NT2RP3002146//Streptococcus gordonii competence 10 
factor (comC) and histidine protein kinase (comD) 
genes, complete cds, and response regulator (comE) 
gene, partial cds. //0. 11: 534: 55//U80077 
R-NT2RP3002147//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 329F2, WORKING DRAFT SE 
QUENCE. I I A. le-108: 551: 96//AL031710 
R-NT2RP3002151//Hus musculus mRNA for Guanine Nucl 
eotide Regulatory Protein, complete cds. //6.8e-62: 
347:80//AB003503 

R-NT2RP3002163//Anolis pulchellus vitellogenin mRN 20 
A, partial cds.//0.77:281:63//U46857 
R-NT2RP3002165 

R-NT2RP3002166//D.sargus satellite DNA (clone PSE 

3) . //0. 81 : 1 24 : 62//Z4871 1 

R-NT2RP3002173 

R-NT2RP3002181//HS-1042-A2-F01-MR.abi CIT Human Ge 
nomic Sperm Library CHomo sapiens genomic clone PI 
ate=CT 824 Col =2 Row=K, genomic survey sequence.// 
1. 3e-35: 305: 81//B36980 

R-NT2RP3002244//Caenorhabditis elegans cosmid RUE 30 
3. //0. 0024: 393: 61//AF100669 
R-NT2RP3002248//Human DNA sequence from PAC 170A21 
on chromosome 22ql2-qter contains ESTs.//0.30:21 
7:63//Z82189 
R-NT2RP3002255 

R-NT2RP3002273//Homo sapiens BAC clone 393122 from 
8q21 , compl ete sequence. 110. 84: 463: 57//AF070717 
R-NT2RP3002276//HS_2260_A1JF_E07 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2260 Col =13 Row=I, genomic surveysequenc 40 
e.//0. 0017: 198: 63//AQ292491 
R-NT2RP3002303//Human HMG-17 gene for non-histone 
chromosomal protein HMG-17.//7.4e-93:510:93//X1354 
6 

R-NT2RP3002304//Human BAC clone GS188P18, complete 
sequence. //6. 3e-09: 477: 59//AC0001 15 
R-NT2RP3002330//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. 110. 087: 388: 58//AC004688 
R-NT2RP3002343 50 
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R-NT2RP3002351//Homo sapiens chromosome Y, clone 2 
64, M, 20, complete sequence. 110. 20: 489: 56//AC004617 
R-NT2RP3002352//Homo sapiens mRNA for protein enco 
ded by cxorfS (71-7A)gene. //2. 4e-104: 516: 94//Y1516 
4 

R-NT2RP3002455//Homo sapiens mRNA for KIAA0678 pro 
tein, partial cds.//4.7e-102:524:95//AB014578 
R-NT2RP3002484 

R-NT2RP3002501//Human DNA sequence from PAC 92M18, 
BRCA2 gene region chromosome 13ql2-13 contains BR 
CA2 exons 25, 26 and 27 ESTs and STS.//5.2e-17:23 
2: 75//Z73359 
R-NT2RP3002512 

R-NT2RP3002529//CIT-HSP-2340H2.TR CIT-HSP Homo sap 
iens genomic clone 2340H2, genomic survey sequenc 
e.//0.81:266:58//AQ057387 

R-NT2RP3002545//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds.//3.3e-82:438:94//AB018272 
R-NT2RP3002549//Medicago truncatula ENBP1 gene, ex 
ons 1 to 12. //0. 95: 381: 56//AJ002479 
R-NT2RP3002566//HS_2036Jil_D08^MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2036 Col =15 Row=G t genomic surveysequenc 
e. //0. 18: 162: 64//AQ230627 

R-NT2RP3002587//Homo sapiens clone DJ1090E20, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //5. le-15: 21 
3: 73//AC004956 

R-NT2RP3002590//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: MXK3, complete sequence.// 
0.00010: 431: 59//AB019236 

R-NT2RP3002602//Mus musculus stannin gene, compl et 
e cds.//1.6e-20:339:70//AF030522 
R-NT2RP3002603 

R-NT2RP3002631//Homo sapiens chromosome 21 PAC RPC 
IP704A9190Q2. III. 0: 241: 59//AJ006997 
R-NT2RP3002659//Rat sodium- hydrogen exchange prote 
in-isoform 3 (NHE-3) mRNA, complete cds.//6.8e-24: 
331:76//M85300 

R-NT2RP3002660//H. sapiens partial gene for progest 
erone receptor and Aluelement DNA.//9.8e-43:273:82 
//Z49816 

R-NT2RP3002663//Lymnaea stagnalis 16S ribosomal RN 
A gene, mitochondrial gene encoding ribosomal RNA, 
parti al sequence. 110. 60: 300: 59//U82072 
R-NT2RP3002671//S.pombe chromosome III cosmid c55 
3. Ill . 2e-20: 399: 66//AL023704 
R-NT2RP3002682//RPCI11-44K6.TJ RPCI11 Homo sapiens 
genomic clone R-44K6, genomic survey sequence. //4. 
7e-09: 122: 77//AQ202481 

R-NT2RP3002687//P. falciparum complete gene map of 
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plastid-like DNA (IR-B) . //I. le-07: 494: 59//X95276 
R-NT2RP3002688//Human 7SL RNA sequence. //2. 7e- 32: 2 
90: 79//X01037 
R-NT2RP3002701 

R-NT2RP3002713//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 167A19, WORKING DRAFT S 
EQUENCE. //0. 95: 334: 59//AL031427 
R-NT2RP3002763//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. //3. 9e-40: 288: 85//U14567 
R-NT2RP3002770//R.prowaze'kii genomic DNA fragment 10 
(clone A615F) . //0. 21: 174: 63//Z82710 
R-NT2RP3002785//Homo sapiens PAC clone DJ0170D19 f 
rom Xq23, complete sequence. //0. 78: 354: 59//AC00482 
2 

R-NT2RP3002799//Homo sapiens X-linked anhidroitic 
ectodermal dysplasia protein gene (EDA), exon 2 an 
d flanking repeat regions. //I. le- 20: 161: 77//AF0035 
28 

R-NT2RP3002810//Caenorhabditis elegans cosmid F10D 
2. //0. 28: 441: 56//AF022972 20 
R-NT2RP3002818//HSJ053_A2J08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3053 Col =16 Row=A, genomic surveysequenc 
e. //0. 19: 220: 60//AQ135025 

R-NT2RP3002861//P. falciparum complete gene map of 
plastid-like DNA (IR-B) . //9. 3e-05: 414: 60//X95276 
R-NT2RP3002869//Homo sapiens chromosome 19, cosmid 
F21967, complete sequence. //0. 14: 165: 64//AC005256 
R-NT2RP3002876//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 50024, WORKING DRAFT SE 30 
QUENCE. III. 6e-59: 311: 96//AL034380 
R-NT2RP3002877//Homo sapiens Xp22 bins 87-93 PAC R 
PCI1-122K4 (Roswell Park Cancer Institute Human PA 
C Library) complete sequence. //4. 6e- 24: 422: 63//AC0 
03035 

R-NT2RP3002909//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds. //4. 7e-109: 570: 95//AB018314 
R-NT2RP3002911//Homo sapiens BAC clone GS166A23 fr 
om 7p21 , compl ete sequence. //3. le- 16: 471 : 64//AC005 
014 40 
R-NT2RP3002948//, complete sequence. //4. 5e-94: 516: 
93//AC005500 

R-NT2RP3002953//Homo sapiens chromosome 5, BAC clo 
ne 34J15 (LBNL H169), compl ete sequence. //3.4e- 111: 
566: 96//AC005754 

R-NT2RP3002955//Plasmodium falciparum chromosome 
2, section 28 of 73 ofthe complete sequence. //0. 1 
9:424:58//AE001391 

R-NT2RP3002969//Rat mRNA for brain acyl-CoA synthe 
tase II, complete cds. //I. le-89: 562: 88//D30666 50 
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R-NT2RP3002972//Stealth virus 5 clone C1311 T7 gen 
omic sequence. //1. 0: 122: 67//AF067482 
R-NT2RP3002978//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 455J7, WORKING DRAFT SE 
QUENCE. //4. 8e-05: 249: 63//AL031733 
R-NT2RP3002988//Human DNA sequence from PAC 106H8 
on chromosome lq24. Contains PHOSPHATIDYL! NISI TOL- 
GLYCAN class C (PIG-C) and DYNAKN-3 genes. Contain 
s ESTs and STSs and a CpG island. //0. 0097: 246: 67// 
Z97195 

R-NT2RP3003008//Mus musculus major histocompatibil 
ity locus class III regions Hsc70t gene, partial c 
ds; smRNP, G7A, NG23, MutS homolog, CLCP, NG24, NG 
25, and NG26 genes, complete cds; and unknown gene 
s. //I. 9e-24: 188: 78//AF109905 
R-NT2RP3003032//Arabidopsis thai i ana (clone DW1) D 
NA retrotransposon Tall-1 integration site.//5.3e- 
07:376:63//L47211 

R-NT2RP3003059//Homo sapiens chromosome 3, clone h 
RPK. 165J J6, compl etesequence. //1. 4e-13: 323: 66//A 
C005669 

R-NT2RP3003061//Homo sapiens mRNA from HIV associa 
ted non-Hodgkin s lymphoma (clone hll-10).//3.8e-4 
2:265:91//Y16708 

R-NT2RP3003068//HS_3214_B2_G09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3214 Col =18 Row=N, genomic surveysequenc 
e. //0. 025: 207: 64//AQ181894 
R-NT2RP3003071//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 510D11, WORKING DRAFT S 
EQUENCE. //0. 00014: 329: 60//Z98044 
R-NT2RP3003078//T26A1TF TAMU Arabidopsis thaliana 
genomic clone T26A1, genomic survey sequence. //0. 9 
5:219:63//B27013 

R-NT2RP3003101//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //1.4e-05: 285: 62//AC00415 
3 

R-NT2RP3003121//Homo sapiens full length insert cD 
NA clone ZD62D10. //2. le-47: 242: 98//AF086348 
R-NT2RP3003133//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 228H13, WORKING DRAFT S 
EQUENCE. //1. 4e-21: 199: 75//AL031985 
R-NT2RP3Q03138//Mouse kif4 mRNA for microtubule-ba 
sed motor protein KIF4, complete cds.//5. le-14: 28 
7:68//D12646 

R-NT2RP3003139//Rattus norvegicus kappa opioid rec 
eptor gene, exon 4 andcomplete cds. //I. 5e- 13: 122:8 
0//U17995 
R-NT2RP3003150 
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R- NT2RP3003 1 57//Homo sapiens 12ql5 BAC GSHB-410F4 
(Genome Systems HumanBac Library) complete sequenc 
e. //5. 5e-42: 289: 74//AC005294 
R-NT2RP3003185//HS_2058J^LH03_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2058 Col =5 Row=0, genomic survey sequenc 
e.//0.025:52:94//AQ231298 

R-NT2RP3003193//Homo sapiens chromosome 17, clone 
hRPK. 628_E_12, complete sequence. //4. 8e-40: 349: 79/ 
/AC005701 10 
R-NT2RP3003197//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 36411, WORKING DRAFT SE 
QUENCE. //5. 2e-10: 180: 71//AL031319 
R-NT2RP3003203//Mus musculus I FN alpha- treated emb 
ryoni c fi brobl ast mRNA. //1 . 8e- 1 1 : 148: 77//U51904 
R-NT2RP3003204//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 892F13, WORKING DRAFT S 
EQUENCE. //6. 6e-41: 282: 86//AL009183 
R-NT2RP3003212//Homo sapiens full length insert cD 
NA clone ZB91Bll.//1.7e-68: 363: 95//AF086173 20 
R-NT2RP3003230//Caenorhabditis elegans cosmid T12B 
5. //0. 0018: 279: 64//AF100307 
R-NT2RP3003242//Homo sapiens chromosome 7 clone UW 
GC:g3586al60 from 7pl4-15, complete sequence. //I. 
0: 346: 57//AC005272 

R-NT2RP3003251//Homo sapiens BAC clone RG060N22 fr 
om 7q21, complete sequence. //2. 5e- 10: 436: 62//AC003 
083 

R-NT2RP3003264//CIT-HSP-2296M7.TR CIT-HSP Homo sap 
iens genomic clone 2296H7, genomic survey sequenc 30 
e. //5. 8e-05: 308: 61//AQ005862 
R-NT2RP3003278/7Human HepG2 partial cDNA, clone hm 
d3bllm5. //9. 4e-47: 302: 89//D17022 
R-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, c 
omplete cds. //7. 4e-101: 550: 93//L36983 
R-NT2RP3003290//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 460J8. WORKING DRAFT SE 
QUENCE. //3. Oe-22: 228: 78//AL031662 
R-NT2RP3003301 

R-NT2RP3003302//CIT-HSP-2319H19.TF CIT-HSP Homo sa 40 
piens genomic clone 2319H19, genomic survey sequen 
ce. //I . 5e-69: 367: 95//AQ034950 
R-NT2RP3003311//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //5. le- 08: 398: 64//AC00550 
5 

R-NT2RP3003313//Caenorhabditis elegans cosmid F39B 
1 , compl ete sequence. //0. 00022: 436: 58//Z69660 
R-NT2RP3003327//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-237H1 -complete genomic sequence, c 50 
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omplete sequence. //1. 5e-16: 334: 70//AC002287 
R-NT2RP3003330//Homo sapiens full length insert cD 
NA YI24C02. //4. 4e-96: 458: 99//AF075015 
R-NT2RP3003344//HS_3235J2_H09J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3235 Col=18 Row=P, genomic surveysequenc 
e.//4.1e-18: 197: 80//AQ303203 
R-NT2RP3003346 

R-NT2RP3003353//CITBI-E1-2523B18.TR CITBI-E1 Homo 
sapiens genomic cione2523B18, genomic survey seque 
nee. //8. 3e-06: 130: 73//AQ278834 
R-NT2RP3003377//Homo sapiens clone DJ0919J22, WORK 
ING DRAFT SEQUENCE, 34unordered pieces. //1.9e-97: 4 
81:94//AC005519 

R-NT2RP3003384//Homo sapiens clone DJ0038I10, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //2.3e- 10: 22 
6: 71//AC004820 
R-NT2RP3003385 

R-NT2RP3003403//Human DNA sequence from clone 227L 
5 on chromosome Xp 11. 22-11. 3. Contains a Keratin, 
Type 1 Cytoskeletal 18 (KRT18, CYK18, K18. CK18) p 
seudogene and an STS, complete sequence. //2.8e- 40: 
496: 72//AL031585 

R-NT2RP3003409//Rat P0U domain factor (Bm-5) mRN 
A. //1. 5e-20: 375: 68//L23204 
R-NT2RP3003411//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 438L4, WORKING DRAFT SE 
QUENCE. //1.0: 180: 61//Z97635 
R-NT2RP3003427//RPCI 1 1-45J23. TJ RPCI11 Homo sapien 
s genomic clone R-45J23, genomic survey sequence./ 
/0. 82: 162: 69//AQ195566 

R-NT2RP3003433//Homo sapiens BAC clone NH0044G14 f 
rom 7ql 1.23-21.1, complete sequence. //I. le- 10: 379: 
61//AC006031 

R-NT2RP3003464//Homo sapiens rab3-GAP regulatory d 
omainmRNA, complete cds. //I. le-95: 479: 96//AF00482 
8 

R-NT2RP3003490//Homo sapiens mRNA for KIAA0725 pro 
tein, partial cds.//1.3e-100:527:93//AB018268 
R-NT2RP3003491//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //4.0e 
-08:495:59//AE001398 

R-NT2RP3003500//W.suaveolens mitochondrial ATP9 ge 
ne.//0.0074:514:59/A77238 

R-NT2RP3003543//Human clone A9A2BRB7 (CAC)n/(GTG)n 
repeat-containing mRNA. //1. 3e-31: 217: 88//U00952 
R-NT2RP3003552 

R-NT2RP3003555//Dictyostelium discoideum interapti 
n (abpD) gene, complete cds.//0.98:321:61//AF05701 
9 
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R-NT2RP3003564 

R-NT2RP3003572//Human DNA sequence from BAC 992D9 
on chromosome 22ql2. lcontains STS. //0. 0015: 507: 59/ 
/AL008638 

R-NT2RP3003576//Human Chromosome 16 BAC clone CIT9 
87SK-A-61E3, completesequence. //1 . 2e-39: 359: 79//AC 
003007 

R-NT2RP3003589//Plasmodium falciparum MAL3P8, comp 
1 ete sequence. //0. 014: 539: 58//AL034560 
R-NT2RP3003625//Human DNA sequence from clone 1042 10 
K10 on chromosome 22ql3. 1-13. 2. Contains the ADSL 
gene for Adenylosuccinate lyase (EC 4.3.2.2 t Adenyl 
osuccinase, ASL) and 4 novel genes (one with proba 
ble rabGAP domains and Src homology domain 3). Con 
tains ESTs, STSs, GSSs and a putativeCpG island, c 
omplete sequence. //1 . 8e-44: 448: 77//AL022238 
R-NT2RP3003656//Homo sapiens chromosome 17, clone 
hRPK. 401_0_9, completesequence. //0. 34: 257: 62//AC00 
5291 

R-NT2RP3003659//0.fuscipennis 16S rRNA gene, parti 20 
al.//0.021:145:65//Z93701 

R-NT2RP3003665//HS_3078J2_C09_MR CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3078 Col =18 Row=F, genomic surveysequenc 

e. //I. 3e-75: 397: 95//AQ140580 

R-NT2RP3003672 

R-NT2RP3003686 

R-NT2RP3003701//Human BAC clone GS310A05 from 7q21 
-q22, complete sequence. //6.4e- 17: 464: 62//AC002452 
R-NT2RP3003716//Human DNA sequence *** SEQUENCING 30 
IN PROGRESS *** from clone 774G10, WORKING DRAFT S 
EQUENCE. //0. 00072: 425: 62//AL034410 
R-NT2RP3003726//Homo sapiens mRNA for KIAA0757 pro 
tein, complete cds. //1. 7e-101: 492: 97//AB018300 
R-NT2RP3003746//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SK502C10, complete sequence. //3.7e-07: 21 
7:66//AC003009 

R-NT2RP3003795//Human DNA sequence from clone 505B 
13 on chromosome lp36.2-36.3 Contains CA repeat an 
d GSSs, complete sequence. //8. le-26: 456: 68//Z98052 40 
R-NT2RP3003799//cSRL-138gl0-u cSRL flow sorted Chr 
omosome 11 specific cosmid Homo sapiens genomic cl 
one cSRL-138glO, genomic survey sequence. //4.9e-0 
9:117: 77//B01736 

R-NT2RP3003800//Homo sapiens tyrosine kinase pp60c 
-src (SRC) gene, exonl2 and partial cds.//2.8e-10 
6:551:95//AF077754 
R-NT2RP3003805 

R-NT2RP3003809//Homo sapiens full length insert cD 
NA cl one YZ95A01 . //3. 6e- 106: 533: 97//AF086107 50 
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R-NT2RP3003819//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 34606, WORKING DRAFT SE 
QUENCE. //6. Oe-44: 288: 81//Z84487 
R-NT2RP3003825//Mus domesticus interleukin 1 recep 
tor antagonist (IL-1RA) mRNA. //0. 0014: 410: 58//M644 
04 

R-NT2RP3003828 

R-NT2RP3003831//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. //2.3e-41: 289: 85//U14567 
R-NT2RP3003833//Homo sapiens clones 24718 and 2482 
5 mRNA sequence. //1.6e-108: 541: 97//AF070611 
R-NT2RP3003842//Homo sapiens Xp22 BAC 620F15 (Ceno 
me Systems BAC library) complete sequence. //1.5e-4 
6: 457: 74//AC002980 

R-NT2RP3003846//Plasmodium falciparum MAL3P3, comp 
lete sequence. //3. 5e-06: 356: 62//Z98547 
R-NT2RP3003870//Homo sapiens full length insert cD 
NA clone ZD75H11. //8. 2e-09: 68: 98//AF086402 
R-NT2RP3003876//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. //0. 0027: 180: 66//AL031650 
R-NT2RP3003914//Dictyostelium discoideum DNA for t 
ransposable element Tdd-3 tandem array. //0. 029: 23 
4:62//X53439 
R-NT2RP3003918 

R-NT2RP3003932//Mus musculus HRC OX- 2 antigen homo 
log gene, exons 2-5, and complete cds. //0. 00087: 16 
4:67//AF029215 
R-NT2RP3003989 

R-NT2RP3003992//Sequence 1 from patent US 5591825. 
//0. 56: 235: 59//1 33465 

R-NT2RP3004013//HS_3018JU_G09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3018 Col=17 Row=M, genomic surveysequenc 
e. //0. 00026: 421: 60//AQ119904 
R-NT2RP3004016//Drosophila melanogaster DNA sequen 
ce (Pis DS03465 (D149)and DS08544 (D187)), complet 
e sequence. //4. 8e-12: 308: 62//AC004532 
R-NT2RP3004041//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 598F2, WORKING DRAFT SE 
QUENCE. //0. 42: 190: 64//AL021579 
R-NT2RP3004051//Homo sapiens chromosome 19, BAC CI 
T-B-191n6, complete sequence. //3.6e- 21: 332: 69//AC0 
06130 

R-NT2RP3004070//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces.//2.0e-05:476:57//AC00530 
8 

R-NT2RP3004078//Homo sapiens chromosome 19, cosmid 
R30335, compl ete sequence. 111. Oe-86: 486: 93//AC005 
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R-NT2RP3004093//Human PAC clone 257C22A from 13ql2 
-ql3, compl ete sequence. //5. 3e- 1 1 : 230: 69//AC002525 
R-NT2RP3004095//Homo sapiens clone NH0486I22, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //7.5e- 93: 55 
1:92//AC005038 

R-NT2RP3004110//Homo sapiens 12pl3.3 PAC RPCI 5-940 
J5 (Roswell Park Cancer Institute Human PAC Librar 
y) compl ete sequence. //1 . 6e- 104: 317: 100//AC006064 
R-NT2RP3004125//Pongo pypaeus CT microsatellite, 10 
clone #3, from the tandemly repeated genes encodin 
g U2 small nuclear RNA (RNU2 locus). //0. 73: 168:60/ 
/U36532 

R-NT2RP3004145//Homo sapiens full length insert cD 
NA clone ZE09H03.//2.3e-89:427:99//AF086542 
R-NT2RP3004148//Arabidopsis thaliana chromosome II 
BAC T1B8 genomic sequence, complete sequence. //0. 
013: 134: 70//U78721 

R-NT2RP3004155//Bomo sapiens PAC clone DJ0320J15 f 
rom Xq23 f compl ete sequence. //3. 8e- 10: 101 : 87//AC00 20 
4081 

R-NT2RP3004206//Homo sapiens clone DJ0794K21, comp 
lete sequence. //1. 5e-06: 442: 57//AC005533 
R-NT2RP3004207//Mouse mRNA for seizure- related gen 
e product 6. //1 . 7e-07: 220: 69//D29763 
R-NT2RP3004209//Human cosmid Q7A10 (D21S246) inser 
t DNA, complete sequence. //7.3e-89: 504: 92//D42052 
R-NT2RP3004215//Caenorhabditis elegans cosmid F11A 
6 f complete sequence. //0. 018: 353: 59//Z81498 
R-NT2RP3004242//Plasmodium falciparum chromosome 30 
1, section 52 of 73 ofthe complete sequence. //4. 5e 
-06:407:60//AE001415 

R-NT2RP3004246//Bomo sapiens chromosome 10 clone C 
IT987SK-1010R1 map 10q25, complete sequence. 111. 8e 
-105: 534: 97//AC005385 

R-NT2RP3004253//RPCI11-78J12.TJ RPCI11 Homo sapien 
s genomic clone R-78J12, genomic survey sequence./ 
/4. Oe-64: 382: 90//AQ281324 

R-NT2RP3004258//Rattus norvegicus Zis mRNA, compl e 
te cds. 111. Oe-60: 417: 84//AF013967 40 
R-NT2RP3004262//Mus musculus heat shock protein hs 
p40-3 gene, complete cds.//2. 7e-43: 528: 73//AF09253 
6 

R-NT2RP3004334//Homo sapiens chromosome 17, clone 
hRPC. 1110_E_20, complete sequence. III. 4e-06: 435: 62 
//AC004231 

R- NT2RP300434 1 //CI TBI - El - 2503F1 1 . TR CITBI-E1 Homo 
sapiens genomic clone2503Fll, genomic survey seque 
nee. //0. 0018: 210: 65//AQ263365 

R-NT2RP3004348//Homo sapiens chromosome 17, clone 50 
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hRPK. 85_B_7, compl etesequence. 117. le-46: 340: 83//A 
C005695 

R-NT2RP3004349//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 11703, WORKING DRAFT SE 
QUENCE. lid. 4e-29: 263: 79//AL020995 
R-NT2RP3004378//Human DNA sequence from PAC 27K14 
on chromosome Xpll. 3-Xpll. 4. Contains monoamine ox 
idase B (MA0B), ESTs and polymorphic CA repeats.// 
2. 0e-67: 422: 90//Z95125 

R-1H2RP3004399//HS_3046JUJE02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3046 Col =3 Row=I, genomic survey sequenc 
e. 110. 00014: 186: 67//AQ137619 
R-NT2RP3004424//RPCI 11-591 14. TJ RPCI 11 Homo sapien 
s genomic clone R- 591 14, genomic survey sequence./ 
/7. 4e-71: 370: 95//AQ201461 

R-NT2RP3004428//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y66A7. WORKING 
DRAFT SEQUENCE. //0. 096: 205: 64//AL022282 
R-NT2RP3004451//Arabidopsis thaliana chromosome II 
BAC F15K20 genomic sequence, complete sequence.// 
0.0029: 396: 60//AC005824 

R-NT2RP3004454//Homo sapiens mRNA for KIAA0448 pro 
tei n, compl ete cds. III. 9e- 106: 526: 98//AB007917 
R-NT2RP3004466 

R-NT2RP3004470//Homo sapiens chromosome 5, Bac clo 
ne 5m9 (LBNL H220), complete sequence. //8.3e- 06: 22 
9:64//AC005895 

R-NT2RP3004472//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1383 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 87: 442: 59//AC005504 
R-NT2RP3004475//Homo sapiens mRNA for KIAA0456 pro 
tein, partial cds.//1.6e-105:521:97//AB007925 
R-NT2RP3004480//Mus musculus maternal -embryonic 3 
(Hem3) mRNA, completecds.//3.9e-38:322:81//U47024 
R-NT2RP3004490//Homo sapiens PAC clone 166H1 from 
12q, complete sequence. //4. 2e- 96: 527: 92//AC003982 
R-NT2RP3004498//Homo sapiens clone DJ1147A01, WORK 
ING DRAFT SEQUENCE, 25unordered pieces. //2.3e-43: 3 
42: 82//AC006023 

R-NT2RP3004503//Human cosmid gl572cl01, complete s 
equence. 111. 3e-25: 392: 68//AC000357 
R-NT2RP3004504//M. musculus mRNA for CPEB protein./ 
/1.8e-28:387:70//Y08260 
R-NT2RP3004507 

R-NT2RP3004527//Homo sapiens chromosome 14, BAC CI 
TB-135H17 containingthe RAD51L1 gene, complete se 
quence. 110. 68: 244: 62//AC004518 
R-nnnnnnnnnnnn//Mouse oncogene (ect2) mRNA, compl e 
te cds.//2.6e-79:525:84//L11316 
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R-NT2RP3004544 
R-NT2RP3004566 

R- NT2RP3004569//P1 asmodi ino falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 96: 296: 58//AC004709 
R-NT2RP3004572//Homo sapiens BAC clone RG281G05 fr 
om 7pl5-p21, completesequence.//8.2e-12:457:63//AC 
005083 

R-NT2RP3004578//Homo sapiens mRNA for KIAA0477 pro 
tei n, complete cds. III. 4e-97: 488: 96//AB007946 10 
R-NT2RP3004594//Homo sapiens BAC clone NH0436H22 f 
rom 2, complete sequence. //1.7e-10: 368: 61 //AC00523 
4 

R-NT2RP3004617 

R-NT2RP3004618//F2H16TF IGF Arabidopsis thaliana g 
enomic clone F2H16. genomic survey sequence. //0. 9 
6:212:64//B26414 

R-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acet 
ylglucosamine-6-0-sulfotransferas e (GlcNAc6ST), c 
omplete cds. //2. 2e-55: 291: 95//AB014679 20 
R-NT2RP4000008//H. sapiens polyA site DNA sequence. 
//2. 5e-25: 202: 85//Z24749 

R-NT2RP4000023//CIT-HSP-2372A9.TF CIT-HSP Homo sap 
iens genomic clone 2372A9, genomic survey sequenc 
e. //3. 6e-51: 313: 89//AQ112388 
R-NT2RP4000035//Homo sapiens clone GS166C05, W0RRI 
NG DRAFT SEQUENCE, 7 unordered pieces. //4.3e-69: 53 
6:81//AC005015 

R-NT2RP4000049//Homo sapiens TRAIL receptor 2 mRN 
A, complete cds. III. le-58: 289: 82//AF016266 30 
R-NT2RP4000051//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 20b In DGCRRegion, complete sequence.// 
0.56: 462: 58//AC000074 

R-NT2RP4000078//P1 asmodi um falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence. WORKING DRAFT SEQU 
ENCE, 7 unordered pi eces.//0. 00021: 460: 60//AC00550 
6 

R-NT2RP4000102//Homo sapiens chromosome 5 ( PAC clo 
ne 17el9 (LBNL H148), complete sequence. //1.6e-08: 5 
18:58//AC004648 40 
R-NT2RP4000109//Homo sapiens mRNA for MEGF5, parti 
al cds. //3.5e- 106: 536: 96//AB01 1538 
R-NT2RP4000129//Homo sapiens mRNA for KIAA0483 pro 
tein, partial cds. //I. le-110: 554: 97//AB007952 
R-NT2RP4000147 

R-NT2RP4000150//Rat proto- oncogene (Ets-1) mRNA, c 
omplete cds. //3. 5e-46: 395: 83//L20681 
R-NT2RP4000151 

R-NT2RP4000159//Caenorhabditis elegans cosmid R02F 
1 1 . //0. 0001 1 : 261 : 63//AF016439 50 
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R-NT2RP4000167//RPCI11-59L8.TK RPCI11 Homo sapiens 
genomic clone R-59L8, genomic survey sequence. //6. 
2e-26: 163: 93//AQ200049 
R-NT2RP4000185 

R-NT2RP4000210//Homo sapiens mRNA for KIAA0700 pro 
tein, partial cds.//4.6e-99:505:96//AB014600 
R-NT2RP4000212//, compl ete sequence. Ill . Oe- 106: 53 
8:96//AC005300 

R-NT2RP4000214//Homo sapiens chromosome 19, CIT-HS 
P-444n24, complete sequence. III. 2e-39: 272: 88//AC00 
5261 

R-NT2RP4000218//Homo sapiens PAC clone DJ0320J15 f 
rom Xq23, complete sequence. //1.6e-09: 457: 60//AC00 
4081 

R-NT2RP4000243//Homo sapiens mRNA for cartilage-as 
sociated protein (CASP) . 119. Oe-69: 354: 96//AJ006470 
R-NT2RP4000246//Mus musculus mRNA for NDPP-1 prote 
in, complete cds.//2.0e-27:344:73//D10727 
R-NT2RP4000259//Homo sapiens clone 683 unknown mRN 
A, complete sequence. //9. 7e- 78: 381: 99//AF091092 
R-NT2RP4000263//CIT-HSP-2336N24.TF CIT-HSP Homo sa 
pi ens genomic clone 2336N24, genomic survey sequen 
ce. //0. 26: 124: 69//AQ043515 

R-nnnnnnnnnnnn//0RF 5' of ECLF2. . . ECRF3=G protein- 
coupled receptor hamolog [herpesvirus saimiri HVS, 
host-squirrel monkey, Genomic, 4 genes, 3720 nt]. 
//0. 12: 326: 61//S76368 

R-NT2RP4000312//Human DNA sequence from clone 523E 
19 on chromosome 6pll.2-12.3 Contains ESTs STS and 
GSSs, compl ete sequence. III. 2e- 1 1 1 : 538: 98//AL0333 
84 

R-NT2RP4000321//Homo sapiens clone 24453 mRNA sequ 
ence. Ill . 4e- 108: 515: 99//AF070524 
R-NT2RP4000323//S.cerevisiae telomeric sequence DN 
A, clone YLP108CA-2-1 . //0. 048: 107: 69//M34311 
R-NT2RP4000355//Homo sapiens clone DJ1136A10, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //4.3e- 39: 35 
0: 79//AC004972 

R-NT2RP4000360//Homo sapiens mRNA for KIAA0738 pro 
tein, complete cds.//2.4e-109:520:99//AB018281 
R-NT2RP4000367//Homo sapiens IkappaB kinase compl e 
x associated protein (IKAP) mRNA, complete cds.// 
8. 7e-109: 527: 98//AF044195 

R-NT2RP4000370//Homo sapiens PAC clone DJ0777023 f 
ran 7pl4-pl5, compl etesequence. //9.9e- 25: 348: 72//A 
C005154 

R-NT2RP4000376//Rattus norvegicus phosphol i pase A- 
2-activating protein (plap) mRNA, complete cds.// 
2. 2e-69: 391: 89//U17901 

R-NT2RP4000381//Homo sapiens chromosome 17, clone 
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hRPK. 394JL10, compl ete sequence. 110. 066: 197: 63//A 
C006080 

R-NT2RP4000415//345F19.TV CIT978SKA1 Homo sapiens 
genomic clone A-345F19, genomic survey sequence.// 
0. 10: 79:75//B15527 

R-NT2RP4000417//Homo sapiens full length insert cD 
NA clone ZD52B10.//9.6e-96:468:97//AF086313 
R-NT2RP4000424//Homo sapiens DNA sequence from PAC 

127D3 on chromosome lq23-25. Contains FH02 and FM 
03 genes for Flavin- containing Monooxygenase2 and 10 
Flavin-containing Monooxygenase 3 (Dimethyl aniline 

Monooxygenase(N-0xide 3, EC1. 14. 13.8, Dimethylani 
line Oxidase 3, FM0 II, FH0 3), anda gene for anot 
her, unknown, Flavin- containing Monooxygenase fami 
ly protein. Contains ESTs and GSSs, complete seque 
nee. //I. 8e-08: 489: 59//AL021026 
R-NT2RP4000448//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //3. 3e-07: 510: 60//AC00550 
5 20 
R-NT2RP4000449//HS_2037J2_A09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2037 Col =18 Row=B, genomic surveysequenc 
e. //I . 3e-58: 375: 88//AQ243047 
R-NT2RP4000455//Phocine herpesvirus type 1 glycopr 
otein D (gD) gene, partial cds.//0.62: 133:63//U922 
71 

R-nnnnnnnnnnnn 

R-NT2RP4000480//cSRL-54bll-u cSRL flow sorted Chro 

mosome 11 specific cosmid Homo sapiens genomic clo 30 

ne cSRL-54bll, genomic survey sequence. 111. le- 19: 1 

45:88//B05082 

R-nnnnnnnnnnnn 

R-NT2RP4000500 

R-NT2RP4000515//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //1.4e-05: 411: 59//AC 
005140 

R-NT2RP4000517//Human Chromosome 16 BAC clone CIT9 
87SK-A-61E3, completesequence.//2.7e-21:230:77//AC 40 
003007 

R-NT2RP4000518//Homo sapiens DNA sequence from PAC 
206D15 on chromosome lq24. Contains a Reduced Fola 
te Carrier protein (RFC) LIKE gene, a mitochondria 
1 ATP Synthetase protein 8 (ATP8, MTATP8) LIKE pse 
udogene, an unknown gene and the last exon of the 
JEM1 gene coding for the Basic-Leucine Zipper nucl 
ear factor JEH-1. Contains ESTs, an STS and a BAC 
end sequence (GSS), complete sequence. //0. 0080: 46 
1:59//AL021068 50 
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R-NT2RP4000519 
R-NT2RP4000524 

R-NT2RP4000528//Homo sapiens chromosome 17, clone 
hRPK. 138_P_22, complete sequence. //0. 99: 158: 66//AC 
005697 

R-NT2RP4000541//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 33e In DGCRRegion, complete sequence.// 
1.0:309: 59//AC000078 

R-NT2RP4000556//Rattus norvegicus cell cycle prote 
in p55CDC gene, complete cds. 110. 0031: 126: 72//AF05 
2695 

R-NT2RP4000588//Homo sapiens BAC clone RG208K23 fr 
om 7q31, complete sequence. //1.0: 186: 64//AC004 161 
R-NT2RP4000614//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-62, complete s 
equence. III. 4e-06: 526: 58//AL009013 
R-NT2RP4000638//Homo sapiens chromosome 17, clone 
hCIT.468_F_23, W0RKINGDRAFT SEQUENCE, 3 unordered 
pieces. 11%. 9e-48: 497: 75//AC004666 
R-NT2RP4000648//CIT-HSP-2300I7.TR CIT-HSP Homo sap 
iens genomic clone 230017, genomic survey sequenc 
e. //0. 22: 110: 68//AQ012747 

R-NT2RP4000657//Lycodichthys dearborni type III an 
ti freeze peptide gene, clone 5' LD-l/Notl-EcoRI subc 
lone Sphl-Xbal, partial cds. //0. 0065: 189: 63//U2044 
3 

R-NT2RP4000704//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 409J21, WORKING DRAFT S 
EQUENCE. 110. 22: 334: 60//Z83824 
R-NT2RP4000724//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 56c In DGCRRegion, complete sequence.// 
2.2e-70:448:88//AC000080 

R-NT2RP4000728//CIT-HSP-2310K14.TF CIT-HSP Homo sa 
piens genomic clone 2310K14, genomic survey sequen 
ce. 110. 00013: 289: 61//AQ019669 
R-NT2RP4000739//Homo sapiens chromosome 12pl3.3, W 
0RKING DRAFT SEQUENCE, 21 unordered pieces. //0. 53: 2 
54:61//AC004765 

R-NT2RP4000781//P. cepacia fusaric acid- resistance 
genes encoding 5 proteins, complete cds. III. 0:392: 
59//D12503 

R-NT2RP4000817//Homo sapiens Xp22 BAC GSHB 526D21 
(Genome Systems HumanBAC library) complete sequenc 
e.//0.59:378:58//AC003037 

R-NT2RP4000833//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. IIZ. 4e-53: 307: 85//AL023808 
R-NT2RP4000837//Homo sapiens T-cell receptor alpha 
delta locus from bases 501613 to 752736 (section 
3 of 5) of the Complete Nucleotide Sequence. //7.0e 



(1825) 

3647 

-50: 367: 77//AE000660 
R-NT2RP4000855 

R-NT2RP4000865//Homo sapiens chromosome 17, clone 
HRPC905N1, complete sequence. //1. 5e- 78: 479: 88//AC0 
03098 

R-NT2RP4000878//Mus musculus mRNA for myeloid asso 
elated differentiationprotein. //4. 5e-09: 186: 69//AJ 
001616 

R-NT2RP4000879//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 10 
ENCE, 8 unordered pieces. //7.8e-08: 364: 60//AC00415 
3 

R-nnnnnnnnnnnn//Buman S-adenosyl methionine decarbo 
xylase (AMD1) gene, exons 5-9. //3. 5e-90: 459: 96//M8 
8006 

R-nnnnnnnnnnnn//H. sapiens ung gene for uracil DNA- 
glycosylase. 111. 6e-09: 392: 61//X89398 
R-NT2RP4000925//Rattus norvegicus Shal -related pot 
assium channel Kv4.3 mRNA, complete cds.//5.8e-45: 
264:92//U42975 20 
R-nnnnnnnnnnnn//epstein-barr virus simple repeat a 
rray (i r3) . 110. 00012: 367: 61//J02079 
R-NT2RP4000928//Arabidopsis thai i ana genomic DNA, 
chromosome 5, PI clone: MCL19, complete sequence./ 
/1.0:138:68//AB006698 

R-NT2RP4000929//Human DNA sequence from PAC 293L6 
on chromosome 22, complete sequence. //0. 45: 288: 62/ 
/Z82197 

R-NT2RP4000955//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 633019, WORKING DRAFT S 30 
EQUENCE. //I. le-09: 322: 62//AL022302 
R-NT2RP4000973//Homo sapiens X-linked anhidroitic 
ectodermal dysplasia protein gene (EDA), exon 2 an 
d flanking repeat regions. //2.3e-06: 326: 62//AF0035 
28 

R-NT2RP4000975 

R-NT2RP4000979//HSJ009_B1_F08_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3009 Col=15 Row=L, genomic surveysequenc 
e. III. 3e-14: 117: 89//AQ090957 40 
R-NT2RP4000984//Human immunodeficiency virus type 
1 envelope glycoprotein (env) gene, C2-V3 region, 
isolate HI V194UG011INT. Ol^di lPD r partial cds.//0.1 
1:219:62//U44882 

R-NT2RP4000989//Sequence 30 from patent US 555228 
l.//3.5e-25:154:97//I25669 

R-NT2RP4000996//Plasmodium falciparum strain Dd2 h 
eat shock protein 86 (HSP86) , 01 (ol), 03 (o3), 02 

(o2), CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9(cg9), 
CGI (egl), CG6 (cg6), chloroquine resistance candi 50 
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date protein (cg2), and CG7 (cg7) genes, complete 
cds. in. 8e-07: 421: 59//AF030694 
R-NT2RP4000997//Homo sapiens chromosome 17, clone 
104H12, complete sequence. //4.2e-37: 499: 72//AC0000 
03 

R-NT2RP4001004//HSJ163JV2_H02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3163 Col=4 Row=0, genomic survey sequenc 
e. //2. 8e-38: 241: 90//AQ168515 
R-NT2RP4001006//Homo sapiens clone DJ1147A01. WORK 
ING DRAFT SEQUENCE, 25unordered pieces. 111. le- 55: 3 
72: 73//AC006023 

R-NT2RP4001010//Homo sapiens full length insert cD 
NA clone ZD38E12.//3.3e-09: 153: 74//AF086247 
R-NT2RP4001029//Mus domesticus nuclear binding fac 
tor NF2d9 mRNA, complete cds.//2. le-34: 361: 78//U20 
086 

R-NT2RP4001041//Homo sapiens chromosome 5, BAC clo 
ne 282B7 (LBNL H192), complete sequence. //9.9e- 84: 4 
35:96//AC005216 

R-NT2RP4001057//Homo sapiens KIAA0399 mRNA, parti a 
1 cds.//6.2e-50:282:94//AB007859 
R-NT2RP4001064//H. sapiens N0S2 gene, exon 15. 110. 7 
1:183:61//X85771 

R-NT2RP4001078//Human D-site binding protein gene, 
exon 4 and complete cds.//1.9e-114:569:97//U48213 
R-NT2RP4001079//Homo sapiens mRNA for putative Ca2 
+-transporting ATPase, partial . III. 4e- 118: 574: 98//A 
J010953 

R-NT2RP4001080//Plasmodium falciparum chromosome 

2, section 66 of 73 ofthe complete sequence. //0. 01 
3: 430: 58//AE001429 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds. III. 8e- 119: 548: 95//AB01 1164 
R-NT2RP4001095//Homo sapiens cosmids IM0525, LC123 

3, Qc3Cl, LB1439, Qcl2Cll and 220B3 from Xq28, com 
plete sequence. III. 8e-39: 312: 81//AF003626 
R-NT2RP4001100//Human DNA sequence from cosmid U85 
A3, between markers DXS366 and DXS87 on chromosome 

X contains rad21 and T-cell cyclophorin pseudogen 
es, STS. I IB. 7e-41 : 389: 78//Z78021 
R-NT2RP4001117//Canis familiaris sec61 homologue m 
RNA, complete cds. //2.8e-12: 292: 68//H96629 
R-NT2RP4001122//Caenorhabditis elegans cosmid F44D 
12, complete sequence. 110. 97: 129: 66//Z68298 
R-NT2RP4001126//HS_3146JUJ05J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3146 Col =9 Row=C, genomic survey sequenc 
e. //0. 013: 268: 63//AQ141093 
R-NT2RP4001138 
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R-NT2RP4001 143//fluman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 64K7, WORKING DRAFT SEQ 
UENCE. I IV 8e-31: 380: 68//AL031668 
R-NT2RP4001148//HofflO sapiens clone RG332P12, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //1.2e-83: 32 
5:92//AC005095 

R-NT2RP4001149//Mouse mRNA for thymic epithelial c 
ell surface antigen, complete cds.//8. le-32: 553:67 
//D67067 

R-NT2RP4001150//AR01 1 Genomic DNA Hordeum vulgare 10 
genomic clone tel44a similar to barley TAS, genomi 
c survey sequence. //0. 91: 132: 63//AQ248412 
R-NT2RP4001159//Cloning vector pAP3neo DNA, comple 
te sequence. //4. Oe- 1 18: 437: 97//AB003468 
R-NT2RP4001174//flomo sapiens 12q24 BAC RPCI11-162P 
23 (Roswell Park Cancer Institute Human BAC librar 
y) complete sequence. //1.7e-33: 289: 82//AC002996 
R-nnnnnnnnnnnn//P. falciparum mRNA for AARP2 protei 
n.//0.93: 187: 64//Y08924 

R-NT2RP4001207 20 
R-NT2RP4001210//CIT-HSP-2042D13.TF CIT-HSP Homo sa 
pi ens genomic clone 2042D13, genomic survey sequen 
ce. //3. 8e-06: 268: 63//B74772 
R-NT2RP4001213//Buman zinc finger protein 20 (ZNF2 
0) pentanucleotide repeat polymorphism. //4.7e- 16: 3 
71:66//H99593 

R-NT2RP4001219//HSJ190JU_A06J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2190 Col =11 Row=A, genomic surveysequenc 
e. III. 4e-06: 288: 61//AQ216635 30 
R-NT2RP4001228//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from HAL1P2, WORKING DRAFT S 
EQUENCE. 110. 024: 357: 58//AL031745 
R-NT2RP4001235//HS_3047_A1_E07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3047 Col =13 Row=I, genomic surveysequenc 
e.//0. 0033: 301: 63//AQ126918 
R-NT2RP4001256//HS_3007_A2_B06J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3007 Col=12 Row=C, genomic surveysequenc 40 
e.//1.5e-ll: 140: 80//AQ1 18389 
R-NT2RP4001260//Plasmodium falciparum chromosome 
2, section 63 of 73 of the complete sequence. //0. 00 
13:486:59//AE001426 

R-NT2RP4001274//RPCI 11-24021. TKBF RPCI-11 Homo sap 
iens genomic clone RPCI-11-24021, genomic survey s 
equence. 113. 9e-25: 142: 99//AQ013887 
R-nnnnnnnnnnnn//Homo sapiens full length insert cD 
NA clone ZD55D10.//1.2e-10:90:92//AF086334 
R-NT2RP4001313//Hus musculus orphan nuclear hormon 50 
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e receptor (CAR) gene, complete sequence. //7.7e-23: 
466:66//AF009326 

R-NT2RP4001315//CIT-HSP-2312C6.TR CIT-HSP Homo sap 

iens genomic clone 231 2C6, genomic survey sequenc 

e.//0.98:305:62//AQ018036 

R-NT2RP4001339 

R-NT2RP4001345 

R-NT2RP4001351//Fruitfly strain g20 mitochondrial 
DNA, A+T-rich region, partial sequence. //0. 00082: 26 
0: 59//AB003097 

R-NT2RP4001353//RPCI11-55N17.TJ RPCI11 Homo sapien 
s genomic clone R-55N17, genomic survey sequence./ 
/0. 74: 106: 66//AQ081821 
R-NT2RP4001372 

R-NT2RP4001373//Homo sapiens chromosome 17, clone 
hRPK. 394 JL10, compl ete sequence. Ill . 5e-09: 473: 60/ 
/AC006080 
R-NT2RP4001375 

R-NT2RP4001379//CIT-HSP-2335A10.TF CIT-HSP Homo sa 
piens genomic clone 2335A10, genomic survey sequen 
ce. //9. 4e-41: 441: 75//AQ040083 
R-NT2RP4001389//Homo sapiens PAC clone DJ0740D02 f 
rom 7pl4-pl5, compl etesequence. //2.4e-22: 276: 73//A 
C004691 

R-n2RP4001407//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 49: 254: 61//AC005 
140 

R-NT2RP4001414 

R-NT2RP4001433//Human prohibitin (PHB) gene, exons 
l-7.//6.6e-66:357:90//L14272 
R-NT2RP4001442//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomi csequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. 1/0. 11: 307: 59//AC005308 
R-NT2RP4001447//cSRL-58d2-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-58d2, genomic survey sequence. 110. 0039: 112: 
71//B05220 
R-NT2RP4001474 
R-NT2RP4001483 

R-NT2RP4001498//Plasmodium falciparum (clone Dd2) 
heat shock protein 86gene, complete cds.//1.2e-07: 
339:61//L34027 

R-NT2RP4001502//HS_2187_B1_C10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2187 Col =19 Row=F, genomic surveysequenc 
e.//1.3e-20: 183: 81//AQ214108 
R-NT2RP4001507//Arabidopsis thaliana chromosome 1 
BAC T17H3 sequence, WORKING DRAFT SEQUENCE, 4 unor 
dered pieces. 1/0. 15: 333: 62//AC005916 
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R-NT2RP4001524//Genoml c sequence from Human 13, co 
mplete sequence. 110. 96: 159: 65//AC001226 
R-NT2RP4001529//Mus domesticus nuclear binding fac 
tor NF2d9 mRNA, complete cds.//9. 5e-34: 337: 80//U20 
086 

R-NT2RP4001547//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. 110. 00027: 336: 63//AC00471 
0 

R-nimiiimimnnnn//Arabidopsis thaliana BAC T12H20.// 10 
1 . 5e- 1 1 : 517: 60//AF0801 19 

R-NT2RP4001555//Human DNA sequence from PAC 481A17 
on chromosome X contains ESTs. //0. 0069: 305: 62//Z8 
2212 

R-NT2RP4001567//RPCI 11-61A2.TJ RPCI11 Homo sapiens 
genomic clone R- 6 1A2, genomic survey sequence. //0. 
0072: 180: 60//AQ200771 
R-NT2RP4001568 

R-NT2RP4001571//Trypanoplasma borreli kinetoplast 
ribosomal protein S12(RPS12), putative cryptogene 20 
(GRII), 12S ribosomal RNA, and apocytochrome b (CY 
b) genes, primary transcripts, and cytochrome c ox 
idase subunit III (C0III) gene, complete cds.//1.6 
e-09:555:58//U14181 

R-NT2RP4001574//HS_2247_B1_B05JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2247 Col =9 Row=D, genomic survey sequenc 
e.//l.le-41:254:90//AQ182345 
R-NT2RP4001575//Human DNA sequence from clone 1033 
BIO on chromosome 6p21. 2-21. 31. Contains the BING5 30 

gene, exons 11 to 15 of the BING4 gene, thegene f 
or GalT3 (beta3- Galactosyl transferase), the RPS18 
(40S ribosomal protein S18) gene, the SACH2L (suppr 
essor of actin mutation 2, yeast, homolog) gene, a 

pseudogene similar to TAT-SF1, a Pseudogene si mil 
ar to zinc finger genes, the RING1 gene, the gene 
for HKE6 (RING2), the gene forHKE4 (RING5), the RX 
RB (Retinoid X receptor beta) gene, the C0L11A2 (c 
ollagen, type XI, alpha 2) gene, the HLA-DPB2 pseu 
dogene and part of theHLA-DPA3 pseudogene. Contain 40 
s predicted CpG islands, ESTs, STSs, and GSSs, com 
plete sequence. //I. le-118: 567: 98//AL031228 
R-NT2RP4001592//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018D12, WORKING DRAFT 
SEQUENCE. III. 5e-09: 370: 61//AL031650 
R-NT2RP4001610//Homo sapiens Xp22 Cosmids U15E4, U 
115H5, U132E12, U115B9 (Lawrence Livermore human co 
smi d 1 i brary) compl ete sequence. 110. 99: 73: 75//AC00 
2364 

R-NT2RP4001614 50 
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R-NT2RP4001634//Homo sapiens full length insert cD 
NA clone YU73Bll.//5.8e-101: 526: 94//AF087969 
R-NT2RP4001638//Homo sapiens clone 23967 unknown m 
RNA, partial cds.//5.4e-115: 559: 97//AF007151 
R-NT2RP4001644//M.musculus mRNA for map kinase int 
eracting kinase, Mnk2.//6.8e-33: 286: 79//Y1 1092 
R-NT2RP4001656//Human Chromosome 11 pac pDJ393ol5, 
WORKING DRAFT SEQUENCE, 8 unordered pieces. //2.2e 
- 109: 515: 99//AC000384 

R-NT2RP4001677//Genomic sequence from Human 9q34, 
complete sequence. 110. 19: 504: 58//AC000397 
R-NT2RP4001696//Human chromosome 8 BAC clone CIT98 
7SK-2A8 compl ete sequence. I I A. 5e- 1 15: 583: 96//U9662 
9 

R-NT2RP4001725//Human Chromosome 3 pac pDJ70ill, W 
0RKING DRAFT SEQUENCER unordered pieces. //0. 98: 30 
1:60//AC000380 

R-niiniuuiimnnnn//Caenorhabditis elegans cosmid F48E 
3.//2.2e-17:328:64//U28735 

R-NT2RP4001739//RPCI11-74E7.TJ RPCI11 Homo sapiens 
genomic clone R-74E7, genomic survey sequence. //I. 
le-08: 141: 65//AQ268408 

R-NT2RP4001753//H. sapiens HZF3 mRNA for zinc finge 
r protei n. Ill . 7e- 1 1 1 : 552: 96//X78926 
R-NT2RP4001760//Mouse oncogene (ect2) mRNA, compl e 
te cds. //9. 3e-27: 358: 72//L1 1316 
R-NT2RP4001790//Homo sapiens clone CS259H13, WORKI 
NG DRAFT SEQUENCE, 4 unordered pieces. //1.7e- 99: 48 
4:98//AC005020 

R-NT2RP4001803//HSJ087_B2J05__MF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3087 Col=10 Row=D, genomic surveysequenc 

e.//2. 7e-96: 471 : 97//AQ121405 

R-NT2RP4001822. 

R-NT2RP4001823 

R-NT2RP4001828//Human DNA sequence from PAC 17911 
5, BRCA2 gene region chromosome 13ql2-ql3 contains 
Klotho ESTs and CpG island. //4. le-14: 136: 83//Z925 
40 

R-NT2RP4001838//PIasmodium falciparum chromosome 
2, section 9 of 73 of the complete sequence. 112. 5e 
-06:418:60//AE001372 

R-NT2RP4001849//P. falciparum serine rich protein 
(SERP I) gene. 1/0. 64: 135: 67//J03983 
R-NT2RP4001889//Homo sapiens PAC clone DJ1182N03 f 
rom 7qll.23-q21.1, complete sequence. //4.3e-26: 21 
2: 82//AC004548 

R-NT2RP4001893//Homo sapiens BAC clone GS166A23 fr 
om 7p21, complete sequence. III. 8e-l 11: 570: 96//AC00 
5014 
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R-NT2RP4001896 
R-NT2RP4001901 

R-NT2RP4001927//Borrelia burgdorferi (section 32 o 
f 70) of the completegenome.//1.0:242:60//AE001146 
R-NT2RP4001938//Human ami nopepti dase N gene, exon 
1. //3. 3e-42: 195: 85//M55523 

R-NT2RP4001946//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. //0. 97: 371: 57//AC004157 
R-NT2RP4001950//RPCI11-69C18.TJ RPCI11 Homo sapien 10 
s genomic clone R-69C18, genomic survey sequence./ 
/4.7e-91:552:89//AQ236641 

R-NT2RP4001953//Homo sapiens DNA sequence from PAC 
958B3 on chromosome Xp22. Il-Xp22.22. Contains EST 
s STS and CpG island. //6. 6e- 70: 325: 84//Z93023 
R-NT2RP4001966//Rat mRNA for growth potentiating f 
actor, complete cds. //5. 5e-37: 141: 86//D42148 
R-NT2RP4001975//Human Newcastle disease virus indu 
cible protein mRNA, partial 3'UTR region. //1.0e-4 
6:242:98//U25276 20 
R- NT2RP40020 1 8//RPCI 11-76123. TV RPCI11 Bomo sapien 
s genomic clone R- 761 23, genomic survey sequence./ 
/7.9e-89:438:97//AQ268536 

R-NT2RP4002047//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 97P20, WORKING DRAFT SE 
QUENCE. //4. le-07: 325: 62//AL031297 
R-NT2RP4002052//Human DNA sequence from clone 352E 
11 on chromosome 22ql3. 1-13. 31. Contains GSSs, com 
plete sequence. //0. 31: 452: 57//AL022353 
R-NT2RP4002058//RPCI 11-6901. TJ RPCI11 Homo sapiens 30 
genomic clone R-6901, genomic survey sequence. //0. 
23: 163: 64//AQ268418 

R-NT2RP4002071//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 1172A22, WORKING DRAFT 

SEQUENCE. Ill . le- 1 1 : 407: 62//AL034386 

R-NT2RP4002075//Human DNA sequence from clone 21F7 
on chromosome 6ql6. 1-21. Contains part of an exon 
of a putative new gene and STSs and GSSs, complet 

e sequence. //0. 085: 350: 61//AL033375 

R-NT2RP4002078//RPCI11-79I16.TV RPCI11 Homo sapien 40 

s genomic clone R- 791 16, genomic survey sequence./ 

/3. 3e-87: 452: 95//AQ283131 

R-nnnnnnnnnnnn 

R-NT2RP4002083//Homo sapiens mineralocorticoid rec 
eptor (MLR), exon 5. //0. 50: 256: 61//AF068619 
R-NT2RP4002408//CIT-HSP-2376023.TF CIT-HSP Homo sa 
pi ens genomic clone 2376023, genomic survey sequen 
ce. //6. 8e-62: 320: 96//AQ1 1 1 163 
R-NT2RP4002791//Human PAC clone DJ318C15 from Xq2 
3, compl ete sequence. 110. 022: 435: 61//AC002476 50 
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R-NT2RP4002888//Homo sapiens BAC clone RG067E13 fr 
om 7q21 t complete sequence. //6. Oe- 56: 660: 71//AC002 
383 

R-NT2RP4002905//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-20, complete s 
equence. //0. 0017: 533: 57//AL008972 
R-0VARC1000001//Homo sapiens mRNA for K1AA0465 pro 
tein, partial cds.//8.7e-114:605:94//AB007934 
R-0VARC1000004//Homo sapiens chromosome 4 clone B3 
68A9 map 4q25, complete sequence. 111. le-43: 326: 74/ 
/AC005510 

R-0VARC1000006//HSJ253JLF0LMR CIT Approved Hum 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=2253 Col=l Row=L, genomic survey sequenc 
e. //3. 7e-35: 191 : 98//AQ069124 
R-OVARC1000013//HSJ212 Jtf_G06_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2212 Col=12 Row=M, genomic surveysequenc 
e. //0. 14: 212: 63//AQ210584 

R-OVARC1000014//Human DNA sequence from PAC 463A9, 
on chromosome Xq25 contains STS. //0. 0053: 356: 62// 
Z80232 

R-0VARC1000017 

R-0VARC1000035//RPCI11-65E1.TJ RPCI11 Homo sapiens 
genomic clone R-65E1, genomic survey sequence. //3. 
3e-05: 236: 63//AQ237194 

R-0VARC1000058//Homo sapiens DNA sequence from BAC 
390C10 on chromosome22qll. 21-12. 1. Contains an Im 

munoglobulin LIKE gene and a pseudogene similar to 
Beta Crystal 1 in. Contains ESTs, STSs, GSSs and ta 

ga and tat repeat polymorphisms, complete sequenc 

e. III. 7e-48: 325: 82//AL008721 

R-0VARC1000060//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 27K12, WORKING DRAFT SE 

QUENCE. //5, Oe-21: 297: 70//AL033397 

R-0VARC1000068//P. falciparum complete gene map of 

plastid-like DNA (IR-B).//0. 00038: 553: 58//X95276 

R-0VARC1000071//Human DNA sequence *** SEQUENCING 

IN PROGRESS *** from clone 596C15, WORKING DRAFT S 

EQUENCE. 115. le-110: 599: 93//AL031387 

R-0VARC1000085//DNA encoding component HC5 of huma 

n proteasome. III. 7e-65: 366: 92//E03413 

R-nnnnnnnnnnnn//CIT-HSP-2172N17.TF CIT-HSP Homo sa 

piens genomic clone 2172N17, genomic survey sequen 

ce.//0.80:285:59//B94391 

R-0VARC1000091 

R-0VARC1000092//CIT-HSP-2373J20.TR CIT-HSP Homo sa 
piens genomic clone 2373 J20, genomic survey sequen 
ce. Ill . 4e- 17: 141 : 85//AQ1 1 1520 
R-0VARC1000106 
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R- OVARC 1 OOO 1 1 3//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds.//2. 
6e-100:495:97//AF069250 

R-0VARC1000114//Homo sapiens partial XPGC gene, ex 
on 2. //9. 5e-49: 392: 80//X71342 
R-0VARC1000133//Human Chromosome 16 BAC clone CIT9 
87SK-A-362G6, completesequence. //0. 00020: 243: 65//U 
95740 

R-0VARC1000145//Homo sapiens chromosome 10 clone C 
IT987SK-1010K1 map 10q25, complete sequence. //1.8e 10 
-16:370:67//AC005385 

R-0VARC1000148//CIT-HSP-2386P14.TF.1 CIT-HSP Homo 
sapiens genomic clone2386P14, genomic survey seque 
nee. //I. le-05: 55: 98//AQ240492 
R-0VARC1000151//M.musculus GEG-154 mRNA.//9.8e-21: 
192:81//X71642 

R-0VARC1000168//CIT-HSP-2336F6.TR CIT-HSP Homo sap 
iens genomic clone 2336F6, genomic survey sequenc 
e. //0. 050: 176: 62//AQ042932 

R-0VARC1000191//Plasmodium falciparum 3D7 chromoso 20 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //3.7e-08: 534: 58//AC00550 
6 

R-0VARC1000198//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0366H07; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 28 unorderedpi ece 
s. //5. 2e-lll: 556: 96//AC004604 
R-0VARC1000209//Blacus sp. 16S ribosomal RNA gene, 
parti al sequence. //0. 55: 165: 67//AF003501 
R-0VARC1000212//Mouse DNA for beta-casein. //0. 56: 2 30 
25:63/7X13484 

R-0VARC1000240//Homo sapiens chromosome 17, clone 
hRPK. 63_A_1 , compl etesequence. //6. 2e- 38: 193: 82//AC 
005670 

R-0VARC1000241//Mus musculus hypoxia inducible fac 
tor three alpha mRNA, complete cds. //I. le-25:312:73 
//AF060194 

R-OVARC1000288//Human HepG2 3' region Hbol cDNA, c 
lone hmdld01m3. //5. 4e-07: 128: 70//D17131 
R-0VARC1000302//Homo sapiens chromosome 17, clone 40 
hRPK. 651_L_9, compl etesequence. //1 . 7e- 10: 100: 88//A 
C005971 

R-0VARC1000304//House mRNA from HovlO locus. //7.9e 

-66:379:81//X52574 

R-0VARC1000309 

R-0VARC1000321//Homo sapiens clone NH0479C13, WORK 
ING DRAFT SEQUENCE, 12unordered pieces.//6.5e-83:4 
53: 94//AC005236 

R-0VARC1000326//Rattus norvegicus lamina- associate 
d polypeptide 1C (LAP1C) mRNA, complete cds.//5.0e 50 
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-58:455:81//U19614 

R-0VARC1000335//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0483I23; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 7 unorderedpi eces. 
//0. 034: 429: 60//AC005690 

R-0VARC1000347//Mus musculus HRS gene, complete cd 
s. //4. 6e-06: 339: 61//AF020308 
R-0VARC1000384//D.discoideum glycoprotein 24 A and 
B (GP24A and GP24B) genes, complete cds. //0, 48: 29 
6: 62//M27588 

R-0VARC1000408//Homo sapiens DNA from chromosome 1 
9-cosmid R27740 containing HEF2B and RSRFR2 gene 
s, genomic sequence. //9. 4e- 39: 286: 87//AD000812 
R-0VARC1000411//CIT-HSP-2303H10.TF CIT-HSP Homo sa 
pi ens genomic clone 2303H10, genomic survey sequen 
ce. //1. 5e-07: 94: 84//AQ016720 
R-0VARC1000414//Homo sapiens genomic DNA, 21q regi 
on, clone: 149C3X10, genomic survey sequence. //1. 8 
e-32: 296: 75//AG002388 

R-0VARC1000420//Homo sapiens clone DJ1137M13, comp 
lete sequence. //2.0e-48: 354: 77//AC005378 
R-0VARC1000427//D.discoideum vegetative specific g 
ene V18 gene for ribosomal protein. //2.5e-09: 370: 5 
9//X15382 

R-0VARC1000431//HS_2199_A2_E02_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2199 Col =4 Row=I, genomic survey sequenc 
e.//1.3e-34:186:98//AQ093722 
R-0VARC1000437//Gallus gallus tensin mRNA, 3' end. 
//1.3e-15:160:80//L06662 

R-0VARC1000440//Homo sapiens BAC clone NH0538D15 f 
rom 7qll.23-q21. 1, complete sequence. //0. 0054: 337: 
61//AC006043 

R-0VARC1000442//CIT- HSP-2335L20.TR CIT-HSP Homo sa 
pi ens genomic clone 2335L20, genomic survey sequen 
ce. //1.0e-45: 322: 86//AQ037381 
R-0VARC1000443//Homo sapiens mRNA for KIAA0683 pro 
tein, complete cds.//l. le-77: 418: 94//AB014583 
R-0VARC1000461//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 215D11, WORKING DRAFT S 
EQUENCE. //0. 62: 333: 59//AL034417 
R-0VARC1000465//Bos taurus guanine nucleotide-exch 
ange protein (ARF-GEP1) mRNA, complete cds.//l.le- 
81:489:91//AF023451 

R-0VARC1000466//Homo sapiens chromosome 17, Neurof 
ibromatosis 1 locus, complete sequence. //0. 0088: 9 
8: 72//AC004526 

R-0VARC1000473//Homo sapiens full length insert cD 
NA clone YI 53C10. //3. 2e-92: 317: 100//AF085851 
R-0VARC1000479//Rattus norvegicus mRNA for TIP120. 
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compl ete cds. //2. 7e-70: 502: 84//D87671 
R-0VARC1000486//Dictyostelium discoldeum FusC (fus 
C) gene, partial cds.//0.52:411:58//AF019984 
R-0VARC1000496 

R-0VARC1000520//Homo sapiens PAC clone DJ412A9 fro 
m 22, complete sequence. //3.8e- 17: 294: 7 1//AC005005 
R-0VARC1000526//Homo sapiens clone CS438P06, WORKI 
NG DRAFT SEQUENCE, 17unordered pieces. //4.5e- 109: 5 
47: 96//AC005024 

R-0VARC1000533//Homo sapiens chromosome 19, cosmid 10 
R30385, complete sequence. //3.0e-46: 264: 93//AC004 
510 

R-0VARC1000543//Caenorhabditis elegans cosmid F10C 
1.//0. 00063: 417: 59//U49831 

R-0VARC1000556//Homo sapiens DNA sequence from PAC 
168L15 on chromosome6q26-27. Contains RSK3 gene, 
ribosomal protein S6 kinase, EST, CSS, STS.CpG isl 
and, complete sequence. //1. 5e- 39: 144: 92//AL022069 
R-0VARC1000557//Bomo sapiens chromosome 19, cosmid 
R32469, compl ete sequence. //1 . 5e-81 : 429: 96//AC005 20 
197 

R-0VARC1000564//Homo sapiens chromosome 17, clone 
HRPC837J1 , compl ete sequence. //0. 83: 301 : 58//AC0042 
23 

R-0VARC1000573//Homo sapiens Xq28 genomic DNA in t 
he region of the ALD locus containing the genes fo 
r creatine transporter (SLC6A8), CDM, adrenoleukod 
ystrophy (ALD), Na+-isocitrate dehydrogenase gamm a 

subunit (IDH),and translocon- associated protein d 
elta (TRAP) genes, complete cds, plexin related pr 30 
otein (PLEXR) and serine kinase (SK) genes, parti a 
1 cds, Xq281ul gene and cytochrome C (CCp) pseudog 
ene. //I. 4e-44: 300: 88//U52111R-0VARC100O578//Human 
Chromosome 16 BAC clone CIT987SK-A-270G1, complete 
sequence. //6. 4e-48: 436: 78//AF001549 
R-0VARC1000588//Homo sapiens chromosome 19, cosmid 

F19847, complete sequence. //2.7e-32: 313: 78//AC005 
952 

R-0VARC1000605 

R-0VARC1000622//Homo sapiens PAC clone DJ0942I 16 f 40 
rom 7qll, complete sequence. //6. 2e-43: 328: 83//AC00 
6012 

R-0VARC1000640//High throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pieces. //I . 9e-47: 514: 73//AC005840 
R-0VARC1000661//Homo sapiens mRNA for KIAA0590 pro 
tein, complete cds.//1.6e-29: 162: 100//AB011162 
R-0VARC1000678//Plasmodium falciparum 3D7 chroaoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. 7/0.50:270: 60//AC005 50 
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140 

R-nnnnnnnnnnnn//Rattus norvegi cus mRNA for myosi n- 
RhoGAP protein Myr 7. //1. 4e-83: 549: 86//AJ001713 
R-0VARC1000681//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 257E24, WORKING DRAFT S 
EQUENCE. //3. 2e-13: 160: 76//AL034424 
R-0VARC1000689//Schistocerca americana Antennapedi 
a homeotic protein (Antp) mRNA, complete cds.//0.9 
0: 230: 61//U32943 

R-0VARC1000700//Homo sapiens chromosome 5, BAC clo 
ne 34j 15 (LBNL H169), compl ete sequence. //5. le- 15: 1 
33: 85//AC005754 

R-0VARC1000703//Homo sapiens chromosome 22, clone 
hRPC. 130X16, complete sequence. //6. 9e-48: 525: 73/ 
/AC005585 

R-0VARC1000730//BS_3018JLH10_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3018 Col =19 Row=P, genomic surveysequenc 
e.//0. 00019: 198: 63//AQ093513 
R-0VARC1000746//P. falciparum complete gene map of 
plastid-like DNA (IR-B) . //0. 98: 154: 65//X95276 
R-0VARC1000769//Human coagulation factor XI gene, 
intron 2, partial, clone pTZ18R.//2.0e- 30: 187:78// 
■21185 

R-0VARC1000771 

R-0VARC1000781//Sequence 5 from Patent W09722695./ 
/8. 4e-47: 401: 77//A63552 

R-0VARC1000787//Homo sapiens PAC clone DJ430N08 fr 
om 22ql2. 1-qter, complete sequence. //7.8e-l 11: 567: 
96//AC004542 

R-0VARC1000800//Homo sapiens mitochondrial HSP75 m 
RNA, complete cds.//1.3e-17: 119: 95//L15189 
R-0VARC1000802//Homo sapiens chromosome 5, BAC clo 
ne 120cl3 (LBNL HI 71), compl ete sequence. //2.3e-51: 
482:78//AC005574 

R-0VARC1000834//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//3.6e- 105: 536: 95//Y1 7711 
R-0VARC1000846//Homo sapiens chromosome 16, cosmid 
clone 390H2 (LANL), complete sequence. //2.7e- 107: 
538: 96//AC004494 

Jt-0VARC1000850//Homo sapiens PB39 mRNA, complete c 
ds. //3. 6e-114: 579: 96//AF045584 
R-0VARC1000862//M.musculus Fif mRNA. //2. 3e- 20: 346: 
73//X71978 

R-0VARC1000876//Plasmodium falciparum chromosome 
2, section 53 of 73 ofthe complete sequence. //9. le 
-08:427: 58//AE001416 

R-0VARC1000883//Hus domesticus nuclear binding fac 
tor NF2d9 mRNA, complete cds.//5.6e-34:357:78//U20 
086 
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R-0VARC1000885//Lycopersicon esculentum alcohol de 
hydrogenase homolog (GAD3) mRNA, partial cds.//0. 4 
7:305:60//U21801 
R-0VARC1000886 

R-0VARC1000891//HSJ082 J2_F04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3082 Col =8 Row=K, genomic survey sequenc 
e.//l.le-16:187:79//AQ122500 
R-0VARC1000897//Human DNA sequence from clone 192P 
9 on chromosome Xpl 1.23-11.4. Contains a pseudogen 10 
e similar to rat Plasmolipin, ESTs and GSSs, compl e 
te sequence. //7. 2e-07: 476: 60//AL020989 
R-0VARC1000912 

R-0VARC1000915//Homo sapiens chromosome 17, clone 
hRPC.971_F_3, WORKINGDRAFT SEQUENCE, 1 ordered pie 
ces. //5. 4e-70: 509: 86//AC004150 
R-0VARC1000924//Homo sapiens Chromosome 22qll.2 Co 
smid Clone cosk In NFlRegion, complete sequence.// 
1 . 6e-77: 465: 90//AC002471 

R-0VARC1000936//HS_2195 JV2_C12_MR CIT Approved Hum 20 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2195 Col =24 Row=E, genomic surveysequenc 
e.//2.4e-76:463:90//AQ191108 
R-0VARC1000937//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 250D10, WORKING DRAFT S 
EQUENCE. //0. 0028: 161: 65//Z99716 
R-0VARC1000945//Rattus norvegicus mRNA for atypica 
1 PRC specific bindingprotein, complete cds.//3.5e 
-62:526:78//AB005549 

R-0VARC1000948//Hypera postica NADH dehydrogenase 30 
subunit 1 (ND1) gene, partial cds, tRNA-Leu gene, c 
omplete sequence, and 16S ribosomal gene, partial 
sequence, mitochondrial genes encoding mitochondri 
al products. //0. 018: 212: 61//U61 169 
R-0VARC1000959//CI T-HSP-2371K16.TR CIT-HSP Homo sa 
piens genomic clone 2371K16, genomic survey sequen 
ce. Ill . le-45: 303: 87//AQ1 1 1323 
R-0VARC1000960//Homo sapiens BAC clone CS293C05 fr 
om 7q21-q22, completesequence.//7.5e-44:353:81//AC 
005021 40 
R-OVARC1000971//H. sapiens DNA for repeat unit locu 
s D18S51 (285 bp).//2. 2e-07: 223: 70//X91255 
R-OVARC1000984 

R-OVARC1000996//Human DNA sequence from clone 272L 
16 on chromosome lq32. 1-32. 3. Contains the 3' end 
of the LAMB3 gene for Laminin, Beta 3 (Nicein, Kal 
inin, BM600) and a novel Rat Ca2+/Calmodulin depen 
dent Protein Kinase LIKE gene. Contains ESTs, STS 
s, GSSs, genomic marker D1S491 and a carepeat poly 
morphi sm, compl ete sequence. //1 . 3e-06: 179: 70//AL02 50 
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R-0VARC1000999//Homo sapiens chromosome 17, clone 
hCIT.457_LJ6. complete sequence. //5.8e-71: 332: 87/ 
/AC003957 

R-0VARC1001000//HSJ032JLG11_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3032 Col =21 Row=N, genomic surveysequenc 
e.//5. le-51: 257: 99//AQ096695 
R-0VARC1001004//Homo sapiens from UWGC:yl8c282 fro 
o 6p21 , compl ete sequence. //5. 6e-92: 473: 96//AC0041 
90 

R-0VARC1001010//RPCI 11-10P1. TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-10P1, genomic survey seque 
nce.//4.1e-05:201:65//B71813 
R-0VARC1001011//Homo sapiens clone DJ1021I20, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //7.9e-18: 21 
9: 69//AC005520 

R-0VARC1001032//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. III. 7e-89: 464: 86//AL022345 
R-0VARC1001034//Hamo sapiens chromosome 20, BAC cl 
one 99 (LBNL H80), complete sequence. //1.4e- 18: 45 
1:64//AC005220 

R-0VARC1001038//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds. III. 3e-99: 501: 96//AF099149 
R-0VARC1001040//Homo sapiens chromosome 17, clone 
hRPK. 1096_G_20, compl ete sequence. //9. 7e- 17: 180: 78 
//AC005410 
R-0VARC1001044 

R-0VARC1001051//H. sapiens mRNA for homologue to ye 
ast ribosomal proteinL41.//3.7e-15:124:88//Z12962 
R-0VARC1001055//Homo sapiens, clone hRPK. 15_^A_1 , c 
omplete sequence. Ill, Oe-30: 292: 76//AC006213 
R-0VARC1001062//Sequence 65 from patent US 569114 
7. //2. 6e-54: 312: 92//I 76237 
R-0VARC1001068//Homo sapiens Era GTPase A protein 
(HERA-A) mRNA. parti al cds. //2.3e- 95: 463: 98//AF0826 
57 

R-0VARC1001O72//Gallus gallus chicken brain factor 
-2 (CBF-2) mRNA, complete cds. //0. 92: 272: 59//U4727 
6 

R-0VARC1001074//HSJ205_ALD07_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2205 Col =13 Row=G, genomic surveysequenc 
e. Ill . 3e-35: 205: 94//AQ184530 
R-0VARC1001085 

R-0VARC1001092//Homo sapiens mRNA for JM5 protein, 
complete CDS (clone IMAGE 53337, LLNLcllOF1857Q7 
(RZPD Berlin) and LLNLcll0G0913Q7 (RZPD Berlin))./ 
/4.5e-95:325:98//AJ005897 
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R- OVARC 100111 3//Homo sapiens diaphanous 1 (HDIA1) 
mRNA, complete cds.//1.0e-73: 386: 95//AF05 1782 
R-0VARC1001117//Homo sapiens chromosome 7 clone UW 
GC:g3586al60 from 7pl4-15, complete sequence. //6. 1 
e-37:314:81//AC005272 

R-0VARC1001118//Homo sapiens chromosome 5, PI clon 
e 1195e2 (LBNL H73), complete sequence. //1.5e-44: 3 
90: 77//AC005372 

R-0VARC1001129//Rickettsia prowazekii strain Hadri 
d E, complete genome; segment 1/4V/0. 81: 461: 57//AJ 10 
235270 

R-0VARC1001161//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 850H21, WORKING DRAFT S 
EQUENCE. //4. 6e-08: 342: 64//AL031680 
R-0VARC1001162//CIT-HSP-2171J2.TR CIT-HSP Homo sap 
iens genomic clone 2171 J2, genomic survey sequenc 
e.//5.9e-48:347:85//B89781 

R-0VARC1001167//Homo sapiens clone DJ1102A12, WORK 

ING DRAFT SEQUENCE, 15unordered pieces.//1.3e-28:4 

27: 70//AC004963 20 

R-0VARC1001169//RPCI11-36P6.TV RPCI-11 Homo sapien 

s genomic clone RPCI-11-36P6, genomic survey seque 

nee. //0. 56: 113: 72//AQ045859 

R-0VARC1001170//Homo sapiens Xp22 BAC GS- 377014 (G 

enome Systems Human BAC library) complete sequenc 

e.//8.8e-39:301:85//AC002549 

R-0VARC1001173//Human clone HS2.30 Alu-Ya5 sequenc 

e.//2.4e-35:183:83//U67213 

R-0VARC1001180//Homo sapiens 12q24.1 N0VECT0R P443 
K8 () complete sequence. //9.1e-41: 516: 72//AC005907 30 
R-0VARC1001188//Homo sapiens Chromosome llpl4.3 PA 
C clone pDJ1034g4, complete sequence. //1. 2e- 14: 13 
4: 85//AC004796 

R-OVARC1001200//ALS=85 kda insulin-like growth fac 
tor binding protein-3complex acid- labile subunit 
[baboons, liver, mRNA Partial, 1818 nt].//0. 12:34 
5: 60//S83462 

R-0VARC1001232//Bovine tyrosine hydroxylase mRNA, 
compl ete cds. //0. 66: 257: 59//M36794 
R-0VARC1001240//Homo sapiens chromosome 17, clone 40 
hCIT. 124 J_2, compl etesequence. //1 . 4e-41 : 284: 87//A 
C006071 

R-0VARC1001243//HS_2055_B2_C01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2055 Col =2 Row^F, genomic survey sequenc 
e. //0. 59: 83: 75//AQ243142 

R-0VARC1001261//Crocodylus porosus mRNA for transt 

hyreti n. //0. 93: 121 : 66//AJ223148 

R-0VARC1001268 

R-0VARC1001270//Plasmodium falciparum HAL3P6, comp 50 
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1 ete sequence. //0. 0031 : 295: 62//Z98551 
R-0VARC1001271//Homo sapiens chromosome 16, cosmid 
clone 390H2 (LANL), complete sequence. //1.6e- 107: 
544:97//AC004494 

R-0VARC1001282//Homo sapiens Xp22-39-47 PAC RPCI1- 
199J3 (Roswell Park Cancer Institute Human PAC Lib 
rary) complete sequence. //0. 025: 402: 59//AC006062 
R-0VARC1001296//Homo sapiens echinoderm microtubul 
e-associated protein homolog HuEMAP mRNA, complete 
cds. //I. le-05: 319: 62//U97018 
R-nnnnnnnnnnnn//Sequence 13 from patent US 562481 
8. //5.4e-85:577:84//I41142 
R-0VARC1001329//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 30G7, WORKING DRAFT SEQ 
UENCE. //4. 2e-71: 282: 88//AL034402 
R-0VARC1001330//Homo sapiens PAC clone DJ0697H17 f 
rom 7qll.23-q21.1, complete sequence. //0. 19:256:59 
//AC004862 

R-0VARC1001339//Homo sapiens 12ql3 PAC RPCI1-316M2 
4 (Roswell Park Cancerlnstitute Human PAC library) 
compl ete sequence. III. 5e-49: 366: 83//AC004242 
R-0VARC1001341//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 695020, WORKING DRAFT S 
EQUENCE. //4. 8e-26: 447: 69//AL032818 
R-0VARC1001342//Homo sapiens chromosome 10 clone C 
IT987SK-1175G20 map 10q25.2-10q25.3, complete sequ 
ence. //5. 5e-86: 569: 86//AC005874 
R-0VARC1001344//Homo sapiens chromosome 5, BAC clo 
ne 261J17 (LBNL HI 90), compl ete sequence. III. 8e- 46: 
424:78//AC005350 

R-0VARC1001357//Sequence 1 from patent US 5597707. 
//3. Oe-42: 250: 93//1 34297 

R-0VARC1001360//Homo sapiens chromosome 17, clone 
hRPK. 786_0_4, compl etesequence. //0. 20: 335: 60//AC00 
5863 

R-0VARC1001369 

R-0VARC1001372//S. scrofa DNA for myogenin 3'flanki 
ng region (285 bp). //6.9e- 29: 249:83/7X89210 
R-0VARC1001376//Homo sapiens BAC clone RG139P11 fr 
om 7qll-q21, compl etesequence. //2. le-50: 491: 73//AC 
004491 

R-0VARC1001381//Homo sapiens chromosome 17, clone 

hRPK.156_L_14, complete sequence. //9.3e-20: 422: 60/ 

/AC005821 

R-0VARC1001391 

R-nnnnnnnnnnnn 

R-0VARC1001417//Homo sapiens EXLM1 mRNA, complete 
cds. //9. 9e-110: 561: 95//AB006651 
R-0VARC1001419//CIT-HSP-2362F16.TR CIT-HSP Homo sa 
piens genomic clone 2362F16, genomic survey sequen 



(1833) 

3663 

ce. 111. 6e-47: 242: 98//AQ074668 
R-0VARC1001425//Homo sapiens PAC clone DJ1108A12 f 
rom 14q24 . 3, compl etesequence. //2. 3e- 20: 21 1 : 66//AC 
005157 

R-0VARC1001436//Human DNA flanking 3' end of trans 
poson LI. i. //0. 18: 148: 66//M80341 
R-0VARC1001442 

R-0VARC1001453//Human PAC clone DJ525N14 from Xq2 
3, compl ete sequence. III. 3e- 19:181: 81//AC002086 
R - OVARC 10014 76//CI TBI -E1-2517B6.TR CITBI-E1 Homo s 10 
apiens genomic clone 2517B6, genomic survey sequen 
ce.//0.24:308:59//AQ278655 
R-0VARC1001480//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 753D4, WORKING DRAFT SE 
QUENCE. 110. 99: 294: 62//AL031676 
R-0VARC1001489//E.caballus microsatellite DNA mark 
er (cl one ASB32) . //0. 87: 81 : 71//X93546 
R-0VARC1001496//Homo sapiens C-terminal binding pr 
otein 2 mRNA, compl etecds. //9. 3e-116: 585: 96//AF016 
507 20 
R-0VARC1001506//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-13F4 -complete genomic sequence, co 
mplete sequence. III. 6e-40: 285: 86//AC002039 
R-0VARC1001525//Homo sapiens clone NH0215P16, WORK 
ING DRAFT SEQUENCE, 3unordered pieces.//1.0:320:59 
//AC006036 

R-0VARC1001542//Homo sapiens hJTB mRNA, complete c 

ds. //5. 0e-l 10: 566: 95//AB016488 

R-0VARC1001547 

R-0VARC1001577//Homo sapiens SRp46 splicing factor 30 
transcribed retropseudogene. lib. 9e-33: 216: 92//AF0 
31165 

R-0VARC1001600//Human Chromosome X, complete seque 
nee. //3. Oe-22: 157: 89//AC002418 
R-0VARC1001610//HS_3070_A2_A06_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3070 Col=12 Row=A, genomic surveysequenc 
e. //0. 47: 107: 66//AQ103523 

R-0VARC1001611//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1185N5, WORKING DRAFT S 40 
EQUENCE. //0. 17: 236: 63//AL034423 
R-0VARC1001615//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 310013, WORKING DRAFT S 
EQUENCE. //1. 3e-19: 248: 70//AL031658 
R-0VARC1001668//HS_3228 Jtf_E12JfR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3228 Col =24 Row=I, genomic surveysequenc 
e. //4. 6e-13: 156: 76//AQ188379 
R-0VARC1001702//CITBI-E1-2501P16.TR.1 CITBI-E1 Horn 
o sapiens genomic clone 2501P16, genomic survey se 50 
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quence. //1. 6e-41: 217: 99//AQ241965 
R-0VARC1001703 

R-0VARC1001711//CITBI-E1-2502N10.TF CITBI-Et Homo 
sapiens genomic clone2502N10, genomic survey seque 
nee. III. Oe-14: 220: 72//AQ266194 
R-0VARC1001726//CIT-HSP-232001.TF CIT-HSP Homo sap 
lens genomic clone 232001, genomic survey sequenc 
e. //0. 021: 170: 62//AQ038145 

R-0VARC1001731//Human mRNA for fibroblast tropomyo 
sin TM30 (pl).//2.5e-72:422:90//X05276 
R-0VARC1001745//Human DNA sequence from clone 7961 
11 on chromosome 20ql2. Contains ESTs, an STS and 
GSSs, compl ete sequence. 111. 6e-44: 314: 84//AL031257 
R-nnnnnnnnnnnn//S.cerevisiae N- acetyl transferase 
(AAA1) mRNA, canplete cds.//1.6e-08:396:60//M23166 
R-0VARC1001766//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, compl e 
te cds. //3. 5e- 108: 567: 94//U97670 
R-niumiuinnnnnn//Homo sapiens mRNA for KIAA0675 pro 
tei n, compl ete cds. //6. 3e- 108: 529: 97//AB014575 
R-0VARC1001768//Caenorhabditis elegans cosmid Y57G 
11A, complete sequence. //0. 24: 205: 64//Z99279 
R-0VARC1001791//Homo sapiens BAC clone RG118P15 fr 
om 8q21, complete sequence. //4. 6e- 58: 558: 76//AC005 
066 

R-0VARC1001795 

R-0VARC1001802//Human HLA class III region contain 
ing cAMP response element binding protein- related 
protein (CREB-RP) and tenascin X (tenascin-X) gene 
s, complete cds, complete sequence. //l.le- 37: 346: 7 
8//U89337 

R-0VARC1001805//Human DNA sequence from clone 51 IE 
16 on chromosome 6p24. 3-25. 1. Contains the last co 
ding exon of the gene for P18 component of aminoac 
yl-tRNA synthetase complex, part of an unknown gen 
e downstream of a putative CpG island, and an STS w 
ith a CA repeat polymorphism, complete sequence.// 
3. 0e-112: 581: 95//AL023694 

R-0VARC1001812//Human DNA sequence from clone 227L 
5 on chromosome Xpll.22-11.3. Contains a Keratin, 
Type 1 Cytoskeletal 18 (KRT18, CYK18, K18, CK18) p 
seudogene and an STS, complete sequence. //6.6e-41: 
345:81//AL031585R-0VARC1001813//CITBI-E1-2508J18.T 
R CITBI-E1 Homo sapiens genomic clone2508J18, geno 
mic survey sequence. //1.6e- 72: 386: 95//AQ263046 
R-0VARC1001820//Human PAC clone DJ525N14 from Xq2 
3, compl ete sequence. 1 1 A. 8e-41 : 320: 83//AC002086 
R-0VARC1001828//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //3.4e-08: 527: 58//AC004688 
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R-0VARC1001846//CIT-HSP-2014F15.TR CIT-HSP Homo sa 
piens genomic clone 2014F15, genomic survey sequen 
ce.//0. 0045: 165: 67//B58905 

R-0VARC1001861//M.musculus mRNA for pMEM2 protein. 
//9.5e-28:405:68//X95350 

R-0VARC1001873//Homo sapiens clones 24718 and 2482 
5 mRNA sequence. //5. 9e- 104: 571: 91//AF070611 
R-0VARC1001879//Human DNA sequence from clone 612B 
18 on chromosome lq24-25.3 Contains exon from gene 
similar to 40S ribosomal protein, first coding ex 10 
on of dynamin 2 (DYNII). ESTs, STS, CSS, CpG Islan 
d, compl ete sequence. //9. le-20: 206: 80//AL031864 
R-0VARC1001880//RPCI1 1-421 15. TJ RPCI11 Homo sapien 
s genomic clone R- 421 15, genomic survey sequence./ 
/3.9e-50:287:88//AQ052700 

R-0VARC1001883//Homo sapiens chromosome 17, clone 
hCIT.123J_14, complete sequence. //6. le- 13: 457: 63/ 
/AC003950 

R-0VARC1001900//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cd 20 
s. 111. 5e-86: 346: 90//AF061749 
R-0VARC1001901//Bomo sapiens testis specific methy 
1-CpG binding proteinMBD2 (MBD2) mRNA, partial cd 
s. 111. 2e-89: 421: 100//AF072246 
R-0VARC1001911//Homo sapiens full length insert cD 
NA clone ZD52F10. //8. 2e-106: 510: 98//AF086315 
R-0VARC1001916 
R-0VARC1001928 

R-OVARC1001942//S. cerevi si ae N-acetyl transferase 
(AAA1) mRNA, complete cds.//0. 0013: 231: 63//H23166 30 
R-0VARC1001943//Human immunodeficiency virus type 
1, strain FRMP329, envelope glycoprotein V3 region 
(env) gene, partial cds.//0. 14: 173: 64//U58826 
R-0VARC1001949//Human zinc finger protein 20 (ZNF2 
0) pentanucleotide repeat polymorphism. //1.3e- 09: 3 
06:63//M99593, 

R-0VARC1001950//Homo sapiens chromosome 17, clone 
hRPK. 112X10, complete sequence. //8. 2e-38: 385: 75/ 
/AC005666 

R-0VARC1001987 40 
R-0VARC1001989//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y57G11, WORKING 

DRAFT SEQUENCE. //6. 3e-08: 355: 60//Z92841 
R-OVARC1002044//Human DNA sequence from clone 681 J 
21 on chromosome lq23.2-24.3 Contains CpG island, 
complete sequence. 115. Oe-42: 298: 86//AL031286R-0VAR 
C1002050//Homo sapiens mRNA for KIAA0465 protein, 
partial cds. III. 4e-107: 542: 96//AB007934 
R-0VARC1002066//Arabidopsis thaliana chromosome II 

BAC F14H4 genomic sequence, complete sequence.// 50 
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0.23: 210: 61//AC004411 

R-0VARC1002082//Homo sapiens clone DJ0965K10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //5.4e- 99: 54 
6:92//AC006015 

R-0VARC1002107//Human DNA sequence from PAC 417G15 
on chromosome Xq25-Xq26. Contains glypican-3 prec 
ursor (intestinal protein 0CI- 5) (GTR2-2), pseudog 
ene. ESTs. //4.4e-34: 375: 74//AL009174 
R-0VARC1002127 

R-0VARC1002138//CIT-HSP- 2290018. TF CIT-HSP Homo sa 
piens genomic clone 2290018, genomic survey sequen 
ce. 112. 4e-07: 316: 62//AQ003988 
R-0VARC1002143//RPCI11-54M8.TJ RPCI11 Homo sapiens 
genomic clone R-54M8, genomic survey sequence. III. 
3e-35: 220: 90//AQ083241 
R-0VARC1002156 

R- 0VARC 1 002 1 58//CI TBI - E 1 - 25 1 4 D4 . TF CITBI-E1 Homo s 
apiens genomic clone 2514D4, genomic survey sequen 
ce. III. 6e- 12: 140: 79//AQ265720 
R-0VARC1002165//CIT-HSP-2307C9.TF CIT-HSP Homo sap 
iens genomic clone 2307C9, genomic survey sequenc 
e.//5.0e-59:291:99//AQ020420 
R-0VARC1002182//P. falciparum SD17 gene for knob-a 
ssoci ated hi sti di ne- ri ch protei n. 110. 74: 161 : 65//Y0 
0060 

R-PLACE1000004//D.discoideum gene for protein kina 
se.//0. 00081: 263: 59//Z37981 

R-PLACE1000005//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //0. 0082: 477: 58//AC00 
5507 

R-PLACE1000007//Homo sapiens clone 24422 mRNA sequ 
ence. III. 2e-14: 100: 97//AF070557 
R-PLACE1000014//Homo sapiens genomic DNA, chromoso 
me 21q22.2, pi clone: T1212 and T1601, WORKING DRAF 
T SEQUENCE. III. 8e-44: 405: 77//D83253 
R-PLACE1000031//Homo sapiens clone UWGC:y23c049 fr 
om 6p21, complete sequence. //1.8e- 24: 291: 73//AC006 
162 

R-PLACE1000040//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y105C5, WORKING 

DRAFT SEQUENCE. 110. 00039: 289: 61//Z98855 
R-PLACE1000048//Human BAC clone RG210I04, complete 

sequence. 114. 7e-83: 518: 89//AC002462 
R-PLACE1000050//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 1/0. 98: 73: 76//AC005505 
R-PLACE1000061//Human ribosomal protein L37a mRNA 
sequence. 115. 9e-21: 125: 98//L22154 
R-PLACE1000066 
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R-PLACE1000078//Homo sapiens chromosome 11 clone C 
IT987SK-1012F4, WORKING DRAFT SEQUENCE, 6 unordere 
d pieces. //1. 2e-87: 456: 95//AC005848 
R-PLACE1000081 

R-PUCE1000094//RPCI11-91K6.TV RPCI11 Homo sapiens 
genomic clone R-91R6, genomic survey sequence. 111. 
3e-83:409:98//AQ282619 

R-PLACE1000133//Homo sapiens chromosome 17, clone 
hRPR. 746_E_8, completesequence. III. 8e-06: 420: 57//A 
C005358 10 
R-PLACE1000142 

R-PLACE1000184//Homo sapiens estrogen- related rece 
ptor gamma mRNA, complete cds.//1.3e-U2:594:94//A 
F058291 

R-PLACE1000185 

R-PLACE1000213//CIT-HSP-2308A18.TR CIT-HSP Homo sa 
piens genomic clone 2308A18, genomic survey sequen 
ce. //8. 2e-80: 410: 97//AQ022149 
R-PLACE1000214//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-09, complete s 20 
equence. //1. 6e-05: 548: 59//AL008989 
R-PLACE1000236//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 695020, WORKING DRAFT S 
EQUENCE. //2. 2e-16: 118: 91//AL032818 
R-PLACE1000246//X.laevis mRNA for XLCL2 protein.// 
6.5e-13:66:95//Z14122R-PLACE1000292//Human DNA seq 
uence *** SEQUENCING IN PROGRESS *** from clone 11 
1B22, WORKING DRAFT SEQUENCE. //6.6e-41: 322: 84//Z98 
200 

R-PLACE1000332//Homo sapiens chromosome 17, clone 30 
hCIT.281_F_24, complete sequence. //1.8e-16: 598: 62/ 
/AC004706 

R-PLACE1000347//Homo sapiens PAC clone DJ1090P18 f 
rom 7q21-q22, compl etesequence. //2. 3e- 1 1 : 237: 69//A 
C005326 

R-PLACE1000374//Arabidopsis thai i ana chromosome 1 
BAC F15K9 sequence, complete sequence. //8. 7e-09: 49 
2:58//AC005278 

R-PLACE1000380//Plasmodium falciparum chromosome 

2, section 1 of 73 of the complete sequence. 110. 5 40 

9: 354: 59//AE001364 

R-PLACE1000383//Mus musculus myotubularin related 
protei n 1 (Mtmrl) mRNA, compl ete cds. 110. 55: 65: 84/ 
/AF073997 

R-PLACE1000401//Homo sapiens clone GS166C05, W0RKI 
NG DRAFT SEQUENCE, 7 unordered pieces. //3.6e- 17: 15 
2:83//AC005015 

R-PLACE1000406//Arabidopsis thaliana genomic DNA, 
chromosome 5, TAC clone: K21H1, complete sequence. 
//0. 51 : 346: 58//AB020742 50 
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R-PLACE1000420//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 2/15, W 
ORKING DRAFT SEQUENCE. I IV 5e-25: 243: 79//AP000009 
R-PLACE1000421//HS_2251J2j;i2_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2251 Col =24 Row=N, genomic surveysequenc 
e. III. 4e-82: 430: 95//AQ192807 
R-PLACE1000424//Human PAC clone DJ515N1 from 22ql 
1.2-q22, complete sequence. //1. 8e-36: 483: 71//AC002 
073 

R-PLACE1000435//Homo sapiens chromosome 21q22.2 co 
smid clone Q71A3, complete sequence. //2.6e-37: 371: 
76//AF015724 

R-PLACE1000444//Homo sapiens chromosome 17, clone 
hRPK. 227.GJ5, complete sequence. //1.0e-54: 429: 81 
//AC005899 

R-PLACE1000453//Murine genomic DNA; partially dige 
sted Sau3A fragment, cloned into cosmid vector pEM 
BLcos2, complete sequence. 110. 66: 103: 72//AF059580 
R-PLACE1000481//Human DNA sequence from clone 9600 
17 on chromosome Xpll. 21-11. 22 Contains EST, CA re 
peat(DXS991), STS, GSS, complete sequence. 110. 019: 
171:66//AL022166 

R-PLACE1000492//Rat vacuolar protein sorting homol 
og r-vps33b mRNA, complete cds.//3.2e-17:221:72//U 
35245 

R-PLACE1000540//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pi eces.//0. 00045: 480: 60//AC00530 
8 

R-PLACE1000547//Homo sapiens chromosome 19, cosmid 
F17987, compl ete sequence. 119. 6e-32: 231 : 85//AC004 
790 

R-PLACE1000562//, compl ete sequence. Ill . 8e-45: 280: 
92//AC005409 

R-PLACE1000564//Human chromosome 16 creatine trans 
porter (SLC6A8) and (CDH) paralogous genes, compl e 
te cds. 110. 0079: 180: 65//U41302 
R-PLACE1000583//Homo sapiens chromosome 17, clone 
hRPK.799_N_ll, complete sequence. //1.5e-37: 414: 74/ 
/AC005323 

R-niuinnnnnnnnn//Human guanylate binding protein is 
oform I (GBP-2) mRNA, complete cds. //1.9e- 77: 542:82 
//H55542 

R-PLACE1000596//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. 110. 00019: 482: 59//AC00550 
6 

R-PLACE1000599//Human germline T-cell receptor bet 
a chain Dopamine-beta-hydroxylase-like, TRY1, TRY 
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2, TRY3, TCRBV27S1P, TCRBV22S1A2N1T, TCRBV9S1A1T, 
TCRBV7S1A1N2T, TCRBV5S1A1T, TCRBV13S3, TCRBV6S7P, 
TCRBV7S3A2T, TCRBV13S2A1T, TCRBV9S2A2PT, TCRBV7S2A 
1N4T, TCRBV13S9/13S2A1T, TCRBV6S5A1N1 , TCRBV30S1P, 
TCRBV31S1, TCRBV13S5, TCRBV6S1A1N1, TCRBV32S1P, TC 
RBV5S5P, TCRBV1S1A1N1, TCRBV12S2A1T, TCRBV21S1, TC 
RBV8S4P, TCRBV12S3, TCRBV21S3A2N2T, TCRBV8S5P, TCR 
BV13S1 genes from bases 1 to 267156 (section 1 of 
3).//5.6e-51:369:85//U66059 

R- PLACE 1 0006 1 0//BS__307 1_A1_C05_MF CIT Approved Hum 10 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3071 Col =9 Row=E, genomic survey sequenc 
e. //0.051: 147: 65//AQ103341 

R-PLACE1000636//HS_3220_B2_E09_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3220 Col =18 Row=J, genomic surveysequenc 
e. //0. 010: 253: 64//AQ181157 
R-PLACE1000653//Homo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, compl ete cds.//1.6e-99:506:96 
//AF102265 20 
R-PLACE1000656//Homo sapiens mRNA for JH4 protein, 
complete CDS (clone IMAGE 546750 and LLNLcllOF185 
7Q7 (RZPD Berlin)). //4. 5e- 101: 559: 92//AJ005896 
R-PLACE1000706//nuclear protein TIF1 [mice, mRNA, 
3951 nt].//9. le-10:331:63//S78219 
R-PLACE1000712//Horao sapiens full length insert cD 
NA clone ZD76G10. //L Oe-69: 345: 98//AF086408 
R-PLACE1000716//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-279B10, complete sequence. //1.0: 174:6 
2//AC002300 30 
R-PLACE1000748//Plasmodium falciparum HAL3P3, comp 
lete sequence. //I. Oe-06: 337: 60//Z98547 
R-PLACE1000749//cSRL-15g9-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-15g9, genomic survey sequence. //8.8e- 26: 23 
6: 80//B02791 

R-PLACE1000755//HS_2183_B1_H1LMF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2183 Col =21 Row=P, genomic surveysequenc 
e. //0. 47: 151: 65//AQ064202 40 
R-PLACE1000769//Homo sapiens clone DJ0647J21, WORK 
ING DRAFT SEQUENCE, lOunordered pieces.//7.0e-38:4 
92: 74//AC004847 

R-PLACE1000785//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds. //2.6e-101: 513: 96//AB014548 
R-PLACE1000786//Human putative outer mitochondrial 

membrane 34 kDa translocase hT0M34 mRNA, complete 

cds.//0.078:180:68//U58970 
R-nnnnnnnnnnnn 

R-PLACE1000798//Homo sapiens cosmid D66B10, chromo 50 
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some 21 5' of IFNAR1.//5. le-26: 348: 72//AF039904 
R-PLACE1000841//Human guanine nucleotide regulator 
y protein (NET1) mRNA, complete cds.//1.4e-26:110:9 
5//U02081 

R-imnnnnnnnnnn//Homo sapiens full length insert cD 
NA cl one ZD55D10. //1 . 4e- 13: 93: 96//AF086334 
R-PLACE1000856//Anopheles quadrimaculatus NADH deh 
ydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi 
dase subunits (1-3); adenosine triphosphatase subu 
nits (6,8); cytochrome b; transfer RNA; ribosomal 
RNA (large and small subunits). //2.7e-09: 484: 59//L 
04272 

R-PLACE1000863 

R-PLACE1000909//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //3.0e-05: 274: 60//AC00550 
5 

R-PLACE1000931//RPCI11-66P7.TK RPCIil Homo sapiens 
genomic clone R-66P7, genomic survey sequence. //3. 
4e-73:369:97//AQ237489 

R-PUCE1000948//RPCI11-64K15.TK RPCIil Homo sapien 
s genomic clone R-64K15, genomic survey sequence./ 
/6.6e-06:258:62//AQ239337 

R-PLACE1000972//Homo sapiens chromosome 17, clone 
hRPK. 112_J_9, compl etesequence. //8. 3e-20: 223: 76//A 
C005553 

R-PLACE1000977//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //0. 00030: 448: 59//AC00550 
6 

R-PLACE1000979 

R-PLACE1001000//CIT-HSP-2297I8.TF CIT-HSP Homo sap 
iens genomic clone 229718, genomic survey sequenc 
e. //7. 0e-07: 64: 95//AQ004997 
R-PLACE1001007//Human endothelial nitric oxide syn 
thase gene, complete cds. //0. 0078: 215: 64//D26607 
R-PLACE1001010 

R-PLACE1001015//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 150C2, WORKING DRAFT SE 
QUENCE. //1 . 5e- 16: 452: 63//AL022318 
R-PLACE1001024//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 417M14, WORKING DRAFT S 
EQUENCE. //0. 99: 186: 63//AL024498 
R-PLACE1001036//Homo sapiens clone DJ1136G02, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //2.5e-15: 31 
3:68//AC005377 

R-PLACE1001062//Homo sapiens chromosome 17, clone 
hCIT54K19, complete sequence. 111. 3e-16: 119: 84//AC0 
03664 

R-PLACE1001076 
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R- PLACE 1 00 1 088//Human DNA sequence from cosmid 203 
C2, between markers DXS6791 and DXS8038 on chromos 
ome X contains ESTs.//0.97:332: 59//Z74696 
R-PLACE1001092//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //6.2e-07: 302: 62//AC00513 
9 

R-PLACE1001104//Plasmodium falciparum chromosome 
2, section 9 of 73 of the complete sequence. //0. 05 
7:280:60//AE001372 10 
R-PLACE1001118//Homo sapiens DNA sequence from PAC 
418A9 on chromosome 6q21. Contains the first (5') 
two exons of a CDK8 (Cell Division ProteinKinase 
8) LIRE gene, a Neutral Calponin LIKE pseudogene, 
ESTs and STSs, complete sequence. //4.9e-06: 334: 60// 
Z84480 

R-PLACE1001136//Homo sapiens chromosome 17, clone 
hRPK.22J_12, W0RKINGDRAFT SEQUENCE, 2 ordered pi 
eces. //I. le-31: 331: 75//AC005412 
R-PLACE1001 168//HS_2036 JU_H04_MR CIT Approved Hum 20 
an Genomic Spenn Library D Homo sapiens genomic cl 
one Plate=2036 Col =7 Row=0, genomic survey sequenc 
e. //0. 40: 144: 63//AQ230662 
R-PLACE1001171 
R-PLACE1001185 

R-PLACE1001238//Human coxVIb gene, last exon and f 
1 anki ng sequence. //3. 4e-36: 349: 76//X58139 
R-PLACE1001241//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-20, complete s 
equence. //0. 1 1 : 258: 61//AL008972 30 
R-PLACE1001257//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone B4P3; HTGS phase 
1, WORKING DRAFT SEQUENCE, 9 unordered pieces.// 
1 . 9e-46: 484: 73//AC000016 

R-PLACE1001272//Homo sapiens chromosome 21q22.3 PA 
C 191P10, complete sequence. //0. 89: 119: 65//AF04544 
8 

R-PLACE1001279//Caenorhabditis elegans cosmid Y39A 
1C, complete sequence. //0. 99: 95: 69//AL023839 
R-PLACE1001280//CIT-HSP-2328B24.TF CIT-HSP Homo sa 40 
pi ens genomic clone 2328B24, genomic survey sequen 
ce. //5. 4e-24: 147: 76//AQ042129 
R-PLACE1001294//M.musculus GEG-154 mRNA.//1.3e-22: 
472:65//X71642 

R-PLACE1001304//Homo sapiens chromosome 19, overla 
pping cosmids F18547, Fl 1133, R27945, R28830 and R3 
2804, complete sequence. //2. 2e-22: 139: 77//AC003682 
R- PLACE1 001 31 1 //Lol i go pealei repeat region. //0. 8 
4:232:64//Z18286 

R-PLACE1001323//Homo sapiens DNA sequence from PAC 50 
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418A9 on chromosome 6q21. Contains the first (5 ) 
two exons of a CDK8 (Cell Division ProteinKinase 
8) LIKE gene, a Neutral Calponin LIKE pseudogene, 
ESTs and STSs, complete sequence. //7.2e-39: 308: 83// 
Z84480 

R-PLACE1001351//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y39B6, WORKING 
DRAFT SEQUENCE. //0. 0018: 408: 59//Z95399 
R-PLACE1001366//Human Na+/phosphate co-transporter 
gene, exon 1, partialsequence.//2.2e-46:369:82//D 
89927 

R-PIACE1001377//Homo sapiens ADAM10 (ADAH10) mRNA, 
complete cds. 111. le-80: 431: 93//AF009615 
R-PLACE1001383//Homo sapiens clone 24538 mRNA sequ 
ence. //3. 6e-35: 192: 97//AF055030 
R-PLACE1001384//Homo sapiens mRNA for multi PDZ do 
main protein. 111. 6e-86: 456: 94//AJ001319 
R-PLACE1001387 

R-PLACE1001395//Nyctalus leisleri mitochondrial D- 
loop, partial sequence. //0. 054: 148: 68//U95355 
R-PLACE1001399//Homo sapiens chromosome 17, clone 
hRPK. 22_N_12, WORRINGDRAFT SEQUENCE, 2 ordered pi 
eces. //6. 7e-70: 352: 98//AC005412 
R-PLACE1001412//Homo sapiens clone 643 unknown mRN 
A, compl ete sequence. //8. Oe-44: 242: 95//AF091087 
R-PLACE1001414//Homo sapiens chromosome 9, clone h 
RPK. 202JJ, compl etesequence. 110. 12: 53: 84//AC0062 
41 

R-PLACE1001440//Homo sapiens Xq28 genomic DNA in t 
he region of the ALD locus containing the genes fo 
r creatine transporter (SLC6A8), CDM, adrenoleukod 
ystrophy (ALD), Na+-isocitrate dehydrogenase gamma 
subunit (IDH),and translocon- associated protein d 
elta (TRAP) genes, complete cds, plexin related pr 
otein (PLEXR) and serine kinase (SK) genes, parti a 
1 cds, Xq281ul gene and cytochrome C (CCp) pseudog 
ene.//1.0:250:61//U52111 

R-PLACE1001456//Borrelia burgdorferi (section 16 o 
f 70) of the compl etegenome. //0. 0077: 173: 62//AE001 
130 

R-PLACE1001468//HS_3050_ J A2_D07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3050 Col=14 Row=G, genomic surveysequenc 
e. //0. 00023: 202: 65//AQ133920 
R-PLACE1001484//Homo sapiens Xq28 BAC PAC and cosm 
id clones containing FMR2 gene exons 1,2, and 3, c 
omplete sequence. 117. 2e-17: 180: 80//AC002368 
R-PLACE1001502//RPCI11-24F2.TP RPCI-11 Homo sapien 
s genomic clone RPCI-11-24F2, genomic survey seque 
nce.//0.15:203:66//B84401 
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R-PUCE1001503//HSJ183_Al_B10JfR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2183 Col =19 Row=C, genomic surveysequenc 
e.//1.3e-38:181:82//AQ022613 
R-PLACE1001517//Homo sapiens hGAAl mRNA, complete 
cds. //6. 4e-56: 339: 90//AB006969 
R-PLACE1001534//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 620E11, WORKING DRAFT S 
EQUENCE. IIS. 6e-59: 304: 97//AL031667 
R-PLACE1001545//Homo sapiens chromosome 3, clone h 10 
RPR. 165JJ6, completesequence. III. 6e-18: 171: 82//A 
C005669 
R-PLACE1001551 

R-PLACE1001570//M.capricolum DNA for CONTIG MC188. 
I/O. 0043: 305: 57//Z33135 

R-PLACE1001602//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 3/11.//2. 5e- 
82:408:98//AB020860 

R-PLACE1001603//Homo sapiens KE05 protein mRNA, co 20 
mpl ete cds. Ill . 5e-40: 295: 84//AF064605 
R-PLACE1001610//Homo sapiens clone NH0469M07, WORK 
ING DRAFT SEQUENCE, 7unordered pieces.//2.5e-39:30 
7:82//AC005037 

R-PLACE1001611//Homo sapiens histone macroH2A1.2 m 
RNA, complete cds. //4. 9e-41: 217: 97//AF054174 
R-PLACE1001632//Human DNA binding protein (HPF2) m 
RNA, complete cds.//1.4e-08: 178: 65//M27878 
R-PLACE1001634//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone H06C16, WORKING 30 
DRAFT SEQUENCE. 110. 00026: 221: 62//Z92791 
R-PLACE1001640//Homo sapiens chromosome 17, clone 
hRPK. 65LL_9, completesequence. 111. 6e-83: 441: 95//A 
C005971 

R-PLACE1001672//H. sapiens flow-sorted chromosome 6 
TaqI fragment, SC6pA26H8. 1/0. 91:115: 69//Z79253 
R-PLACE1001691//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds.//l. 
5e-lll: 545: 97//AF069250 

R-PLACE1001692//Homo sapiens clone RG228D17, W0RKI 40 
NG DRAFT SEQUENCE, 2 unordered pieces. //1.0e-46: 47 
8: 75//AC005077 

R-PLACE1001705//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 250D10, WORKING DRAFT S 
EQUENCE. 110. 79: 91: 73//Z99716 
R-PLACE1001716//Homo sapiens Xp22 PAC RPCI1-167A22 
(from Roswell Park Cancer Center) complete sequen 
ce.//0.96:172:66//AC002349 
R-PLACE1001720 

R-PLACE1001729//Human interleukin-13 (IL-13) precu 50 
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rsor gene, compl ete cds. 110. 79: 280: 60//U31 120 
R-PLACE1001739//Homo sapiens chromosome 19, CIT-HS 
P-444n24, compl ete sequence. Ill . 0: 109: 65//AC005261 
R-PLACE1001740//Homo sapiens BAC clone GS114I09 fr 
om 7pl4-pl5, completesequence. //5.3e-ll: 249: 67//AC 
006027 

R-PLACE1001745 

R-PLACE1001746//Homo sapiens chromosome 4 clone B2 
00N5 map 4q25, complete sequence. //6.0e-05: 337: 61/ 
/AC005509 

R-PLACE1001748//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds.//1.3e-91:540:89//AF061243 
R-PLACE1001756//Human BAC clone RG302F04 from 7q3 
1 , compl ete sequence. 110. 074: 344: 62//AC002463 
R-PLACE1001761 

R-PLACE1001771//Homo sapiens full length insert cD 
NA clone ZD79C11. //4. 4e-57: 298: 96//AF086426 
R-PLACE1001781//T.thermophila micronuclear DNA con 
taining to chromosomal breakage sequence Cbs-1, clo 
ne Tt819.//4.6e-05:282:61//H15711 
R-PLACE1001799//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. //0. 015: 331: 58//AC004710 
R-PLACE1001817//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds. //4. le-92: 463: 95//AF058953 
R-PLACE1001821//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. //3. 6e- 36: 281: 82//U1 4567 
R-PLACE1001845//Mus musculus Paneth cell enhanced 
expression PCEE mRNA, complete cds. //9. le-26: 313: 73 
//U37351 
R-PLACE1001869 

R-PLACE1001897//Mus musculus homeobox protein (Dlx 
5) mRNA, complete cds. 110. 0043: 207: 64//AF033011 
R-PLACE1001912//RPCI11-25F23.TKBR RPCI-11 Homo sap 
iens genomic clone RPCI-11-25F23, genomic survey s 
equence. //6. 3e-33: 248: 67//AQ013567 
R-PLACE1001920//Homo sapiens TNF-induced protein G 
G2- 1 mRNA, compl ete cds. IIS. 0e-73: 363: 98//AF070671 
R-PLACE1001928//Homo sapiens chromosome 17, clone 
hRPK. 642X21 , compl ete sequence, 110. 98: 248: 60//AC 
005245 

R-PLACE1001983//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y40H7, WORKING 
DRAFT SEQUENCE. 110. 12: 157: 61//AL021389 
R-PLACE1001989//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 968D22, WORKING DRAFT S 
EQUENCE. III. 4e-44: 376: 80//AL023755 
R-PLACE1002046//CITBI-E1-2520J24.TF CITBI-E1 Homo 
sapiens genomic clone2520J24, genomic survey seque 
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nce.//4.5e-20: 144: 89//AQ2801 17 
R-PLACE1002052//Human DNA sequence from cosmid U16 
0A4, between markers DXS366 and DXS87 on chromosom 
e X contains STS. //0. 025: 362: 57//Z80900 
R-PLACE1002066//Leishmania tarentolae maxlcircle D 
NA fragment. I/O. 0034: 197: 62//X02438 
R-PLACE1002072//Homo sapiens chromosome 5, PI clon 
e 854M1 (LBNL H44) # complete sequence. //9. 7e-06: 4 
14:60//AC004763 

R-PLACE1002073 . 10 

R-PLACE1002090//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SKA-345G4 -complete genomic sequence, c 
ompl ete sequence. //1 . 8e-06: 278: 63//AC002302 
R-PLACE1Q02115//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y214H10, WORKING DRAFT 
SEQUENCE. //6. Oe- 12: 327: 64//AL022344 
R-PLACE1002119//Mus musculus IER5 (Ier5) mRNA, com 
pi ete cds. //5. le-67: 442: 86//AF079527 
R-PLACE1002140//Bomo sapiens DNA sequence from PAC 

454M7 on chromosome Xq25-26.3. Contains the 0CRL1 20 

gene for Lowe Oculocerebrorenal Syndrome protein 
0CRL-1. Contains ESTs, STSs and GSSs, complete seq 
uence. III. 2e-80: 403: 97//AL022162 
R-PLACE1002150//Human DNA sequence from PAC 145B12 

on chromosome Xq27-Xq28. Contains EST, CA repeat 
and STS. 110. 043: 455: 59//AL008706 
R-PLACE1002157//Human DNA sequence from Fosmid 65B 
7 on chromosome 22qll.2-qter. Contains exons 6-12 
of the SLC5A1 (SGLT1) gene for solute carrier fami 
ly 5 (sodium/glucose cotransporter) member 1 (High 30 

Affinity Sodium- Glucose Cotransporter), complete 
sequence. //9. 8e-58: 384: 79//Z83849 
R-PLACE1002163//Canis familiaris MHC class IIA DLA 
-DQA (DQA 1 allele) gene, exon 2, partial cds.//0. 
82:96:70//U44785 

R-PLACE1002171//Homo sapiens PAC clone DJ1100F23 f 
rom 7q31, complete sequence. 110. 83: 196: 65//AC00445 
6 

R-PLACE1002205//Human DNA sequence from PAC 436H11 
on chromosome Xp22. 11-22.2. Contains the serine t 40 
hreonine protein phosphatase gene PPEF1, andthe fi 
rst coding exon of the RSI gene for retinoschisis 
(X-linked, juvenile) 1 (XLRS1). Contains ESTs, an 
STS and GSSs, complete sequence. 110. 0017: 193: 61 111 
94056 

R-PLACE1002213//Homo sapiens chromosome 19, fosmid 
37308, complete sequence. IIS. Oe- 42: 330: 81 //AC0041 
52 

R-PLACE1002227//Bomo sapiens BAC clone BK085E05 fr 
om 22ql2. 1-qter, complete sequence. III. le- 10: 126:8 50 
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0//AC003071 

R-PLACE1002256//Homo sapiens clone DJ0853H20, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //2.7e-06: 47 
8: 57//AC004907 

R-PLACE1002259//Human DNA sequence from cosmid U75 
A4 on chromosome X.//6.5e-81:501:88//Z82255 
R-PLACE1002319//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 110. 00023: 549: 58//AC00550 
5 

R-PLACE1002342//Homo sapiens mRNA for KIAA0728 pro 
tein, partial cds.//4.9e-94:501:93//AB018271 
R-PLACE1002395//Homo sapiens chromosome 19, cosmid 
R34382, complete sequence. //1.4e-69: 385: 93//AC005 
329 

R-PLACE1002399//Human HepG2 3' region cDNA, clone 
hmd5d06. III. 4e-71: 411: 92//D16939 
R-PLACE1002433//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 173D1, WORKING DRAFT SE 
QUENCE. 110. 85: 176: 63//AL031984 
R-PLACE1002437//Human BAC clone RG114A06 from 7q3 

1, complete sequence. 110. 0040: 213: 63//AC002542 
R-PLACE1002438//CITBI-E1-2501H20.TF.1 CITBI-E1 Horn 
o sapiens genomic clone 2501H20, genomic survey se 
quence. 1/0. 70: 247: 61//AQ242104 
R-PLACE1002450//Homo sapiens 959 kb contig between 

AML1 and CBR1 on chromosome 21q22; segment 1/3.// 
0.00060: 471 : 59//AJ229041 

R-PLACE1002465//Homo sapiens clone DJ0673M15, WORK 
ING DRAFT SEQUENCE, 33unordered pieces. III. 5e- 10: 9 
8:81//AC004854 

R-PLACE1002474//Mus musculus matrilin-2 precursor 
mRNA, complete cds. III. 7e-25: 199: 71//U69262 
R-PLACE1002477//Human DNA sequence from PAC 50A13 
on chromosome Xpll. Contains ATP SYNTHASE LIPID BI 
NDING PROTEIN PI (P2, P3) precursor (ATP5G1 , ATP5G 

2, ATP5G3) like pseudogene, ESTs and STSs. Contain 
s polymorphic CArepeat.//1.2e-ll:382:63//Z92545 
R-PLACE1002493//Homo sapiens signal transducing ad 
aptor molecule 2A (STAH2) mRNA, complete cds.//l.l 
e-53:307:91//AF042273 

R-PLACE1002499//Plasmodium falciparum MAL3P6, comp 
lete sequence. 110. 56: 270: 60//Z98551 
R-PIACE1002500//CIT-HSP-2337C20.TR CIT-HSP Homo sa 
pi ens genomic clone 2337C20, genomic survey sequen 
ce. III. 2e-42: 297: 85//AQ037614 
R-PLACE1002514//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 212A2, WORKING DRAFT SE 
QUENCE. 111. 8e-16: 221: 73//Z95114 
R-PLACE1002529//Homo sapiens mRNA for KIAA0713 pro 
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tein, partial cds.//1.6e-86:582:85//AB018256 
R-PLACE1002532//Homo sapiens BAC clone RG300E22 fr ■ 
om 7q21-q31.1, complete sequence. 7/9.06-91:453: 97/ 
/AC004774 

R-PLACE1002537//Hansenula wlngei mitochondrial gen 
e for NADH dehydrogenase subunit 5, complete cds./ 
/0. 0042: 489: 60//D16253 

R-PLACE1002571//Apis mellifera ligustica complete 
mi tochondri al genome. //0. 034: 493: 55//L06178 
R-PLACE1002578//Homo sapiens chromosome 5, Pac clo 10 
ne 9cl3 (LBNL H127), complete sequence. 111. 5e- 44: 2 
92:84//AC006084 

R-PLACE1002583//Homo sapiens wbscrl (WBSCR1) and r 
epli cation factor C subunit 2 (RFC2) genes, comple 
te cds. //3. le-17: 517: 61//AF045555 
R-PLACE1002591 

R-PLACE1002598//Caenorhabditis elegans cosmid Y37D 
8A, complete sequence. 110. 080: 308: 60//AL032626 
R-PLACE1002604//Human cosmid LL12NC01-88A9, ETV6 g 
ene, exons 6, 7 and 8and partial cds. 110. 0013: 176: 20 
65//U63313 

R-PLACE1002625//HS_2233_B2_H04_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2233 Col =8 Row=P, genomic survey sequenc 
e.//5.2e-13:137:79//AQ146663 
R-PLACE1002665//Mus musculus enhancer of polycomb 
(Epcl) mRNA, compl etecds. 115. 8e-46: 272: 94//AF07976 
5 

R-PLACE1002685//Homo sapiens B cell linker protein 
BLNR mRNA, alternatively spliced, complete cds.// 30 
1.2e-77:390: 97//AF068180 

R-PLACE1002714//Mus musculus clone 0ST2473, genomi 
c survey sequence. III. 3e- 35: 328: 78//AF046656 
R-PLACE1002722//Sequence 1 from patent US 5686597. 
//1.7e-42: 276: 89//I 73723 

R-PLACE1002768//Homo sapiens Xp22 bins 169-171 BAC 
GSHB-383H3 (Genome Systems Human BAC Library) com 
plete sequence. 110. 0098: 197: 64//AC005185 
R-PLACE1002772//Homo sapiens PAC clone DJ0560014 f 
rom 7q21. l-q21.2, complete sequence. //6.7e- 49: 378: 40 
82//AC006145 
R-PLACE1002782 
R-PLACE1002794 

R-PLACE1002811//CIT-HSP-2316H11.TF CIT-HSP Homo sa 
piens genomic clone 2316H11, genomic survey sequen 
ce. //6. Oe-50: 250: 100//AQ034981 
R-PLACE1002815//Sequence 2 from patent US 5747660. 
//2. 7e-59: 312: 84//AR005279 

R-PLACE1002816//Homo sapiens 12ql3. 1 PAC RPCI5-105 
7120 (Roswell Park Cancer Institute Human PAC libr 50 
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ary) complete sequence. //6. 3e- 59: 339: 93//AC004466 
R-PLACE1002834//Figure 2. Nucleotide and translate 
d protein sequences ofHPFl, -2, and -9.//1.4e-78:4 
13: 95//M27877 

R-PLACE1002839//Homo sapiens PAC clone DJ0015I23 f 
rom 22, complete sequence. //6. 5e- 25: 301: 74//AC0048 
19 

R-PLACE1002851//CIT-HSP-2317M9.TR CIT-HSP Homo sap 
iens genomic clone 2317M9, genomic survey sequenc 
e.//0. 0011: 210: 61//AQ040519 
R-PLACE1002853//Human interleukin 6 (IL6) gene, 3' 
flank. IIS. 8e-06: 327: 61//J03049 
R-PLACE1002881 

R-PIACE1002908//HS_3064JUJ04JF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3064 Col =7 Row=G, genomic survey sequenc 

e.//1.9e-09:156:72//AQ142985 

R-PLACE1002941 

R-PLACE1002962 

R-PLACE1002968//Human DNA sequence from clone 109F 
14 on chromosome 6p21.2-21.3. Contains the altema 
tively spliced gene for Transcriptional Enhancer F 
actor TEF-5, the 60S Ribosomal Protein RPL10A gen 
e, a PUTATIVE ZNF127 LIKE gene, and the PPARD for 
Peroxisome Proliferator Activated Receptor Delta 
(PPAR- Delta, PPAR-Beta, Nuclear Horaone Receptor 
1, NUC1, NUCI, PPARB). Contains three putative CpG 
islands, ESTs, STSs, GSSs and a carepeat polymorp 
hism, complete sequence. //1.9e-32: 314: 77//AL022721 
R-PLACE1002991//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 968D22, WORKING DRAFT S 
EQUENCE. IIL 6e-42: 343: 81//AL023755 
R-PLACE1002993//Homo sapiens PAC clone DJ0899E09 f 
rom 7qll.23-q21.1, complete sequence. 110. 56:88:72/ 
/AC004921 

R-PLACE1002996//HSJ064JUJ05JIR CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=2064 Col =9 Row=A, genomic survey sequenc 

e.//4.9e-18:117:95//AQ243211 

R-PLACE1003025//Homo sapiens PAC clone DJ0560014 f 

rom 7q21.1-q21.2, complete sequence. 110. 26: 428: 58/ 

/AC006145 

R-PLACE1003027//Homo sapiens chromosome 17, clone 
hRPK. 700X6, compl etesequence. III. 3e-95: 465: 98//A 
C005920 
R-PIACE1003044 

R-PLACE1003092//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-89. complete s 
equence. III. 6e-05: 358: 60//AL010266 
R-PLACE1003100//HS_2244 J2JMM CIT Approved Hum 
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an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2244 Col =24 Row=0, genomic surveysequenc 
e. III. 3e-42: 288: 86//AQ084224 
R-PLACE1003108//Homo sapiens clone DJ0781A18, WORK 
ING DRAFT SEQUENCE, 3unordered pieces.//0.00066:23 
3:61//AC004885 

R-PLACE1003136//Plasmodium falciparum MAL3P2, comp 
1 ete sequence. 110. 019: 429: 57//AL034558 
R-PLACE1003145 

R-PLACE1003153//Homo sapiens Xp22 BAC GSHB-536R7 10 
(Genome Systems Human BAC library) complete sequen 
ce. //3. 2e-05: 390: 58//AC004616 
R-PLACE1003174//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MTE17, complete sequence./ 
/2. 4e-06: 390: 60//AB015479 
R-PLACE1003176 

R-PLACE1003190//Homo sapiens clone RG332P12, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //4.0e- 78: 40 
6:81//AC005095 

R-PLACE1003200//Plasmodium falciparum MAL3P6, comp 20 
lete sequence. 110. 016: 411: 57//Z98551 
R-PLACE1003205//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. 110. 00084: 288: 61//AC00513 
9 

R-PLACE1003238//Homo sapiens full length insert cD 
NA clone ZD79Hll.//7.6e-114:567:96//AF086432 
R-PLACE1003249//Human Chromosome X, complete seque 
nee. III. 3e-45: 317: 85//AC002416 

R-PLACE1003256//Homo sapiens chromosome 17, clone 30 
HCIT421K24, complete sequence. //l.Oe- 45: 328: 85//AC 
004099 

R-PLACE1003258 

R-PLACE1003296//Diphoropria sp. 16S ribosomal RNA 
gene, mitochondrial gene encoding mitochondrial rR 
NA, partial sequence. 110. 050: 228: 59//U39952 
R-PLACE1003302//Figure 2. Nucleotide and translate 
d protein sequences ofHPFl, -2, and -9.//1.7e-91:4 
58:96//M27877 

R-PLACE1003334//Homo sapiens DNA sequence from BAC 40 
217C2 on chromosome 22ql3-ql3. 33. Contains a gene 
for the presumtive isolog of Rat RTP60 (nuclear p 

ore complex protein Npap60). Contains ESTs, comple 

te sequence. //4. 3e-34: 370: 71//Z82243 

R-PLACE1003342//CIT-HSP-2311D21.TF CIT-HSP Homo sa 

pi ens genomic clone 2311D21, genomic survey sequen 

ce.//1.0:159:68//AQ020460 

R-PLACE1003343//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //l.le-05: 330: 61//AC00415 50 
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R-PLACE1003353//Homo sapiens breast cancer antiest 
rogen resistance 3 protein (BCAR3) mRNA, complete 
cds. in. 4e-98: 469: 98//U92715 
R-PLACE1003361 

R-PLACE1003366//Homo sapiens CAG repeated sequenc 
e. //0. 018: 319: 61//AJ006805 

R- PLACE1003369//T1 8H1 7-T7 TAMU Arabidopsis thai i an 
a genomic clone T18H17, genomic survey sequence.// 
0.050: 155: 63//B20174 

R-PLACE1003373//Homo sapiens chromosome 17, clone 
hRPC. 1050 J J, compl ete sequence. Ill . 2e-62: 434: 83/ 
/AC004771 

R-PLACE1003375//Dictyostelium discoideum golvesin 
(gol) gene, complete cds.//0.042:263:57//U89350 
R-PLACE1003383//Homo sapiens genomic DNA of 9q32 a 
nti -oncogene of flat epitherium cancer , segment 1 
0/10. Ill . 7e-83: 429: 96//AB020878 
R-PLACE1003401//Homo sapiens chromosome 17, clone 
hRPK. 85_B_7, compl etesequence. 111. 4e-13: 175: 76//A 
C005695 

R-PLACE1003420//Homo sapiens PAC clone DJ0988G15 f 
rom 7q33-q35, compl etesequence. //2. le-05: 340: 61//A 
C005587 

R-PLACE1003454//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-64, complete s 
equence. 110. 47: 411: 58//AL009014 
R-PLACE1003478//M.capricolum DNA for CONTIG MC175. 
//0.51:253:59//Z33125 

R-PLACE1003493//Homo sapiens chromosome 17, clone 
hRPK. 394 JL10, complete sequence. //4.6e-37: 319: 81/ 
/AC006080 

R-PLACE1003516//CIT-HSP-2295H19.TF CIT-HSP Homo sa 
pi ens genomic clone 2295M19, genomic survey sequen 
ce. III. Oe-40: 251: 90//AQ007480 
R-PLACE1003519//Homo sapiens chromosome 21q22.3 PA 
C 141B3, complete sequence, containing ribosomal p 
rotein homologue pseudogene L23a.//2.7e-29: 163:89/ 
/AF064859 

R-PUCE1003521//HS_3252_A2_G05_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3252 Col =10 Row=M, genomic surveysequenc 
e.//0. 00017: 274: 60//AQ221562 
R-PLACE1003528//HS_2041_BLB07JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2041 Col=13 Row=D, genomic surveysequenc 
e. //6. 6e-40: 219: 83//AQ230483 
R-PLACE1003537//Drosophila melanogaster mitochondr 
ial cytochrome c oxidase subunits, ATPase6, 7 tRNA 
s (Trp, Cys, Tyr, Leu(UUR), Lys, Asp, Gly) genes, 
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and unidentified reading frames A61, 2 and 3.//8.3 
e-05: 300: 61//J01404 

R-PLACE1003553//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 97P20, WORKING DRAFT SE 
QUENCE. //2. 7e-87: 450: 96//AL031297 
R-PLACE1003566 

R-PLACE1003575//Homo sapiens chromosome 16, cosmid 
clone 325D7, compl etesequence.//4.7e- 20: 148: 78//A 
C003965 

R-PIACE1003583//Human DNA sequence from PAC 388N15 10 
on chromosome Xq21. 1.//3. 5e-18: 287: 68//Z99571 
R-PLACE1003584 

R-PLACE1003592//Homo sapiens cosmid 223D9 from Xq2 
8, compl ete sequence. 111. 5e- 10: 153: 73//AF061032 
R-PLACE1003593//Human BAC clone RG030H15 from 7q3 
1 , compl ete sequence. IIS. 9e-07: 240: 65//AC002066 
R-PLACE1003596//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y87G2, WORKING 
DRAFT SEQUENCE. 110. 13: 393: 60//AL022597 
R-PLACE1003602//Homo sapiens mRNA expressed in pla 20 
centa. 111. 4e-95: 576: 88//D83200 
R-PLACE1003605//Homo sapiens BAC clone RG331C24 fr 
om 7q21, complete sequence. 111. 9e- 19: 302: 71//AC002 
081 

R-nnnnnnnnnnnn 

R-PLACE1003618//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 191E19, WORKING DRAFT S 
EQUENCE. IIS. 3e-57: 469: 80//AL034451 
R-PLACE1003625//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 30 
NCE, 4 unordered pieces. 111. 1 e-05: 339: 62//AC004688 
R-PLACE1003638//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1104E15, WORKING DRAFT 
SEQUENCE. 111. 5e-38: 279: 84//AL022312 
R-PLACE1003669//HSJ054^A2_E07_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3054 Col=14 Row=I, genomic surveysequenc 
e. //0. 014: 265: 61//AQ132713 

R-PLACE1003704//HS_3213_A1_D12J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=3213 Col=23 Row=G, genomic surveysequenc 
e. //0. 80: 195: 61//AQ176784 

R-PLACE1003709//Human BAC clone RG126M09 from 7q21 
-q22, complete sequence. 110. 018: 152: 61 //AC002067 
R-PLACE1003711//Human endothelial nitric oxide syn 
thase gene, complete cds.//1.7e-61:366:89//D26607 
R-PLACE1003723//Homo sapiens DNA sequence from clo 
ne 78F24 on chromosome22q 12. 1-12.3. Contains one e 
xon of an Oxysterol -binding protein (0SBP)UKE gen 
e. Contains GSSs and an STS, complete sequence.// 50 
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2. 7e-44: 505: 73//AL022336 

R-PLACE1003738//H. sapiens DNA sequence. 110. 93: 185: 
60//Z22357 

R-PLACE1003760//Human globin gene.//5.9e-97:538:91 
//M69023 

R-PLACE1003762//Homo sapiens chromosome 17, clone 
HCIT39G8, compl ete sequence. 1 1 A. 6e- 13: 134: 79//AC00 
3070 

R-PLACE1003768//Homo sapiens chromosome 17, clone 
hRPK. 142_H_19, complete sequence. //5.4e- 12: 189:71/ 
/AC005919 

R-PLACE1003771//Homo sapiens BAC clone GS164B05 fr 
om 7p21-p22, completesequence.//l. 7e-119: 619: 95//A 
C004160 

R-PLACE1003783 

R-PLACE1003784//Homo sapiens chromosome 19, CIT-HS 
P-87ml7 BAC clone, complete sequence. //5.6e- 15: 20 
4: 74//AC004659 

R-PLACE1003795//CIT-HSP-2374C8.TR CIT-HSP Homo sap 
iens genomic clone 2374C8, genomic survey sequenc 
e.//7.0e-37: 234: 89//AQ1 14933 
R-PLACE1003833//Homo sapiens full length insert cD 
NA clone ZE15C06.//4.4e-59:313:95//AF086558 
R-PLACE1003850 
R-PLACE1003858 

R-PLACE1003870//Homo sapiens Chromosome 22qll.2 Co 

smid Clone 15al0 In DGCR Region, complete sequenc 

e.//8.7e-33:285:81//AC000072 

R-nnnnnnnnnnnn 

R-PIACE1003886 

R-PLACE1003888//Homo sapiens chromosome 4 clone B7 
1H12 map 4q25, complete sequence. 110. 73: 127: 65//AC 
004069 

R-PLACE1003900//Homo sapiens ADP/ATP carrier prote 
in (ANT- 2) gene, complete cds.//1.9e-05:239:59//L7 
8810 

R-PLACE1003903//Homo sapiens full length insert cD 
NA clone ZD78D11.//8. le-74:369:97//AF086422 
R-PLACE1003915//Mus musculus bone morphogeneti c pr 
otein-6 (BMP- 6) gene.exons 6 and 7 and complete cd 
S.//0. 56:247:61//U73520 

R-PLACE1003923//Caenorhabditis elegans cosmid Y57G 
11C, complete sequence. 1/0. 67: 213: 63//Z99281 
R-PLACE1003932//Human DNA sequence from cosmid U90 
B3, on chromosome Xpll, contains ESTs.//8.7e-49:34 
2:85//Z74022 

R-PLACE1003936//H. sapiens gene for ventricular myo 
sin light chain 2.//2.6e-09:394:61//Z15030 
R-PLACE1003968//Plasmodium falciparum DNA *** SEQU 
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ENCING IN PROGRESS ***from contig 4-62, complete s 
equence. //I. 3e-07: 245: 65//AL010247 
R-PLACE1004104 

R-PLACE1004114/7Human PAC clone RG212D03, complete 
sequence. //5. Oe-07: 336: 61//AC002485 
R-PLACE1004118//HS_3092_B1_B01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3092 Col=l Row=D, genomic survey sequenc 
e.//0.80:207:60//AQ128151 

R-PLACE1004128//Rattus norvegicus guanine nucleoti 10 
de binding protein beta 4 subunit mRNA, partial cd 
s.//1.8e-06:193:66//AF022085 
R-PLACE1004149//HS_2253 J12_J11JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2253 Col =22 Row=K, genomic surveysequenc 
e. //2. 4e-59: 315: 95//AQ129711 
R-PLACE1004156//Homo sapiens Xp22 bins 3-5 PAC RPC 
I4-617A9 (Roswell ParkCancer Institute Human PAC L 
ibrary) containing Arylsulfatase D and E genes, co 
mplete sequence. //8. 3e-53: 299: 76//AC005295 20 
R-PLACE1004161 

R-PLACE1004183//Homo sapiens for TOMl-like protei 
n. //1. 3e-80: 434: 93//AJ010071 
R-PUCE1004197//RPCI11-69N15.TK RPCI11 Homo sapien 
s genomic clone R-69N15, genomic survey sequence./ 
/0. 0078: 170: 65//AQ265515 

R-PLACE1004203//Homo sapiens semaphorin L (SEMAL) 
mRNA, compl ete cds. //3. 4e- 105: 501 : 98//AF030698 
R-PLACE1004242//Homo sapiens DNA sequence from PAC 
124C6 on chromosome 6q21. Contains genomic marker 30 
D6S1603, ESTs, GSSs and a STS with a CA repeat po 
lymorphism, complete sequence. //6. le-65: 373: 86//AL 
021326 

R-PLACE1004256//Homo sapiens BAC clone NH0044G14 f 
rom 7ql 1.23-21.1, complete sequence. //0. 01 1:383: 61 
//AC006031 

R-PLACE1004257//Homo sapiens Xp22 BAC GSHB-433024 
(Genome Systems HumanBAC library) complete sequenc 
e. //3. 4e-09: 576: 59//AC004470 

R-PLACE1004258//HS_3034JU_B12_MR CIT Approved Hum 40 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3034 Col =23 Row=C, genomic surveysequenc 
e.//1.4e-35:359: 77//AQ128936 
R-PLACE1004270//CITBI -E1-2504R14.TR CITBI-E1 Homo 
sapiens genomic clone2504R14, genomic survey seque 
nee. //2. 7e-06: 150: 74//AQ261108 
R-PLACE1004274//Homo sapiens BAC clone NH0436H22 f 
rom 2, complete sequence. //0. 025: 1 16: 72//AC005234 
R-PLACE1004277//Homo sapiens two pore domain K+ ch 
annel (TASK- 2) mRNA, complete cds. //4.4e- 106: 581: 9 50 
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1//AF084830 

R-PLACE1004284//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 59: 231: 60//AC005308 
R-PLACE1004289//Homo sapiens chromosome 17, clone 
hRPK. 700_H_6, compl etesequence. //5. 8e-31 : 340: 75//A 
C005920 

R-PLACE1004302//Homo sapiens clone RG332P12, WORKI 
NG DRAFT SEQUENCE, 1 unordered pieces. //6.4e-90: 57 
2: 86//AC005095 

R-PLACE1004316//H. sapiens mRNA for apoptosis speci 
fic protein. //1. 9e- 113: 590: 94//Y11588 
R-PLACE1004336//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1013A10, WORKING DRAFT 
SEQUENCE. //2. 3e-65: 292: 82//AL033383 
R-PLACE1004358//Homo sapiens connector enhancer of 
KSR-like protein CNKlmRNA, complete cds.//2.4e-7 
0:379:93//AF100153 

R-PLACE1004376//CIT-HSP-2287H8.TF CIT-HSP Homo sap 
iens genomic clone 2287M8, genomic survey sequenc 
e. //0. 47: 173: 61//AQ000837 

R-PLACE1004384//CIT-HSP-2316J11.TF CIT-HSP Homo sa 
piens genomic clone 2316J11, genomic survey sequen 
ce. //0. 035: 109: 69//AQ037817 
R-PLACE1004388//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 3-82. complete s 
equence. //4. 2e-06: 381: 60//AL010149 
R-PLACE1004405//Homo sapiens clone GS512I21, WORKI 
NG DRAFT SEQUENCE, 9 unordered pieces.//0.20:270:6 
0//AC005027 

R-PLACE1004425//Homo sapiens PAC clone DJ0733B09 f 
rom 7pl4-pl3, completesequence.//1.3e-96:516:94//A 
C005532 

R-PLACE1004428//Human DNA sequence from clone 888M 
10 on chromosome lp36. 11-36.31 Contains part of ge 
ne KIAA0453, EST, STS, GSS, complete sequence. //5. 
8e-10: 279: 65//AL031296 

R-PLACE1004437//Human NAD+-specific isocitrate deh 
ydrogenase beta subunit precursor, mRNA, nuclear g 
ene encoding mitochondrial protein, compl etecds.// 
2.9e-88:516:88//U49283 

R-PUCE1004451//HS_2258_B2_F01_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2258 Col =2 Row=L, genomic survey sequenc 
e.//0.82: 172: 61//AQ221189 
R-PLACE1004460 

R-PLACE1004467//Syrian hamster carbamoyl phosphate 
synthetase- aspartate transcarbamylase-di hydroorota 
se (CAD) gene, exons 1 and 2.//1. 2e-24:311:62//M31 
621 
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R> PLACE 1 0044 7 1 //Homo Sapiens Chromosome X clone bW 
XD75, complete sequence. III. le-34: 333: 70//AC004389 
R-PLACE1004473 

R-PLACE1004491//Drosophila melanogaster Oregon-R m 
itochondrial A+T region. III. Oe- 08: 485: 60//U 11 584 
R-PLACE1004506 

R-PLACE1004510//Plasmodlum falciparum chromosome 
2, section 64 of 73 ofthe complete sequence. //0. 00 
94:543:56//AE001427 

R-PLACE1004516//Homo sapiens BAC clone BK085E05 fr 10 
om 22ql2. 1-qter, complete sequence. //0. 0001 1:343: 5 
9//AC003071 
R-PLACE1004518 

R-PLACE1004548//Homo sapiens Xp22 BAC GS-551019 (G 
enome Systems Human BAC library) and cosmids U199A 
7 and U209F2 (Lawrence Livennore X chromosome cosm 
id library) containing part of human chloride chan 
nel 4 gene, complete sequence. //4. 9e- 40: 245: 80//AC 
003666 

R-PLACE1004550 20 
R-PLACE1004564//B.taurus mRNA for cleavage and pol 
yadenylation specificity factor. 112. 7e- 82: 532: 86// 
X75931 

R-PLACE1004629//Homo sapiens chromosome 7 clone UW 
GC:g3586a230 from 7pl4-15, complete sequence. //0. 0 
15:437:59//AC004800 

R-PLACE1004645//CIT-HSP-2370D6.TR CIT-HSP Homo sap 
iens genomic clone 2370D6, genomic survey sequenc 
e.//0.033:76: 75//AQ110136 

R-PLACE1004646//Homo sapiens cosmid 120C12 from Xq 30 
28, complete sequence. 112. Oe- 23: 237: 79//AF036876 
R-PLACE1004658//Homo sapiens Chromosome 12pl3.3 BA 
C RPCI11-21K20 (Roswell Park Cancer Institute Huma 
n BAC Library) complete sequence. //7. le-09: 94: 87// 
AC005343 

R-nnnimimnimnn//RPCIll-79G23.TV RPCI11 Homo sapien 
s genomic clone R-79G23, genomic survey sequence./ 
/2.2e-81:433:94//AQ283692 

R-PLACE1004672//Human ABL gene, exon lb and intron 
lb, and putative M8604 Met protein (M8604 Met) g 40 
ene, complete cds. 112. 7e-24: 263: 74//U07561 
R-PLACE1004674//Homo sapiens calcium binding prote 
in (ALG-2) mRNA, complete cds.//l. le-89: 513: 91//AF 
035606 

R-PLACE1004681//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non- small cell lung cancer , segment 3/11. //1.3e- 
96:498:95//AB020860 
R-PLACE1004686 

R-PLACE1004691//Homo sapiens genomic DNA of 8p21.3 50 
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-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 2/11. //2.1e- 
33: 290: 80//AB020859 

R-PLACE1004693//Caenorhabditis elegans cosmid Y2H9 
A, complete sequence. //1.0: 195: 60//AL021448 
R-PLACE1004716//CITBI -E1-2519C14.TR CITBI-E1 Homo 
sapiens genomic clone2519C14, genomic survey seque 
nee. IIS. 0e-43: 245: 93//AQ276965 
R-PLACE1004722//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //0. 0022: 360: 60//AC00 
5507 

R-PLACE1004736 
R-PIACE1004740 

R-nnnnnnnnnnnn//Homo sapiens ubi qui tin- protein lig 
ase E3-aipha (DBR1) mRNA, partial cds.//5.4e-105: 5 
75:92//AF061556 

R-PLACE1004751//Homo sapiens Xq28 BACs 360 F12, GS 
HB-555C13, complete sequence. 119. Oe- 26: 317: 76//AC0 
02523 

R-PLACE1004773//Homo sapiens inversin protein mRN 
A, complete cds.//8.5e-88:437:96//AF084367 
R-PLACE1004777//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 3/15, W 
0RKING DRAFT SEQUENCE. //0. 050: 138: 65//AP0000 10 
R-PLACE1004793//Human endogenous retrovirus HERV-R 
(HML6) proviral cloneHML6. 17 putative polymerase a 
nd envelope genes, partial cds, and 3 LTR.//5. le-5 
8: 313: 80//U60269 

R-nnniuinnnnnnn//Homo sapiens mRNA for RIAA0606 pro 
tein, partial cds. //5.8e-98: 580: 88//AB01 1178 
R-PLACE1004813//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //5.3e-09: 256: 64//AC 
005140 

R-PLACE1004814//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds.//3. 
5e- 107: 358: 99//AF069250 

R-PLACE1004815//Human Chromosome llq!2.2 PAC clone 
pDJ606g6, compl ete sequence. 11%. 8e-61 : 353: 89//AC0 
04126 

R-PLACE1004824//Homo sapiens chromosome 17, clone 
hCIT.468_F_23, W0RKINGDRAFT SEQUENCE, 3 unordered 
pieces. 115. 7e-42: 364: 79//AC004666 
R-PLACE1004827//Homo sapiens Xp22 BAC GS-594A7 (Ge 
name Systems Human BAClibrary) contains ftox gene, 
complete sequence. //2.7e- 14: 156: 79//AC003669 
R-PLACE1004836//HS_2270_ J A2_H10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2270 Col =20 Row=0, genomic surveysequenc 
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e.//8.6e-51:267:96//AQ164110 
R-PUCE1004838//CIT-HSP- 2343E10.TR CIT-HSP Homo sa 
pi ens genomic clone 2343E10, genomic survey sequen 
ce. 110. 071 : 168: 63//AQ058544 
R-PLACE1004840//Sequence 4 from patent US 5728819. 
//I. 6e- 26: 150: 98//I 92820 

R-PLACE1004868//Human Chromosome X clone bWXD342, 
complete sequence. //0. 57: 344: 59//AC004072 
R-PLACE1004885//HS_3235_B2_E07JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 10 
one Plate=3235 Col=14 Row=J, genomic surveysequenc 
e.//l. le-38: 175: 78//AQ210193 
R-PLACE1004900//Human DNA sequence from clone 353H 

6 on chromosome Xq25-26.2. Contains the alternativ 
ely spliced SHARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Ribo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. //2.0e- 44: 334: 84//AL022 
577 20 
R-PLACE1004902 

R-nimnnimnnnnn//Human DNA sequence from clone J428 
A131, WORKING DRAFT SEQUENCE. 111. 7e-58: 377: 87//Z82 
209 

R-PLACE1004918//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-248F7, complete sequence. //0. 00084: 3 
73:60//AC004605 

R-PLACE1004930//Homo sapiens MDC-3.13 isoform 1 mR 
NA, complete cds.//2.0e-100:532:93//AF099936 
R-PLACE1004934//Homo sapiens clone RG062N11, W0RKI 30 
NG DRAFT SEQUENCE, 2 unordered pieces. //0. 00030: 19 
8:66//AC005683 

R-PLACE1004937//Caenorhabditis elegans SEL-10 (sel 
-10) mRNA, complete cds.//1.3e-13: 367: 61//AF020788 
R-PLACE1004969//Human DNA sequence from clone LUCA 

7 on chromosome 3, complete sequence. //0. 97: 116:71 
//Z84494 

R-PLACE1004972 

R-PLACE1004979//Plasmodium falciparum HAL3P4, comp 
1 ete sequence. //0. 74: 304: 60//AL008970 40 
R-PLACE1004982//Plasmodium falciparum 3D7 chramoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //4. 7e-05:495:57//AC00530 
8 

R-PLACE1004985//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 451B21, WORKING DRAFT S 
EQUENCE. III. 5e-10: 410: 60//AL033522 
R-PLACE1005026//Homo sapiens PAC clone DJ0907C10 f 
rom 7q31-3q32, complete sequence. III. 7e- 56: 158: 99/ 
/AC004925 50 
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R-PLACE1005027 

R-PLACE1005046//Homo sapiens chromosome 19, cosmid 
F20237, complete sequence. //3.1e-63: 438: 86//AC005 
775 

R-PLACE1005052//Homo sapiens chromosome Xp22- 135-1 
36 clone GSHB-567I1, WORKING DRAFT SEQUENCE, 35 un 
ordered pieces. 7/6. le-87: 301: 98//AC005867 
R-PLACE1005066//Human DNA sequence from clone 67K1 
7 on chromosome 6q24.1-24.3. Contains the HIVEP2 
(Schnurri-2) gene for HIV type 1 Enhancer- binding 
Protein 2, and a possible pseudogene in an intron 
of this gene. Contains STSs and GSSs and an AAAT r 
epeat polymorphism, complete sequence. III. le-09: 45 
3:61//AL023584 

R-PLACE1005077//H. sapiens genes for semenogelin I 
and semenogel in 1 1 . 112. 6e-05: 199: 66//Z47556 
R-PLACE1005085//Homo sapiens chromosome 17, clone 
hRPK. 293JL20, complete sequence. 111. le-42: 384: 69/ 
/AC005495 

R-PUCE1005086//RPCI11-30H10.TV RPCI-11 Homo sapie 
ns genomic clone RPCI-11-30H10, genomic survey seq 
uence. 110. 13: 112: 67//B87788 
R-PLACE1005101//Homo sapiens (clone zapl28) mRNA, 
3' end of cds.//2.5e-97:531:92//L40401 
R-PLACE1005102//Homo sapiens chromosome 19, cosmid 
R29388, complete sequence. //1.3e-91: 504: 92//AC004 
476 

R-PLACE1005108//Homo sapiens BAC129, complete sequ 
ence. //4. Oe-28: 232: 84//U85195 
R-PLACE1005111//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 566H6, WORKING DRAFT SE 
QUENCE. //3. 0e-18: 174: 74//AL031845 
R-PLACE1005128 
R-PLACE1005146 

R-PLACE1005162//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //2.4e-07: 273: 61//AC 
005140 

R-nnnnnnnnnnnn//Rat alternatively spliced mRNA.// 
8.1e-20:185:82//M93018 

R-PLACE1005181//HS_2182_B2_B05_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2182 Col =10 Row=D, genomic surveysequenc 
e. //4. 9e-05: 193: 65//AQ030787 
R-PLACE1005187//Arabidopsis thaliana chromosome II 
BAC T14A4 genomic sequence, complete sequence.// 
0.00073: 264: 60//AC006161 

R-PLACE1005206//Homo sapiens full length insert cD 
NA YN66A06. 116. 3e-64: 343: 93//AF075043 
R-PLACE1005232//Human DNA sequence *** SEQUENCING 
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IN PROGRESS *** from clone 25J6, WORKING DRAFT SEQ 

UENCE. U\ . 3e-34: 286: 81//Z84476 

R-PLACE1005243 

R-PLACE1005261//Caenorhabditis elegans cosmid ZK66 
6, complete sequence. //0. 66: 180: 60//Z49132 
R-PLACE1005266//Homo sapiens clone RG122E10, compl 
ete sequence. //I. 3e-15: 166: 78//AC005067 
R-PLACE1005277//CITBI-E1-2514D4.TF CITBI-E1 Homo s 
apiens genomic clone 251 4D4, genomic survey sequen 
ce.//2.5e-34:358:74//AQ265720 10 
R-PLACE1005287//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***from MAL1P1, WORKING DRAFT S 
EQUENCE. //4. le-07: 495: 60//AL031744 
R-PLACE1005305//HS_3180_B2_D02_MR CIT Approved Hum 
an- Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3180 Col =4 Row=H, genomic survey sequenc 
e.//l.le-42:308:85//AQ169443 
R-PLACE1005308 

R-PLACE1005313//Human Chromosome 11 pac pDJ227b23, 
WORKING DRAFT SEQUENCE, 19 unordered pieces. //0.0 20 
0048: 320: 60//AC000383 

R-PLACE1005327//chromosome 1 specific transcript K 
IAA0491. //5. 4e-103: 537: 94//AB007960 
R-PLACE1005331//Homo sapiens chromosome 19, cosmid 
F20569, compl ete sequence. 1/1. 2e-94: 536: 91//AC004 
794 

R-PLACE1005335//Human Chromosome 3 pac pDJ70ill, W 
ORKING DRAFT SEQUENCER unordered pieces. //5. 3e- 3 
2:313:79//AC000380 

R-PLACE1005373//Homo sapiens BAC129, complete sequ 30 
ence. //8. 8e- 10: 229: 68//U85195 
R-PLACE1005374//Homo sapiens chromosome 17, clone 
hRPK. 401JL9, compl etesequence. //3. Oe-44: 434: 77//A 
C005291 

R-PLACE1005409//Human BAC clone RG167B05 from 7q2 
1, complete sequence. //8.8e- 105: 529: 96//AC003991 
R-PLACE1005453//Human PAC clone DJ327A19 from Xq25 
-q26, complete sequence. //4. 7e- 39: 302: 82//AC0024 77 
R-PLACE1005467//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 167P19, WORKING DRAFT S 40 
EQUENCE. //I. le-40: 328: 81//Z93014 
R-PLACE1005471//Human DNA sequence from clone 395P 
12 on chromosome lq24-25. Contains the TXGP1 gene 
for tax-transcriptionally activated glycoprotein 1 
(34kD) (0X40 ligand, 0X40L) and a G0T2 (Aspartate 
Aminotransferase, mitochondrial precursor, EC 2. 
6.1.1, Transaminase A, Glutamate Oxaloacetate Tran 
saminase-2) pseudogene. Contains ESTs, STSs and GS 
Ss, compl ete sequence. //6. 4e-68: 409: 90//AL022310 
R-PLACE1005477//Human DNA sequence *** SEQUENCING 50 
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IN PROGRESS *♦* from clone 32B1, WORKING DRAFT SEQ 
UENCE. //0. 020: 216: 66//AL023693 
R-PLACE1005480//Homo sapiens chromosome 19, CIT-HS 
P BAC 490g23 (BC338531), complete sequence. //2.8e- 
44: 327: 70//AC005392 

R-PLACE1005481//Homo sapiens chromosome 17, clone 
hRPC.1164_0_3, complete sequence. //4.2e-23: 284: 74/ 
/AC004703 

R-PLACE1005494//Danio rerio homeobox protein LIH-3 

(lim3) gene, exon 4.//0. 19: 468: 60//AF031631 
R-PLACE1005502//Homo sapiens formin binding protei 
n 21 mRNA, complete cds.//1.6e-55:277:98//AF071185 
R-PLACE1005526//Human mRNA for alpha- 1 type II col 
lagen.//0.10:227:63//X16468 
R-PLACE1005528//Homo sapiens genomic DNA. chromoso 
me 21qll.l, segment 9/28, WORKING DRAFT SEQUENCE./ 
/2.3e-76:395:96//AP000038 

R-PLACE1005530//C.familiaris CA repeat sequence (i 
sol ate ) . //0. 023: 90: 75//X86184 
R-PLACE1005550//Fugu rubripes GSS sequence, clone 
048A08bHl, genomic survey sequence. //2.0e- 09: 235:6 
4//AL025928 

R-PLACE1005554//Homo sapiens chromosome 17, clone 
hRPK. 215_P_18, compl ete sequence. //0. 069: 305: 60//A 
C005969 

R-PLACE1005557//Homo sapiens chromosome 17, clone 
hRPC. 117X12, complete sequence. //4. 3e-105: 587: 91 
//AC004707 

R-PLACE1005574//Human BAC 367D17 from chromosome 1 
8, compl ete sequence. //1 . 5e- 17: 274: 67//AC003971 
R-PLACE1005584//Homo sapiens PAC clone DJ1186C01 f 
rom 7q21.2-q31.1, complete sequence. //2.7e- 15: 191: 
77//AC004991 

R-PLACE1005595//Human Chromosome llql2.2 PAC clone 
pDJ606g6, complete sequence. //6.4e- 90: 453: 96//AC0 
04126 

R-PLACE1005603//Homo sapiens cosmid clone U169D2 f 
rom Xp22. 1-22.2, complete sequence. //0. 69: 322:61// 
U72788 

R-PLACE1005611//Borrelia burgdorferi plasmid cpl8, 
OspE (ospE) gene, partial cds. //0. 059: 473: 56//U42 
599 

R-PLACE1005623//Homo sapiens full length insert cD 
NA cl one ZD76B03. //1 . 6e- 1 13: 575: 95//AF086405 
R-PLACE1005630//High throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pieces. //5. 6e-79: 270: 94//AC005840 
R-PLACE1005639//Human BAC clone RG022J17 from 7q2 
1, complete sequence. //8. 2e- 56: 441: 83//AC002382 
R-PLACE1005646//Homo sapiens RNA heli case- related 
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protein mRNA, completecds. //3.2e-110: 585: 93//AF083 
255 

R-PLACE1005656//Honio sapiens chromosome 17, clone 
hRPK.628_E_12, complete sequence. //8.6e- 08: 505: 58/ 
/AC005701 

R-PLACE1005666//Human DNA sequence from PAC 360E18 
on chromosome X contains EST, CpG island and poly 
morphic CA repeat. //3.2e-27: 307: 72//Z82203 
R-PLACE1005698//344B22.TV CIT978SKA1 Homo sapiens 
genomic clone A-344B22, genomic survey sequence.// 10 
0. 030:91: 70//B15144 

R-PLACE1005727//Human variable number tandem repea 
t (VNTR) region, allele 17R1 3* to collagen type I 
I (C0L2A1) gene.//5.2e-10:587:59//L10171 
R-PLACE1005730//Homo sapiens ADP/ATP carrier prote 
in (ANT- 2) gene, complete cds. //0. 0039: 239: 58//L78 
810 

R-PLACE1005739//Hus musculus IFN-gamma induced (Mg 
11) mRNA, complete cds. //2.2e-21: 270: 72//U15635 
R-PLACE1005755//Caenorhabditis elegans cosmid M03F 20 
4. //6. 9e-08: 219: 64//U64601 

R-PLACE1005763//Human mRNA for KIAA0118 gene, part 
ial cds.//1.0e-45:268:87//D42087 
R-PLACE1005799//Human X chromsome mRNA for CCG1 pr 
otein inv. in cell proliferation.//0.030:91:78//X0 
7024 

R-PLACE1005802//Homo sapiens PAC clone DJ044L15 fr 
om Xq23, complete sequence. //1. 4e- 69: 391: 92//AC004 
827 

R-PLACE1005803 30 
R-PLACE1005804//Human BAC clone RG341D10 from 7pl5 
-p21, complete sequence. //1.8e-21: 175: 75//AC002530 
R-PLACE1005828//Homo sapiens chromosome 17, clone 
hRPC.971_F_3, W0RKINGDRAFT SEQUENCE, 1 ordered pie 
ces. //2. 9e-56: 333: 91//AC004150 
R-PLACE1005834//Plasmodium falciparum DNA *** SEQD 
ENCING IN PROGRESS ***from MAL1P2, WORKING DRAFT S 
EQUENCE. //0. 020: 513: 55//AL031745 
R-PLACE1005845//Rabbit mRNA for protein phosphatas 
e 2A-beta.//1.8e-10:182:69//Y00763 40 
R-PLACE1005850 

R-PUCE10G5851//Homo sapiens clone DJ0789I05, WORK 
ING DRAFT SEQUENCE, 2unordered pieces. //5.5e- 06: 31 
8: 63//AC004887 

R-PLACE1005876//B.taurus mRNA for cleavage and pol 
yadenyl ati on speci f i ci ty factor. //6. 7e- 28: 366: 72// 
X75931 

R-PLACE1005884//Human DNA sequence from cosmid V52 
6F1, between markers DXS366 and DXS87 on chromosom 
e X contai ns STS. //I . Oe-06: 306: 64//Z70281 50 
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R-PLACE1005898//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC336 genomicsequence. WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 0094: 449: 59//AC005139 
R-PLACE1005921//CITBI-E1-2509N21.TF CITBI-E1 Homo 
sapiens genomic clone2509N21, genomic survey seque 
nee. //4. 8e-84: 494: 89//AQ261347 
R-PLACE1005923//RPCI11-65N9.TJ RPCI11 Homo sapiens 
genomic clone R-65N9, genomic survey sequence. //8. 
3e-97: 520: 93//AQ237243 

R-PLACE1005925//Human DNA sequence from clone 231L 
4 on chromosome Xq27. 1-27.3 Contains GSS, STS, com 
plete sequence. //5. 2e-67: 578: 78//AL022719 
R-PLACE1005932//Caenorhabditis elegans cosmid Y52B 
11A, complete sequence. //0. 0035: 176: 62//AL032654 
R-PIACE1005934 

R-PLACE1005936//Arabidopsis Thai i ana BAC F6A4, Chr 
omosomelV, near 60.5cH, complete sequence. //0. 000 
21:272:62//AF069716 
R-PLACE1005951 

R-PLACE1005953//Caenorhabditis elegans cosmid F09E 
5.//1.3e-07:349:60//U37429 

R-PLACE1005955//Human HepG2 3' region Mbol cDNA, c 
lone hmdld01m3. //8. 3e-08: 128: 70//D17131 
R-PLACE1005966//Pontia protodice large subunit rib 
osomal RNA gene, partial sequence; tRNA-Val gene, 
complete sequence; and small subunit ribosomal RNA 

gene, partial sequence, mitochondrial genes for m 
itochondrial RNAs. //7. Oe-09: 549: 59//AF044863 
R-PLACE1005968//Rattus norvegicus mRNA for p47, co 
mplete cds. //I. le-51: 394: 81//AB002086 
R-PLACE1005990//Homo sapiens chromosome 12pl3.3 cl 
one RPCI11-407G6, WORKING DRAFT SEQUENCE, 51 order 
ed pi eces. //4. 4e-63: 369: 91//AC005866 
R-PLACE1006002//Human cosmid CRI-JC2015 at D10S289 

in 10spl3. //5. 9e-27: 299: 74//U15177 
R-PLACE1006003//Mus musculus clone 0ST18050, genom 
ic survey sequence. //3.5e-07: 164: 67//AF046375 
R-PLACE1006011//Mus musculus poly-(ADPribosyl)-tra 
nsferase homolog PARPmRNA, complete cds.//l. le-32: 
266:83//AF072521 

R-PLACE1006017//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 31e In DGCRRegion, complete sequence.// 
1.8e-17:164:82//AC000077 

R-PLACE1006037//Mus musculus B6D2F1 clone 2C11B mR 
NA. //2. Oe-49: 557: 72//U01139 
R-PLACE1006040//Homo sapiens mRNA for alpha endosu 
lfine. //A. 3e-13: 128: 81//X99906 
R-PLACE1006076//Homo sapiens clone DJ0781A18, WORK 
ING DRAFT SEQUENCE, 3unordered pieces.//3.3e-18:22 
0:74//AC004885 
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R-PLACE10061 19//P1 asmodium berghei (STRAIN ANKA) g 
amma-GCS gene, complete CDS. //O. 0050: 271 : 63//AJ005 
122 

R-PLACE1006129//Drosophila melanogaster, chromosom 
e 2R, region 31C1-31D6. PI clone DS08879, complete 
sequence. //0. 43: 178: 65//AC005454 
R-PLACE1006139//Homo sapiens PAC clone DJ0659J06 f 
rom 7q33-q35, compl etesequence. //7. 5e- 13: 222: 68//A 
C004849 

R-PLACE1006143//P1 asmodium falciparum MAL3P6, comp 10 
1 ete sequence. //0. 00019: 455: 59//Z98551 
R-PLACE1006157//P1 asmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. //0. 00018: 351: 60//AL034557 
R-PLACE1006159//Homo sapiens chromosome 10 clone L 
A10NC01J24JU map 10q25.1, WORKING DRAFT SEQUENC 
E, 1 ordered pi eces. //I . Oe- 1 13: 586: 96//AC006103 
R-PLACE1006164//Human hereditary haemochromatosi s 
region, hi stone 2A-like protein gene, hereditary h 
aemochromatosis (HLA-H) gene, RoRet gene, and sodi 20 
urn phosphate transporter (NPT3) gene, complete cd 
s. //I. Oe-28: 342: 75//U91328 

R-PLACE1006167//Homo sapiens full length insert cD 
NA clone ZE14E04.//4.6e-77:426:93//AF086555 
R-niuinnimnniinn//Mouse mRNA for alpha-adaptin (C)./ 
/3. Oe-46: 188: 82//X14972 

R-PLACE1006187//Homo sapiens cyclin E2 mRNA, compl 
ete cds. //I . 6e-116: 597: 95//AF091433 
R-PLACE1006195//Homo sapiens chromosome 19, fosmid 
39554, complete sequence. //8.8e-l 1:148: 74//AC0044 30 
10 

R-PLACE1006196 

R-PLACE1006205//Genomic sequence from Mouse 11, co 
mplete sequence. //8. 4e-44: 332: 85//AC000398 
R-PLACE1006223//Human DNA sequence from cosmid U74 
Cll, between markers DXS6791 and DXS8038 on chromo 
some X contains ESTs. //0. 041: 215: 61//Z73362 
R-PLACE1006225//Caenorhabditis elegans cosmid Y69H 
2, compl ete sequence. //9. 7e- 13: 358: 63//Z98877 
R-PLACE1006236//P1 asmodium falciparum HAL3P4, comp 40 
lete sequence. //0. 00019: 538: 58//AL008970 
R-nnnjinnnnnnnn//Homo sapiens BAC clone RG118D07 fr 
om 7q31, complete sequence. //3. le- 96: 497: 95//AC004 
142 

R-PLACE1006246//Homo sapiens clone NH0144M13, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //0. 029: 499: 
56//AC006034 

R-PLACE1006248//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds.//9.2e-96:499:95//AB014548 
R-PLACE1006262//Homo sapiens Xp22 GSHB-314C4 (Geno 50 
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me Systems Human BAC library) complete sequence.// 
0. 00043: 160: 66//AC004087 

R-PLACE1006288//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20N2, WORKING DRAFT SEQ 
UENCE. III. 5e-120: 611: 96//AL031320 
R-PLACE1006318 

R-PLACE1006325//P1 asmodium falciparum MAL3P8, comp 
1 ete sequence. Ill . 0: 426: 57//AL034560 
R-PLACE1006335//Human DNA sequence from PAC 849L7 
on chromosome Xq21. //0. 96: 173: 66//AL008987 
R-P1ACE1006357//P. falciparum complete gene map of 
plastid-like DNA (IR-B).//1.9e-07:491:58//X95276 
R- PLACE1 006360//P1 asmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //0. 2 
5:484:56//AE001398 

R-PLACE1006368//Caenorhabditis elegans cosmid Y38H 
6C, complete sequence. //1.0: 240: 59//AL031630 
R-PLACE1006371//Homo sapiens chromosome 16, cosmid 
clone 360H6 (LANL), complete sequence. //3. 7e- 101: 
574:91//AC004232 
R-PUCE1006382 

R-PLACE1006385//Mus musculus intersectin-EH bindin 
g protein Ibp2 mRNA, partial cds.//1.4e-50:350:86/ 
/AF057286 

R-PLACE1006412//Homo sapiens clone DJ0673M15, WORK 
ING DRAFT SEQUENCE, 33unordered pieces. //5. le-51: 3 
39: 82//AC004854 

R-PLACE1006414//Homo sapiens 12pl3.3 PAC RPCI 5-927 
J10 (Roswell Park Cancer Institute Human PAC libra 
ry) compl ete sequence. Ill . 6e-38: 297: 84//AC004804 
R-PLACE1006438//Homo sapiens full length insert cD 
NA YH73H06. 111. 6e-73: 422: 90//AF074985 
R-PUCE1006445//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1018K9, WORKING DRAFT S 
EQUENCE. III. 0e-07: 376: 61//AL031726 
R-PLACE1006469 

R-PLACE1006470//Mouse Bl repetitive sequence DNA./ 
/1.0:96:66//M24152 

R-PUCE1006482//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 447C4, WORKING DRAFT SE 
QUENCE. III. 0e-101: 535: 94//AL021977 
R-PLACE1006492//Homo sapiens chromosome 17, clone 
hRPK. 180_P_8, complete sequence. 110. 78: 44: 95//AC0 
05972 

R-PUCE1006506//R. norvegi cus BSP gene. Ill . 0: 206: 60 
//X86100 

R-PLACE1006521//RPCI11-13L8.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-13L8, genomic survey seque 
nee. //9. Oe-17: 414: 61//B75158 
R-PUCE1006531//P1 asmodium falciparum coronin gen 



(1849) 

3695 

e, isolate 3D7. 110. 98: 186: 63//AJ002197 
R-PLACE1006534//Anopheles gambiae complete mitocho 
ndrial genome. 110. 051: 412: 61//L20934 
R-PLACE1006540//Homo sapiens clone UWGC:y55c025 fr 
om 6p21 , compl ete sequence. 111. 5e-41 : 470: 70//AC004 
209 

R-PLACE1006552//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y47D3, WORKING 
DRAFT SEQUENCE. //0. 57: 355: 57//Z98865 
R-PLACE1006598//Plasmodium falciparum 3D7 chramoso 10 
me 12 PFYAC588 genomicsequence, WORKING DRAFT SEQU 
ENCE, 2 unordered pieces. //0. 016: 291: 58//AC004710 
R-PLACE1006615//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, comple 
te cds.//2.9e-116:590:95//U97670 
R-PLACE1006617//Homo sapiens chromosome 4 clone B2 
07D4 map 4q25, complete sequence. //2.2e-45: 209: 88/ 
/AC004050 

R-PLACE1006626//C. elegans cosmid K12H4.//1.2e-16: 
344:64//L14331 20 
R-PLACE1006629//Homo sapiens chromosome 19, cosmid 
F20900, complete sequence. //2.8e-25: 343: 70//AC006 
128 

R-PLACE1006640//CIT-HSP-2169L1.TF CIT-HSP Homo sap 
iens genomic clone 2169L1, genomic survey sequenc 
e.//0. 00020: 201: 62//B90038 

R-PLACE1006673//Homo sapiens clone DJ076B20, W0RKI 
NG DRAFT SEQUENCE, 6 unordered pieces. //1.4e- 42: 30 
9: 84//AC004882 

R-PLACE1006678//Homo sapiens PAC clone DJ1166G19 f 30 
rom 7pl2-pll.2, complete sequence. //6. 4e- 09: 454: 59 
//AC006024 

R-PLACE1006704//Human DNA sequence from clone 249C 
1 on chromosome Xq21.1-22.2 Contains GSS, complete 

sequence. //0. 56: 226: 63//AL022154 
R-PLACE1006731//Homo sapiens clone 23923 mRNA sequ 
ence. //6. Oe- 101: 486: 98//AF038172 
R-PLACE1006754//Homo sapiens chromosome 19, cosmid 

R29124, complete sequence. //1.4e-68: 381: 93//AC005 
626 40 
R-PLACE1006760//Homo sapiens clone 24800 mRNA sequ 
ence. //6. 2e-72: 397: 92//AF070622 
R-PLACE1006779//Rattus norvegicus intestinal trefo 
il factor gene, promoter and partial cds.//1.6e-l 
1:420:61//U20984 

R-PLACE1006782//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y47D3, WORKING 
DRAFT SEQUENCE. //0. 60: 321 : 58//Z98865 
R-PLACE1006792//Homo sapiens chromosome 4 clone CO 
026P05 map 4P16, complete sequence. III. 9e- 40: 379: 7 50 
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7//AC005599 

R-PLACE1006795//Homo sapiens BAC clone RG281G05 fr 
om 7pl5-p21, completesequence.//6.2e-07:291:63//AC 
005083 

R-PLACE1006800//HS_2270_B1_D02JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2270 Col =3 Row=H, genomic survey sequenc 
e. //4. le-76: 367: 99//AQ085793 
R-PLACE1006805//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //0. 00058: 354: 59//AC0 
05507 

R-P1ACE1006815//HS_3028J1J04JIF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3028 Col =7 Row=D, genomic survey sequenc 

e.//l. 5e-33: 251: 77//AQ120174 

R-PLACE1006819//Human DNA sequence from PAC 121G13 
on chromosome 6 contains flow sorted chromosome 6 
Hindi I I fragment ESTs. polymorphic CA repeat, CpG 
island, CpG island genomic fragments. //1.4e- 76: 54 

4:84//Z86062 

R-PUCE1006829 

R-PLACE1006860 

R-PIACE1006867//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 323M4, WORKING DRAFT SE 
QUENCE. //3. 2e-107: 549: 95//AL033378 
R-PLACE1006878//Homo sapiens full length insert cD 
NA clone ZB55G05.//1.4e-46:241:97//AF086155 
R-PLACE1006883//Homo sapiens chromosome 16, cosmid 
clone 360H6 (LANL), complete sequence. //1.3e- 38: 2 
83: 85//AC004232 
R-nnnnnnnnnnnn 

R-PLACE1006904//Human DNA sequence from PAC 360E18 
on chromosome X contains EST, CpG island and poly 
morphic CA repeat. //4. le- 15: 477: 62//Z82203 
R-PLACE1006917//Homo sapiens Xp22 bins 45-47 BAC G 
SHB-665N22 (Genome Systems Human BAC Library) comp 
lete sequence. III. 3e-42: 305: 87//AC005184R-PLACE100 
6932 

R-PLACE1006935//Human DNA sequence from PAC 117P19 
on chromosome X. 110. 0014: 114: 74//Z86061 
R-nnnnnnnnnnnn//Mouse mRNA for germ cell specific 
protei n APG- 1 , compl ete cds. //9. 5e-85: 590: 83//D494 
82 

R-PLACE1006961//Homo sapiens chromosome 17, clone 
hRPK. 349J_8, compl etesequence. //6. 7e-42: 295: 86//A 
C005544 

R-PLACE1006962//Homo sapiens Xp22 PAC RPCI1-167A22 
(from Roswell Park Cancer Center) complete sequen 
ce. III. le-19: 302: 71//AC002349 
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R-PLACE1006966//HS_2219_B2_C02_MF CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=2219 Col =4 Row=F, genomic survey sequenc 

e. //0. 019: 180: 63//AQ145873 

R-PLACE1006989 

R-PLACE1007014 

R-PLACE1007021//Homo sapiens chromosome 12pl3.3 cl 
one RPCI3-454B23, WORKING DRAFT SEQUENCE, 48 unord 
ered pieces. //I. 6e-23: 362: 70//AC005845 
R-PLACE1007045//Human DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone 32B1, WORKING DRAFT SEQ 
UENCE. 111. 3e-90: 584: 86//AL023693 
R-PLACE1007053//Homo sapiens clone DJ0810E06, WORK 
ING DRAFT SEQUENCE, 8unordered pieces.//2.4e-108:5 
50: 96//AC004895 

R-PLACE1007097//Homo sapiens DNA sequence from BAC 
55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with abeta-g 
lucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosph 20 
ate dehydrogenase (GAPDH) LIKE pseudogene, five pr 
edicted tRNA genes. Contains ESTs, GSSs (BAC end s 
equences)and a CA repeat polymorphism, complete se 
quence. //1. 8e-103: 552: 93//AL021368 
R-PLACE1007105//Mus musculus muskelin mRNA, cample 
te cds.//2.7e-32:379:73//U72194 
R-PLACE1007111//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 14: 422: 57//AC004688 
R-PLACE10071 12//Cyni ps corni fex cytb gene. //0. 020: 30 
427: 58//AJ228479 

R-PLACE1007132//Homo sapiens full length insert cD 
NA YH77E09. //5. 7e- 107: 535: 96//AF074987 
R-PLACE1007140//Homo sapiens clone RG030L05, W0RKI 
NG DRAFT SEQUENCE, 3 unordered pieces. //0. 36: 408: 5 
8//AC005050 

R-PLACE1007178//flomo sapiens clone HEA4 Cri-du-cha 
t region mRNA. //0. 99: 63: 73//AF009283 
R-PLACE1007226 

R-PLACE1007238 40 
R-PLACE1007239//Homo sapiens mRNA for transcriptio 
n elongation factor S-II, hS-II-Tl, complete cds./ 
/2.0e-91:534:89//D50495 

R-PLACE1007242//CITBI-E1-2512M9.TF CITBI-E1 Homo s 
apiens genomic clone 251 2M9. genomic survey sequen 
ce. //I. 3e-05: 117: 76//AQ279454 
R-PLACE1007243//Prototheca wickerhamii 263-11 cpmp 
lete mitochondrial DNA. //0. 21: 284: 58//U02970 
R-PLACE1007257//Homo sapiens mRNA for dia-12c prot 
ei n. //6. 9e- 1 13: 607: 93//Y15908 50 
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R-PLACE1007274//Homo sapiens chromosome 17, clone 
hRPK. 394JL10, compl ete sequence. //4. 4e- 10: 135: 74/ 
/AC006080 

R-PLACE1007276//Homo sapiens BAC clone 255A7 from 
8q21 containing NBS1 gene, complete sequence. //I. 7 
e-36: 435: 72//AF069291 

R-PLACE1007282//B.garinii (strain TI si) p83/100 ge 
ne (partial) . //0. 95: 183: 60//X81533 
R-PIACE1007286//RPCI11-13L8.TV RPCI-11 Homo sapien 
s genomic clone RPCI-11-13L8, genomic survey seque 
nce.//6.1e-55:519:76//B75158 
R-PLACE1007301//Human DNA sequence from PAC 106H8 
on chromosome lq24. Contains PHOSPHATIDYL! NISI TOL- 
GLYCAN class C (PIG-C) and DYNAMIN-3 genes. Contain 
s ESTs and STSs and a CpG island. //0. 75: 180: 62//Z9 
7195 

R-PLACE1007317//Drosophila dasycnemia 16S ribosoma 
1 RNA gene, mitochondrial gene for mitochondrial R 
NA, partial sequence. //0. 59: 236: 59//U94253R-PLACE1 
007342 

R-PLACE1007346//Homo sapiens estrogen- responsive B 
box protein (EBBP) mRNA, complete cds.//3.7e-65:3 
67: 91//AF096870 

R-PLACE1007367//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-628 genomic sequence, WORKING DRAFT 
SEQUENCE, 9 unordered pieces. //I. Oe- 06: 385: 62//AC0 
05507 

R-PLACE1007375//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC1122 genomic sequence, WORKING DRAFT SE 
QUENCE, 3 unordered pieces. //0. 10: 309: 59//AC004709 
R-PLACE1007386//Reclinomonas americana mitochondri 
al DNA, complete genome. //0. 0012: 403: 58//AF007261 
R-PUCE1007402//HS_2055JV2_D03_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2055 Col =6 Row=G, genomic survey sequenc 
e.//0.0046:88:79//AQ234824 

R-PLACE1007409//Homo sapiens mitoxantrone resistan 
ce protein 1 mRNA, partial sequence. //7.6e- 112: 59 
0: 94//AF093771 

R-PLACE1007416//Homo sapiens chromosome 19, cosmid 
R26894, compl ete sequence. //0. 96: 98: 70//AC005594 
R-PLACE1007450//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20. WORKING DRAFT SE 
QUENCE. //1. 7e-39: 308: 82//Z98304 
R-PLACE1007452//Homo sapiens PAC clone DJ0320J15 f 
rom Xq23, complete sequence. //2. 6e- 59: 389: 82//AC00 
4081 

R-PIACE1007460 

R-PLACE1007478//Homo sapiens 12ql3.1 PAC RPCI3-197 
B17 (Roswell Park Cancer Institute Human PAC libra 
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ry) complete sequence. 111. Oe-08: 335: 60//AC004241 
R-PLACE1007484 

R-PLACE1007488//Glossina morsitans morsitans 16S r 
ibosomal RNA gene, mitochondrial gene for mitochon 
drial RNA, partial sequence. //2.5e-05: 421: 61//AF07 
2373 

R-PLACE1007507//Plasmodium falciparum IAL3P7, comp 
1 ete sequence. III. 3e-09: 577: 57//AL034559 
R-PLACE1 0075 11 //Homo sapiens chromosome 17, clone 
hRPC. 11 10_E_20, compl ete sequence. Ill . 2e-79: 387: 96 10 
//AC004231 

R-PLACE1007524//Homo sapiens chromosome 19, overla 
pping cosmids F18547,F11133, R27945, R28830 and R3 
2804, complete sequence. //3. 4e- 09: 148: 73//AC003682 
R-PLACE1007525//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-44M2, complete sequence. //4.7e-38: 297: 
82//AC004381 
R-PLACE1007544 

R-PLACE1007547//Human laminin alpha 4 chain (LAMA4 
*- 1) mRNA, compl ete cds. I I A. Oe- 17: 108: 97//U77706 20 
R-PLACE1007557//Human BAC clone RG343P13 from 7q3 

1 , compl ete sequence. 112. 2e-45: 390: 77//AC002465 
R-PLACE1007583//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 545L17, WORKING DRAFT S 
EQUENCE. Ill . Oe-56: 302: 95//AL031665 
R-PLACE1007598//Homo sapiens clone 23939 mRNA sequ 
ence. Ill . 5e- 102: 554: 93//AF038179 
R-PLACE1007618 

R-PLACE1007621//Homo sapiens clone 23859 mRNA sequ 
ence. III. 4e-103: 537: 94//AF038176 30 
R-PLACE1007632//High throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pieces. //3. 3e-76: 289: 94//AC005840 
R-PLACE1007645//Homo sapiens full length insert cD 
NA clone ZD76G10.//0.0080:96: 77//AF086408 
R-PLACE1007649//CIT-HSP-2308A18.TR CIT-HSP Homo sa 
pi ens genomic clone 2308A18, genomic survey sequen 
ce. Ill . le-82: 412: 97//AQ022149 
R-PLACE1007677//Plasmodium falciparum chromosome 

2, section 4 of 73 of the complete sequence. 110. 00 40 
41:470:57//AE001367 

R-PLACE1007688 

R-PLACE1007690//Human Chromosome 16 BAC clone CIT9 
87SK-A-418G10, complete sequence. III. 3e- 22: 162: 91/ 
/AC002044 
R-PLACE1007697 

R-PLACE1007705//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 460J8, WORKING DRAFT SE 
QUENCE. //4. 4e-121: 624: 95//AL031662 
R-PLACE1007706//Homo sapiens metal loprotease 1 (HP 50 
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1) mRNA, complete cds. //1.8e-73: 374: 96//AF061243 
R-PLACE1007725//Caenorhabditis elegans cosmid F38A 
5. //0. 070: 186: 60//U70854 

R-PLACE1007729//Human endogenous retrovirus HERV-K 
(HHL6) proviral cloneHML6. 17 putative polymerase a 
nd envelope genes, partial cds, and 3'LTR.//3.8e-5 
3:415:81//U60269 

R-PLACE1007730//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds. 112. le-92: 556: 89//AB014585 
R-PLACE1007737//Homo sapiens clone Sbl9.12 Alu-Yb8 

sequence. 114. Oe-43: 302: 77//AF015169 
R-PLACE1007743//Plasmodium falciparum MAL3P8, comp 
lete sequence. III. Oe-06: 533: 59//AL034560 
R-PLACE1007746//T.brucei mitochondrial maxicircle 
DNA encoding cytochrome c oxidase subunit I (C0I), 

and NADH dehydrogenase subunits 4 and 5, complete 

cds.//0.28:386:58//M14820 

R-PLACE1007791//D.discoideum gene for protein kina 
se.//0.17:263:60//Z37981 

R-PLACE1007807//Human DNA sequence from clone 8780 

8 on chromosome Xq21. 1-21.33. Contains an EST, STS 

s, a GSS and genomic marker DXS472, compl etesequen 

ce. III. le-72: 324: 88//AL031116 

R- PLACE 1 0078 10//Homo sapiens chromosome 7 common f 

ragile site, compl etesequence.//2. 2e-14:325:67//AF 

017104 

R-PLACE1007829//Human BAC clone GS165I04 from 7q2 
1 , compl ete sequence. //0. 00052: 455: 61//AC002379 
R-PLACE1007843//P. falciparum complete gene map of 
plastid-like DNA (IR-A).//0. 0050: 447: 57//X95275 
R-PLACE1007846//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 3/15, W 
0RKING DRAFT SEQUENCE. 112. 2e- 111: 570: 95//AP000010 
R-PLACE1007852//HS_3028_B2_F04_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3028 Col =8 Row^=L, genomic survey sequenc 
e.//1.3e-12:209:71//AQ131021 
R-PLACE1007858//Homo sapiens mRNA for KIAA0766 pro 
tein, complete cds. 116. 6e- 110: 574: 94//AB01 8309 
R-PLACE1007866//Homo sapiens DNA sequence from PAC 
454M7 on chromosome Xq25-26.3. Contains the 0CRL1 
gene for Lowe Oculocerebrorenal Syndrome protein 
0CRL-1. Contains ESTs, STSs and GSSs, complete seq 
uence. III. 6e-43: 551: 70//AL022162 
R-PLACE1007877//Homo sapiens chromosome 5, BAC clo 
ne 34j 15 (LBNL HI 69), compl ete sequence. //1.6e- 22: 2 
22: 78//AC005754 

R-PUCE1007897//HS_3113_B2JE04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3113 Col=8 Row=J, genomic survey sequenc 
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e.//2.9e-72:381:95//AQ186905 

R- PLACE 1 007908//Homo sapiens mRNA, chromosome 1 sp 

ecific transcript KIAA0487.//8.8e-88:460:95//AB007 

956 

R-PLACE1007946//Human chromosome Y cosmid 54E8 gen 
omic sequence, WORKINGDRAFT SEQUENCE. //4.9e- 23: 17 
2: 78//AC003095 

R-PLACE1007954//Homo sapiens BAC clone NH0414C23 f 
rom Y, complete sequence. //I. 7e- 27: 303: 75//AC0061 5 
7 10 
R-PLACE1007955//Homo sapiens cyclin-D binding Myb- 
like protein mRNA, complete cds. //3. 9e-102: 513: 95/ 
/AF084530 

R-PLACE1007958//Homo sapiens cAMP-specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds. //2. 2e-87: 4 
65:93//AF079529 

R-PLACE1007969//Hus musculus myelin gene expressio 
n factor (MEF-2) mRNA, partial cds. //4.8e-72:556:81 
//U13262 

R-PUCE1007990//E.tenella antigen LPMC61 mRNA, par 20 
ti al cds. //0. 043: 273: 63//M30933 
R-PLACE1008000//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 668J24, WORKING DRAFT S 
EQUENCE. IIS. 8e-10: 453: 62//AL034346 
R-PLACE1008002//Homo sapiens clone DJ0613C23, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //9.0e- 114: 5 
63:96//AC005628 

R-PLACE1008044//Rattus norvegicus nuclear pore com 
pi ex protein NUP107 mRNA, complete cds.//2.6e-44:5 
09: 72//L31840 30 
R-PLACE1008045//Homo sapiens chromosome 5, BAC clo 
ne 79a6 (LBNL H172), complete sequence. //0. 32: 137: 
66//AC005592 

R-PLACE1008080//Arabidopsis thaliana chromosome II 
BAC F10A12 genomic sequence, complete sequence.// 
0.082: 292: 59//AC006232 

R-PLACE1008095//Homo sapiens BAC clone NB0364H22 f 
rom 2, complete sequence. //5.4e-27: 260: 76//AC00503 
6 

R-PLACE1008111//Human variable number tandem repea 40 
t (VNTR) region, allele 12R1 3' to collagen type I 
I (C0L2A1) gene. //2.2e-07: 444: 59//L10157 
R-PLACE1008122//Homo sapiens chromosome 17, clone 
hRPK. 142 JJ9, compl ete sequence. //1 . 9e- 1 1 : 384: 63/ 
/AC005919 

R-PLACE1008129//Homo sapiens clone DJ1087M19, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //3.0e- 10: 18 
9:66//AC004955 

R-PLACE1008132//Human HepG2 3' region cDNA, clone 
hmd5d06. 111. 4e-47: 320: 86//D16939 50 
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R-PLACE1008177//Mouse mRNA for meiosis- specific nu 
clear structural protein 1 (HNS1), complete cds.// 
2.6e-32:410:70//D14849 

R-PLACE1008181//Caenorhabditis elegans cosmid C31H 

2. //0. 055: 358: 60//041748 

R-PLACE1008198 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds. //4. 8e- 103: 551: 93//AB01 1102 
R-PLACE1008209//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1125A11, WORKING DRAFT 
SEQUENCE. 1 1 A. 6e-16: 250: 71//AL034549 
R-PLACE1008231//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //0. 13: 341: 60//AC004688 
R-PLACE1008244//P. falciparum P. 195 gene. //0. 11:21 
2:66//A04562 

R-PLACE1008273//Human VEST mRNA, complete cds.//0. 

00013:52: 100//D78611 

R-nnnnnnnnnnnn 

R-PLACE1008280//Homo sapiens chromosome 7 clone UW 
GC:g3586al60 from 7pl4-15, complete sequence. III. 5 
e-05:104:76//AC005272 

R-PLACE1008309//Human at -rich region adjacent to 
alpha satellite DNA.//0.70:138:63//H80308 
R-PLACE1008329//Homo sapiens chromosome 10 clone C 
IT-HSP-1240G16 map 10q25.1, complete sequence. //0. 
00061: 150: 68//AC005886 

R-PLACE1008330//Homo sapiens chromosome 19, cosmid 
F21431, complete sequence. //4. 8e- 74: 252: 98//AC005 
176 

R-PLACE1008331//Genomic sequence from Human 13, co 
mplete sequence. III. 0: 176: 65//AC001226 
R-PLACE1008356//Homo sapiens meningioma- expressed 
antigen 5 (MEA5) mRNA, 3' UTR.//2.5e-98: 556:90//AF0 
36145 

R-PLACE1008368//HS-1039-Al-C10-HF.abi CIT Human Ge 
nomic Sperm Library CHamo sapiens genomic clone PI 
ate=CT 821 Col =19 Row=E, genomic survey sequence./ 
/I. 2e-05: 375: 62//B36336 

R-PLACE1008369//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 4/15, W 
0RKING DRAFT SEQUENCE. //2.8e-10: 466: 61 //AP000011 
R-PLACE1008392//Homo sapiens chromosome 17, clone 
hRPK. 47LLJ3, complete sequence. III. Oe-46: 282: 82/ 
/AC005244 

R-PLACE1008398//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 215D11, WORKING DRAFT S 
EQUENCE. Ilk. le-101: 529: 94//AL034417 
R-PLACE1008401//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0366H07; HTGS p 
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hase 1, WORKING DRAFT SEQUENCE, 28 unorderedpiece 
s. //0. 18: 379: 58//AC004604 

R-nnnnnnnnnnnn//Homo sapiens mRNA for pi 15, comple 
te cds. //I . 6e- 101: 521: 95//D86326 
R-PLACE1008405//Human cosmld CRI-JC2015 at D10S289 
in 10spl3. //6. 8e-22: 328: 71//U15177 
R-PLACE1008424 

R-PLACE1008426//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 7/11. //7.5e- 10 
101:505:96//AB020864 

R-PLACE1008429//Human DNA sequence from clone 20J2 
3 on chromosome Xq26.2-27.2 Contains ras-related C 
3 botulinum toxin substrate 1 (P21-RAC1) (ras-like 

protein TC25) EST, CA repeat, STS, CpG island, co 
mpl ete sequence. //I . 2e- 11 : 1 18: 78//AL022576 
R-PLACE1008437//H. sapiens genomic DNA (PAC 838L14) 

from chromosome 11, WORKING DRAFT SEQUENCE. //2.2e 
-06:159:69//Y12335 

R-PLACE1008455 20 
R-PLACE1008457//Homo sapiens chromosome 17, Neurof 
i bromatosi s 1 1 ocus, compl ete sequence. //1 . 2e- 109: 
588:93//AC004526 

R- PLACE1 008465//CI T978SK- A- 28A1 1 . TVE CIT978SK Homo 
sapiens genomic cloneA-28All, genomic survey sequ 
ence. //I . le- 10: 133: 77//B78696 
R-PLACE1008488 

R-PLACE1008524//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 34B21, WORKING DRAFT SE 
QUENCE. Ill, 3e-120: 612: 95//AL031778 30 
R-PLACE1008531//Homo sapiens wbscrl (WBSCR1) and r 
epli cation factor C subunit 2 (RFC2) genes, comple 
te cds.//8.5e-96:510:93//AF045555 
R-PLACE1008532 
R-PLACE1008533 

R-PLACE1008568//HS_3218_B2_D08J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3218 Col =16 Row=H, genomic surveysequenc 
e.//0. 0042: 295: 62//AQ214623 

R-PLACE1008584//Human PAC clone DJ0596009 from 7pl 40 
5 , compl ete sequence . //5. Oe- 26: 254 : 66//AC003074 
R-PLACE1008621//Homo sapiens chromosome 17, clone 
hRPK. 346JL10, complete sequence. //4.0e- 78: 498: 86/ 
/AC006120 
R-nnnnnnnnnnnn 

R-PLACE1008626//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 97P20, WORKING DRAFT SE 
QUENCE. //5. 5e-06: 228: 67//AL031297 
R-PLACE1008627//Cricetulus griseus mRNA for Zn fin 
ger factor. //3. 4e-20: 335: 71//Y12836 50 
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R-PLACE1008629//Homo sapiens clone DJ0309D19, WORK 
ING DRAFT SEQUENCE, 12unordered pieces. //0. 55: 326: 
58//AC004826 

R-PLACE1008630//Homo sapiens genomic DNA, 21q regi 
on, clone: B175PllX96,genomic survey sequence. //0. 
13:440:55//AG011096 

R-PLACE1008643//Human BAC clone RG083J23 from 7q3 
1 , compl ete sequence. //1 . 3e-58: 356: 82//AC004001 
R-PIACE1008650//Homo sapiens pleiotropic regulator 
1 (PLRG1) mRNA, complete cds.//2.4e-88:434:97//AF 
044333 

R-PLACE1008693//CIT-HSP-2025H9.TR CIT-HSP Homo sap 
iens genomic clone 2025M9, genomic survey sequenc 
e.//1.2e-41:300:82//B64742 

R-PLACE1008696//Homo sapiens NADH dehydrogenase-ub 
iquinone Fe-S protein8 23 kDa subunit (NDUFS8) gen 
e, nuclear gene encoding mitochondrial protein, co 
mplete cds. //4. 8e-31: 320: 75//AF038406 
R-PUCE1008715//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** fran clone 799N4, WORKING DRAFT SE 
QUENCE. //0. 074: 478: 58//AL022147 
R-PLACE1008748//CIT-HSP-2170P12.TR CIT-HSP Homo sa 
piens genomic clone 2170P12, genomic survey sequen 
ce. //8. 5e-42: 160: 86//B90841 
R-PLACE1008757//Homo sapiens 12q24.2 PAC RPCI 4-765 
H13 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //0. 99: 211: 61//AC005864 
R-PLACE1008790//Rattus norvegicus clonel polymeric 
immunoglobulin receptor mRNA 3' untranslated regi 
on, GA rich region, and microsatellites withGGA-tr 
iplet and GAA-triplet repeats. //0. 052: 108: 68//U007 
62 

R-PLACE1008798//Homo sapiens full length insert cD 
NA clone YZ86C05.//7.7e-58:285:100//AF086088 
R-PLACE1008807//CIT-HSP- 2366014. TR CIT-HSP Homo sa 
piens genomic clone 2366014, genomic survey sequen 
ce. III. 5e-35: 223: 89//AQ079210 
R-PLACE1008808//Homo sapiens exonuclease homolog R 
AD1 (RAD1) mRNA, complete cds.//2.3e-97:499:95//AF 
030933 

R-PLACE1008813//Rattus norvegicus rseclS mRNA, com 
pi ete cds. //9. 7e-45: 394: 78//AF032668 
R-PLACE1008851//Human Chromosome 15q26. 1 PAC clone 
pDJ460gl6, WORKING DRAFT SEQUENCE, 3 unordered pi 
eces. III. 9e-28: 207: 87//AC004581 
R-nimnnnnnnnnn//CIT-HSP-2172B3.TF CIT-HSP Homo sap 
iens genomic clone 2172B3, genomic survey sequenc 
e. //8. 9e-30: 166: 97//B93289 

R-PLACE1008867//Homo sapiens BAC clone RG054D04 fr 
on 7q31, complete sequence. //3. 5e- 76: 404: 95//AC005 
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R-PLACE1008887//Homo sapiens clone DJ0943F02, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //7.7e- 37: 58 
5:67//AC004932 

R-PLACE1008902//Homo sapiens chromosome Y, clone h 
CIT. 494_G_17, completesequence. //0. 0022: 409: 60//AC 
005820 

R-PLACE1008920//Homo sapiens mRNA for KIAA0765 pro 
tein, partial cds.//8.2e-55:344:89//AB018308 
R-PLACE1008925//Caenorhabditis elegans DNA *** SEQ 10 
UENC1NG IN PROGRESS *** from clone Y53F4, WORKING 
DRAFT SEQUENCE. //0. 0014: 398: 58//Z92860 
R-PLACE1008934 

R-PLACE1008941//Homo sapiens chromosome 17, clone 

hRPK. 293 JL20, compl ete sequence. //9. 8e-84: 429: 92/ 

/AC005495 

R-PLACE1008947 

R-PLACE1009020 

R-PLACE1009027//Human DNA sequence from clone 914P 
14 on chromosome Xq23Contains cal pain- like proteas 20 
e gene, DCX (doubl ecorti n) ESTs, CA repeat, GSS, co 
mplete sequence. //I. 3e-82: 434: 95//AL031117 
R-PLACE1009039//Human DNA sequence from clone 276K 
20 on chromosome 6p22. 1-22.3. Contains STSs, GSSs 
and a putative CpG island, complete sequence. //0. 0 
0010: 297: 58//AL031391 

R-PLACE1009045//Homo sapiens chromosome 17, clone 
hRPC.117_BJ2, complete sequence. //2.9e-06: 160: 70/ 
/AC004707 

R-PLACE1009048//Human DNA sequence from clone 511E 30 
16 on chromosome 6p24. 3-25. 1. Contains the last co 
ding exon of the gene for P18 component of aminoac 
yl-tRNA synthetase complex, part of an unknown gen 
e downstream ofa putative CpG island, and an STS w 
ith a CA repeat polymorphism, complete sequence.// 
1 . 3e- 16: 339: 66//AL023694 

R-PLACE1009050//Aedes aegypti gene sequence, prima 
ry transcript. //0. 40: 393: 59//L17023 
R-PLACE1009060//Mus musculus mRNA for Alix-SF (ALG 
-2- interacting proteinX, short form, complete CDS. 40 
//0. 00075: 79: 83//AJ005074 

R-PLACE1009090//Homo sapiens chromosome 1, BAC CIT 
-HSP-292g8 (BC262482), compl ete sequence. //6.7e- 13: 
212:73//AC004783 

R-PLACE1009094//Caenorhabditis elegans cosmid C49F 
8, complete sequence. //0. 49: 221: 61//Z70206 
R-PLACE1009099 

R-PIACE1009110//Homo sapiens Xp22 BAC GS-321G17 (G 

enome Systems Human BAC library) complete sequenc 

e. //5. le-17: 301: 66//AC004025 50 
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R-PLACE1009111//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //I. 2e- 06: 234: 61//AC 
005140 

R-PLACE1009130//Plasmodium falciparum MAL3P6, comp 
lete sequence. 111. 5e-06: 426: 58//Z98551 
R-PUCE1009150//E(mo sapiens *** SEQUENCING IN PRO 
GRESS WORKING DRAFT SEQUENCE. //2.3e-118: 614: 9 
5//AJ011929 

R-PLACE1009155//Homo sapiens genomic DNA, chromoso 
me 21qll.l t segment 2/28, WORKING DRAFT SEQUENCE./ 
/I. 4e-107: 584: 93//AP000031 

R-PLACE1009158//Homo sapiens full length insert cD 
NA clone YP10D03. //1. 9e-105: 539: 95//AF085876 
R-PLACE1009166//Homo sapiens chromosome 17, clone 
hRPK. 180 33, complete sequence. //2.8e-44: 360: 71/ 
/AC005972 

R-PLACE1009172//Human cosmid QLL2C9 from Xq28.//4. 
le-37:401:74//Z47046 

R-PLACE1009174//Homo sapiens PAC clone DJ0907C10 f 
ran 7q31-3q32, complete sequence. 111. le-17: 140:81/ 
/AC004925 

R-PLACE1009183//Homo sapiens DNA sequence from PAC 
418A9 on chromosome 6q21. Contains the first (5 ) 
two exons of a CDK8 (Cell Division ProteinKinase 

8) LIKE gene, a Neutral Calponin LIKE pseudogene, 

ESTs and STSs, compl ete sequence. //1.9e-46: 572: 69// 

Z84480 

R-PLACE1009186//Human Chromosome X, complete seque 
nee. //0. 016: 322: 61//AC004070 
R-PLACE1009190//Plasmodium falciparum MAL3P8, comp 
lete sequence. //0. 050: 487: 58//AL034560 
R-PLACE1009200//H. sapiens mRNA for sortilin.//1.0e 
-31: 195: 92//X98248 

R-PLACE1009230//Homo sapiens chromosome 19, CIT-HS 
P BAC 490g23 (BC338531), complete sequence. //1. 8e- 
75:364:85//AC005392 

R-PLACE1009246//Cricetulus griseus SRD-2 mutant st 
erol regulatory element binding protein- 2 (SREBP- 
2) mRNA, complete cds. //6. 6e-44: 525: 71//U22818 
R-PLACE1009308 

R-PLACE1009319//Homo sapiens 12ql3.1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //0. 00010: 132: 75//AC004801 
R-PLACE1009328//Hamo sapiens chromosome 17, clone 
hRPK. 346JL10, compl ete sequence. //3. 3e-87: 576: 85/ 
/AC006120 

R-PLACE1009335//Borrelia burgdorferi (section 62 o 
f 70) of the completegenome.//0.32:315:60//AE00117 
6 • 
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R-PLACE1009338//P1 asmodi um falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pi eces. //6. 8e-05: 411: 59//AC 
005140 

R-PLACE1009368//Homo sapiens PAC clone DJ1179J19 f 
rom 7qll.23-q21, complete sequence. //0. 00040: 280: 6 
1//AC004989 

R-PLACE1009375//D. yakuba mitochondrial DNA for or 
igin of replication, small ribosomal RNA , transfe 
r RNAs tRNA-fMet, tRNA-Gln, tRNA-Ile and tRNA-Val . 10 
//l . le-08: 444: 60//X05915 
R-PLACE1009388 

R-PLACE1009398//Homo sapiens BAC clone GS011E15 fr 
om 5q31, complete sequence. //0. 065: 279: 61//AC00242 
7 

R-nnnnnnnnnnnn//Homo sapiens clone NH0486I22, WORK 
ING DRAFT SEQUENCE, Sunordered pieces. //1.0e-06: 25 
3:64//AC005038 

R-PLACE1009410//Homo sapiens chromosome 17, clone 
hRPK. 142 J_19, complete sequence. //9.8e-112: 561: 96 20 
//AC005919 

R-PLACE1009434//Human DNA sequence from clone 459L 
4 on chromosome 6p22. 3-24. 1 Contains EST, STS, GS 
S, complete sequence. //2. 2e-21: 126: 79//AL031 120 
R-PLACE1009443//Homo sapiens nucleolar protein Nop 
30 and cytoplasmic protein Myp (NOP) gene, alterna 
tively spliced products, complete cds. //4.5e-14: 11 
7:91//AF064598 

R-PLACE1009444//Homo sapiens phosphatidyl inositol 
4-kinase mRNA, complete cds. //9.6e- 85: 479: 90//L361 30 
51 

R-PLACE1009459 

R-PLACE1009476//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-67A1, complete sequence. //5.6e- 101: 5 
40: 94//AC004531 

R-PLACE1009477//Homo sapiens, clone hRPK. 15JU, c 
omplete sequence. //3. 4e-46: 284: 91//AC006213 
R-PLACE1009493//Human Chromosome 16 BAC clone CIT9 
87SK- A-363E6, compl etesequence. //5. 5e- 107: 581 : 92// 
U91321 40 
R-PLACE1009524//Homo sapiens DNA sequence from PAC 
63G5 on chromosome 22ql2. 3-13. 1. Contains part of 
a gene for a human SEC7 homolog B2-1 (cytohesin- 
2, Arno, ARF exchange factor) LIKE protein, an unk 
nown gene and a gene coding for a Leucine rich pro 
tein. Contains ESTs, STSs and GSSs, complete seque 
nce.//0.74:301:61//Z94160 

R-PLACE1009539//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 167A19, WORKING DRAFT S 
EQUENCE. //5. 7e-29: 357: 74//AL031427 50 
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R-PLACE1009542//CIT-HSP-2166P10.TRB CIT-HSP Homo s 
apiens genomic clone 2166P10, genomic survey seque 
nee. //2.6e-10: 145: 75//B89614 
R-PUCE1009571//RPCI11-61J16.TK RPCI11 Homo sapien 
s genomic clone R-61J16, genomic survey sequence./ 
/0. 016: 68: 80//AQ202146 
R-PLACE1009581 

R-PLACE1009595//Homo sapiens clone DJ56J10, comple 
te sequence. //1 . 8e-38: 365: 79//AC005006 
R-PLACE1009596//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 501A4, WORKING DRAFT SE 
QUENCE. //I. 2e-29: 314: 76//Z98051 
R-PLACE1009607//cSRL-77g9-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-77g9, genomic survey sequence. //2. le-05: 14 
2: 69//B06230 

R-PLACE1009613//Piasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from contig 4-89, complete s 
equence. III. 6e-08: 434: 59//AL010266 
R-PLACE1009621//Sequence 50 from patent US 569114 
7.//1.5e-20: 235: 73//1 76222 

R-PIACE1009622//CIT-HSP-2023D13.TFB CIT-HSP Homo s 
apiens genomic clone 2023D13, genomic survey seque 
nee. //0. 72: 176: 62//B81271 

R-PLACE1009637//P. falciparum complete gene map of 
plastid-like DNA (IR-B).//0. 0068: 396: 59//X95276 
R-PLACE1009639//Arabidopsis thaliana DNA chromosom 
e 4, BAC clone F10M6 (ESSAII project). //0. 013: 521: 
58//AL021811 

R-PLACE1009659//Homo sapiens mRNA for KIAA0587 pro 
tein, complete cds. //I. Oe- 107: 589: 92//AB01 1159 
R-PLACE1009665//Human PAC clone DJ0658N05 from 7p2 
1 , compl ete sequence. //8. 4e- 72: 487: 85//AC003075 
R-PLACE1009670//Homo sapiens genethonin 1 mRNA, co 
mpl ete cds. 111. Oe-61 : 310: 97//AF062534 
R-PLACE1009708//Homo sapiens clone DJ0935K16, comp 
lete sequence. 111. 8e-103: 542: 94//AC006011 
R-PLACE1009721//Human Cosmid g0771a222 from 7q31. 
3, complete sequence. //4.6e-85: 518: 88//AC000109 
R-PLACE1009731//Homo sapiens DNA sequence from PAC 

434014 on chromosome lq32. 3. -41. Contains the HSD1 
1B1 gene for Hydroxysteroid (11 -beta) Dehydrogenas 
el, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 
ctor 6 and two novel genes. ContainsESTs and GSSs, 

complete sequence. HQ. 0033: 215: 65//AL022398 
R-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA, com 
pi ete cds. //6. 2e- 1 16: 598: 95//AF046024 
R-PLACE1009794 

R-nnnnnnnnnnnn//Human DNA sequence from clone 1189 
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B24 on chromosome Xq25-26.3. Contains NADH-Ubiquin 
one Oxidoreductase MLRQ subunit (EC 1.6. 5. 3, EC 1. 
6.99.3, CI -MLRQ), Tubulin Beta and Proto- oncogene 
Tyrosine-proteinKinase FER (EC 2.7.1.112, P94-FER, 
C-FER, TYK3) pseudogenes, and part of a novel gen 
e similar to hypothetical proteins S. pombe C22F3. 
14C and C. elegans C16A3.8. Contains ESTs, an STS 
and GSSs, complete sequence. //7.5e-88: 191: 96//AL03 
0996 

R-PLACE1009845//Homo sapiens DNA sequence from PAC 10 
234H5 on chromosome 6q21. Contains an unknown gen 
e, ESTs and STSs, complete sequence. //8.7e- 19: 226: 
69//Z98172 

R-PLACE1009879//Homo sapiens genomic DNA, 21q regi 
on, clone: 149C3A68, genomic survey sequence. //2. 1 
e-29: 230: 76//AG002672 

R-PLACE1009886//florao sapiens PAC clone DJ0997N05 f 
rom 7ql 1 . 23-q21 . 1 , compl ete sequence. //0. 99: 203: 61 
//AC004945 

R-PLACE1009888//Homo sapiens chromosome 19, BAC CI 20 
T-B-393U5 (BC301323), compl ete sequence. //5.3e-91: 
577:88//AC006116 
R-nnnnnnnnnnnn 

R-PLACE1009921//Homo sapiens cosmid clone HDAB (IS 
149) insert DNA, complete cosmid. //4.7e-81: 385: 84/ 
/M63005 

R-PLACE1009924//HSJ151_BLB10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3151 Col =19 Row=D, genomic surveysequenc 
e. //5. 5e-47: 240: 99//AQ167412 30 
R-PLACE1009925//CIT978SK-A-931F6.TV CIT978SK Homo 
sapiens genomic cloneA-931F6, genomic survey seque 
nee. //0. 00010: 159: 68//B51673 
R-PLACE1009935//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pieces. //0. 081: 238: 65//AC005308 
R-PLACE1009947//Homo sapiens PAC clone 248015 from 
13ql2-ql3, compl ete sequence. Ill . 0: 353: 58//AC0024 
83 

R-PLACE1009971//Horao sapiens full length insert cD 40 
NA clone ZD38E12. //3. 7e-ll: 152: 75//AF086247 
R-PLACE1009992 

R-PLACE1009995//Plasmodium falciparum chromosome 
2, section 4 of 73 of the complete sequence. //0. 00 
19: 305: 61//AE001367 

R-PLACE1009997//Homo sapiens chromosome 10 clone C 
IT987SK-1175G20 map 10q25. 2-10q25. 3, complete sequ 
ence. //1 . 8e-43: 462: 76//AC005874 
R-PLACE1010023//HS_3018_BLH10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 50 
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one Plate=3018 Col =19 Row=P, genomic surveysequenc 
e. //0. 00013: 198: 63//AQ093513 
R-PLACE1010031//Human DNA sequence from clone 30H3 
on chromosome 6p22.1-22.3. Contains three novel g 
enes, one similar to C. elegans Y63D3A.4 andone si 
milar to (predicted) plant, worm, yeast and archae 
a bacterial genes, and the first exon of the KIAA0 
319 gene. Contains ESTs, GSSs and putative CpG isl 
ands, complete sequence. //7.4e-115: 581: 96//AL03177 
5 

R-PLACE1010053//M.musculus Spnr mRNA for RNA bindi 
ng protein. //1 . 9e-05: 136: 74//X84692 
R-PLACE1010069//CIT-HSP-2328B12.TF CIT-HSP Homo sa 
pi ens genomic clone 2328B12, genomic survey sequen 
ce. //2. 6e-60: 324: 94//AQ042094 
R-PLACE1010074//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds.//4.6e-87: 543: 88//AF065482 
R-PLACE1010076//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0473H13; HTGS p 
base 1, WORKING DRAFT SEQUENCE, 4 unorderedpieces. 
//6.3e-08:489:58//AC005699 
R-PLACE1010083 

R-PLACE1010089//F19F22-Sp6 IGF Arabidopsis thai i an 
a genomic clone F19F22, genomic survey sequence.// 
0.14: 400: 59//B10583 

R-PLACE1010096//R.norvegicus mRNA for 100 kDa prot 

ein.//4.3e-91:562:87//X64411 

R-PLACE1010102//Apis mellifera tRNA-Leu cytochrome 

oxidase II intergenicspacer region, mitochondrial 

sequence. //1. 5e-08: 357: 60//AF039556 
R-PLACE1010105//Plasmodium falciparum chromosome 
2, section 11 of 73 ofthe complete sequence. //4.0e 
-09:510: 59//AE001374 

R-PLACE1010106//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 54B20, WORKING DRAFT SE 
QUENCE. //1. 4e-12: 194: 73//Z98304 
R-PLACE1010134 

R-PIACE1010148//HSJ128_ J Al_D09Jffi CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3128 Col=17 Row=G, genomic surveysequenc 
e.//0.17:281:61//AQ140790 

R-PLACE1010152//Mouse mRNA for aryl hydrocarbon rec 
eptor, complete cds. //3. le-45: 351: 81//D38417 
R-PLACE1010181//Homo sapiens clone DJ0914M06, WORK 
ING DRAFT SEQUENCE, lunordered pieces. //3.6e- 06: 20 
7:66//AC004928 

R-PLACE1010194//HS_2232_Bl_H10JfR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2232 Col =19 Row=P, genomic surveysequenc 
e. 1/1. 4e-08: 134: 74//AQ185425 
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R-PLACE1010202//Human DNA sequence from clone 227L 
5 on chromosome Xpll.22-11.3. Contains a Keratin, 
Type 1 Cytoskeletal 18 (KRT18, CYK18, K18, CR18) p 
seudogene and an STS, complete sequence. 110. 00035: 
383:61//AL031585 

R-PLACE1010231//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 287G14, WORKING DRAFT S 
EQUENCE. Ill . 2e-95: 519: 94//AL033377 
R-PLACE1010261 

R-PLACE1010270//H. sapiens CpG island DNA genomic H 10 
sel fragment, clone 85a6, reverse read cpg85a6.rtl 
a. //0. 068: 171: 63//Z63482 

R-PLACE1010274//S.douglasii gene for cytochrome b. 
//4. 5e-07: 276: 63//X59280 

R-PLACE1010293//Homo sapiens chromosome 2 PAC RPCI 
3-417E16 (Roswell ParkCancer Institute Human PAC 1 
i brary) compl ete sequence. 1 1 A. 7e-91 : 522: 90//AC0044 
64 

R-PLACE1010321 

R-PLACE1010324//Caenorhabditis elegans DNA *** SEQ 20 
UENCING IN PROGRESS *** from clone Y38E10, WORKING 
DRAFT SEQUENCE. //5. 7e-08: 484: 57//AL021149 
R-PLACE1010329//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 50dl0 In IGLC Region, complete sequenc 
e. 111. 9e-35: 328: 79//AC000024 
R-PLACE1010341//Homo sapiens clone DJ1125K23, WORK 
ING DRAFT SEQUENCE, 21unordered pieces. //L3e-31: 4 
18: 66//AC004971 
R-PLACE1010362 

R-PLACE1010364//Mus cookii mitochondrion DNA fragm 30 

ent. //0. 23: 162: 64//M77098 

R-PLACE1010383//Homo sapiens chromosome 17, clone 

hCIT. 186_H_2, compl etesequence. //1. 4e-105: 543: 95// 

AC004675 

R-PLACE1010401//Human Chromosome 15qll-ql3 PAC clo 
ne pDJ223c9 from the Prader-Willi /Angel man Syndrom 
e region, complete sequence. 110. 00017: 268: 62//AC00 
4137 

R-PLACE1010481//Bos taurus C5-glucuronyl epimerase 
mRNA, partial cds.//8.6e-79:556:83//AF003927 40 
R-PLACE1010491//Homo sapiens Cre binding protein-1 
ike 2 mRNA, complete cds.//7.3e-88:438:96//AF03908 
1 

R-PLACE1010492//HS_3169_B2J04J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3169 Col =8 Row=D, genomic survey sequenc 
e. //0. 98: 171: 63//AQ169892 

R- PLACE 1 0 1 0522//W0RKI NG DRAFT SEQUENCE. 6 unordere 

d pieces. //0. 34: 407: 62//AC006082 

R-nnnnnnnnnnnn 50 
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R-PLACE1010562//CITBI-E1-2503B16.TF CITBI-E1 Homo 
sapiens genomic clone2503B16, genomic survey seque 
nee. //6. 4e-17: 152: 84//AQ265929 
R-PLACE1010579//Torulopsis glabrata mitochondrial 
gene for ribosamal protein varl.//1.7e-05: 271: 65// 
X02893 

R-PLACE1010580 
R-PLACE1010599 

R-PUCE1010616//Human BAC clone RG343P13 from 7q3 

1 , compl ete sequence. III. Oe- 13: 151 : 75//AC002465 
R-PLACE1010622//Arabidopsis thaliana BAC F1104.// 
0.00031: 366: 60//AF096370 

R-PLACE1010624//Homo sapiens chromosome 7q22 seque 
nee, compl ete sequence. 11%. 2e-34: 322: 79//AF053356 
R-PLACE1010628//Homo sapiens clone DJ0647C14, WORK 
ING DRAFT SEQUENCE, 21unordered pieces. //2.3e-97: 5 
15:94//AC004846 

R-PLACE1010629//HS_3003_ J A2_C08JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3003 Col =16 Row=E, genomic surveysequenc 
e. 115. 6e-60: 321: 95//AQ130493 
R-PLACE1010630//Plasmodium falciparum chromosome 

2, section 19 of 73 ofthe complete sequence. 110. 05 
1:372:59//AE001382 

R-PLACE1010631//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds.//2.6e-92:497:93//AB011102 
R-PLACE1010661//CIT-HSP-2008K15.TR CIT-HSP Homo sa 
pi ens genomic clone 2008K15, genomic survey sequen 
ce.//5.7e-27: 160: 95//B57089 
R-PLACE1010662//Caenorhabditis elegans cosmid C12C 
8, complete sequence. //9. 4e-09: 151: 73//Z81467 
R-PLACE1010702//CIT-HSP-2314C3.TR CIT-HSP Homo sap 
iens genomic clone 2314C3, genomic survey sequenc 
e. III. 3e-90: 459: 96//AQ028536 
R-PLACE1010714//Saccharomyces douglasii mitochondr 
ial tRNA-Ser and tRNA-Phe genes, partial sequence, 
and Varlp (varl) gene, mitochondrial gene encodin 
g mitochondrial protein, complete cds.//5.3e-08:47 
8: 58//U49822 

R-PLACE1010720//Homo sapiens chromosome- associated 
protein-C (hCAP-C) mRNA, partial cds.//3.8e-55:30 
0:95//AF092564 

R-PLACE1010739//Human DNA sequence from clone 393P 
23 on chromosome Xq21. 1-21.33. Contains GSSs, comp 
lete sequence. 113. 4e-89: 507: 90//Z95400 
R-PLACE1010743 

R-PLACE1010761//Homo sapiens chromosome 17, clone 
hRPK. 294 J_22, compl ete sequence. 113. Oe- 103: 51 1 : 97 
//AC005921 
R-PLACE1010771 
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R-PLACE1010786 

R- PLACE1 0 1 0800//Homo sapiens clone NB0084K19, WORK 
ING DRAFT SEQUENCE, 30unordered pieces. //1.8e-43: 5 
45: 71//AC005682 

R-PLACE1010802//Phoebis agarithe large subunit rib 
osomal RNA gene, partial sequence; tRNA-Val gene, 
complete sequence; and small subunit ribosomal RNA 
gene, partial sequence, mitochondrial genes for m 
i tochondri al RNAs. //1 . 9e-09: 492: 59//AF044862 
R-PLACE1010811//Homo sapiens Xp22 BAC GSHB-257G1 10 
(Genome Systems BAC Library) complete sequence.// 
0.041: 415: 59//AC002524 
R-PLACE1010833 

R-PLACE1010856//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC812 genomicsequence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. //0. 0022: 512: 55//AC004153 
R-PLACE1010857//Homo sapiens genomic DNA of 8p21.3 
-p22 anti -oncogene ofhepatocellular colorectal and 
non-small cell lung cancer , segment 11/11. //4.9e 
-85:507:90//AB020868 20 
R-PLACE1010870//RPCI11-59K21.TK RPCI11 Bomo sapien 
s genomic clone R-59K21, genomic survey sequence./ 
/8. 2e-85: 422: 97//AQ195697 

R-PLACE1010877//Bomo sapiens mRNA for KIAA0610 pro 
tein, partial cds. //7. 0e-100: 501: 96//AB011182 
R-PLACE1010891//Bomo sapiens chromosome X, clone 5 
92, WORKING DRAFT SEQUENCE, 8 unordered pieces.// 
0. 10:162:61//AC002489 

R-PLACE1010896//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC181 genomicsequence, WORKING DRAFT SEQU 30 
ENCE, 8 unordered pieces. //0. 00032: 409: 59//AC00550 
5 

R-PLACE1010900//Bomo sapiens DNA, trinucleotide re 
peats region. //3. 2e-07: 180: 71//AB018488 
R-PLACE1010916//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. //0. 041: 205: 60//AL034557 
R-PLACE1010917 

R-PLACE1010925//BS_2027_B2_B09_T7 CIT Approved Bum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=2027 Col =18 Row=D, genomic surveysequenc 
e. tl\. 6e-46: 404: 77//AQ247031 
R-PLACE1010926//Bomo sapiens mRNA for KIAA0554 pro 
tein, partial cds.//4.2e-65: 402: 89//AB01 1126 
R-nnnnnnnnnnnn//Homo sapiens intersect! n short for 
m mRNA, complete cds.//1.9e-80:441:93//AF064243 
R-PLACE1010944 

R-PLACE1010947//D.discoideum rasG gene. //0. 00044: 1 
81:65//Z11533 

R-PLACE1010954//Bomo sapiens clone RG228D17, W0RKI 50 
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NG DRAFT SEQUENCE, 2 unordered pieces. //3.0e- 51: 51 
8: 74//AC005077 

R-PLACE1010960//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 451B21, WORKING DRAFT S 
EQUENCE. //0. 022: 292: 63//AL033522 
R-PLACE1010965//Buman mariner 1 transposase gene, c 
ompl ete consensus sequence. //1 . 0e-64: 444: 84//U5207 
7 

R-PLACE1011026//Rickettsia prowazekii strain Hadri 
d E, complete genome; segment 3/4. //0. 59: 345: 61//AJ 
235272 

R-PLACE1011032//Buman DNA sequence from PAC 389A20 
on chromosome X contains ESTs STS, CpG islands an 
d polymorphic CA repeat. //0. 62: 82: 75//Z93242 
R-PLACE1011041//B. sapiens DNA sequence. //0. 051: 16 
2:66//Z22248 

R-nnnnnnnnnnnn//flomo sapiens mRNA for KIAA0581 pro 
tein, partial cds. //2.9e- 100: 563: 91//AB01 1153 
R-PLACE1011054//Buman DNA sequence from PAC 46B23, 
BRCA2 gene region chromosome 13ql2-13 contains Kl 
otho, ESTs. //4. 7e-29: 280: 73//Z84483 
R-PLACE1011056//Buman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 341D10, WORKING DRAFT S 
EQUENCE. //1. 7e-39: 288: 84//Z97985 
R-PLACE1011057//CIT-BSP-2014F10.TF CIT-BSP Bomo sa 
pi ens genomic clone 2014F10, genomic survey sequen 
ce. //1. 4e-60: 370: 90//B58896 
R-PLACE1011090//Bomo sapiens chromosome 4 clone B2 
00N5 map 4q25, complete sequence. //0. 12: 489: 59//AC 
005509 

R-PLACE1011109//flamo sapiens chromosome Y, clone 4 
86, 0, 2, complete sequence. //8.4e-43: 427: 76//AC00 
2531 

R-PLACE1011114//Bomo sapiens mRNA from BIV associa 
ted non-flodgkin s lymphoma (clone hll-14).//1.7e-2 
9: 179:94//Y16709 

R-PLACE1011133//BS-1058-Bl-B02-HF.abi CIT Buman Ge 
nomic Sperm Library Cflomo sapiens genomic clone PI 
ate=CT 780 Col =3 Row=P, genomic survey sequence.// 
1.0:133:63//B44006 

R-PLACE1011143//B. sapiens CpG island DNA genomic H 
sel fragment, clone 127a4, forward read cpgl27a4.f 
tla. //I . 0: 127: 67//Z56550 

R-PLACE1011160//Homo sapiens BRIBFB2038 mRNA, part 
ial cds.//2.4e-95:534:91//AB015333 
R-PLACE1011165//Buman Cosmid g5129s232 from 7q31. 
3, compl ete sequence. //0. 47: 355: 58//AC003968 
R-PLACE1011185//Bomo sapiens clone DJ0038I10, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. //1.3e- 26: 40 
3: 70//AC004820 
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R-PLACE1011203//paramecium species 4.51er mt dna d 
imer: replication init. region, clone l.//1.0e-10: 
379:60//K00908 

R-PLACE1011219//HSJ036_B1_F08JIR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3036 Col =15 Row=L, genomic surveysequenc 
e. //2. 6e-39: 253: 88//AQ104587 
R-PLACE1011221//Homo sapiens T-cell receptor alpha 
delta locus from bases 250472 to 501670 (section 
2 of 5) of the Complete Nucleotide Sequence. //0. 3 10 
2:279:60//AE000659 

R-PLACE1011229//HS_3002J1_E10_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3002 Col=19 Row=J, genomic surveysequenc 
e. //9. 3e-31: 317: 74//AQ303626 
R-PLACE1011263//Homo sapiens BAC clone GS166A23 fr 
om 7p21 , compl ete sequence. //I . 2e- 109: 571 : 94//AC00 
5014 

R-PLACE1011273//Saccharomyces douglasii mitochondr 
ial cytochrome c oxidase subunit I (C0XI) gene, co 20 
mplete cds. //0. 00027: 337: 61//M97514 
R-PLACE1011291 

R-PLACE1011296//H. sapiens steroid reductase pseudo 
gene. //4. 2e-37: 326: 80//M68887 
R-PLACE1011310//H. sapiens 5' flanking sequence of 
gene for corticotropin. //0. 0017: 416: 60//X67661 
R-PLACE1011325//Plasmodium falciparum chromosome 
2, section 35 of 73 ofthe complete sequence. //3. Oe 
-10:511:59//AE001398 

R-PLACE1011332//Homo sapiens chromosome 17, clone 30 
HCIT3L16, WORKING DRAFT SEQUENCE, 7 unordered piec 
es. //8. 3e-06: 250: 64//AC002344 
R-PLACE1011340//Human BAC clone RG341D10 from 7pl5 
-p21 , compl ete sequence. //0. 67: 290: 58//AC002530 
R-PLACE1011375//Hus musculus Rv3.4 gene, exon 4.// 
6. 8e-23: 190: 86//AJ010310 

R-PLACE1011399//Plasmodium falciparum 3D7 chromoso 
me 12 PFYACB8-420 genomic sequence, WORKING DRAFT 
SEQUENCE, 14 unordered pieces. //0. 22: 359: 60//AC005 
140 40 
R-PLACE1011419//Human DNA sequence from cosmid U90 
B3, on chromosome Xpll, contains ESTs. //5. le-32: 28 
2:81//Z74022 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds.//1.5e-112:600:94//AB011102 
R-PLACE1011452//Homo sapiens clone DJ0945F02, WORK 
ING DRAFT SEQUENCE, 7unordered pieces. //3.9e- 77: 30 
3:85//AC006013 
R-PLACE1011465 

R-PLACE1011472//Homo sapiens mRNA for KIAA0712 pro 50 
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tein, complete cds.//7.9e-103:515:96//AB018255 
R-PLACE1011492//A-837A4.TP CIT978SK Homo sapiens g 
enomic clone A- 837A4, genomic survey sequence. //6. 5 
e-37:234:82//B14085 

R-PLACE1011503//Homo sapiens chromosome 17, clone 
hRPC.imjJO, complete sequence. //0. 99: 267: 60//A 
C004687 

R-PLACE1011520//Homo sapiens clone DJ1119N05, comp 
lete sequence. III. Oe-116: 591: 96//AC004968 
R-PLACE1011563//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC69 genomicsequence, WORKING DRAFT SEQUE 
NCE, 4 unordered pieces. //1.2e-13: 566: 59//AC004688 
R-PLACE1011567//Plasmodium falciparum MAL3P6, comp 
lete sequence. //0. 62: 358: 61//Z98551 
R-PLACE1011576//Homo sapiens DNA from chromosome 1 
9, BAC 33152, compl etesequence.//8. 7e-45:400: 78//A 
C003973 

R-PLACE10U586//Hamo sapiens chromosome 17, clone 
HRPC890E16, complete sequence. //2.2e-59: 338: 93//AC 
004477 

R-PLACE1011635//C.pasteurianum pfl gene and act ge 
ne.//0.71:288:60//X93463 

R-PLACE1011641//Mycoplasma genitalium random genom 
ic clone sgll, partialcds.//0.023:232:60//U02205 
R-PLACE1011643//Homo sapiens chromosome 19, cosmid 
R33590, complete sequence. //1.4e-21: 432: 67//AC005 
620 

R-PLACE1011649//Homo sapiens clone 24432 mRNA sequ 
ence. 111. 8e-72: 414: 91//AF070535 
R-PLACE1011650//Human PAC clone DJ327A19 from Xq25 
-q26, complete sequence. //5. le-27: 174: 79//AC002477 
R-PLACE1011664//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 460D19, WORKING DRAFT S 
EQUENCE. 111. 4e-05: 238: 65//AL031905 
R-PLACE1011675//CIT-HSP-2370M16.TR CIT-HSP Homo sa 
piens genomic clone 2370M16, genomic survey sequen 
ce. III. 3e-27: 233: 81//AQ108283 
R-PLACE101 1682//H. sapi ens HLA-DMB gene. 111. 3e-22: 3 
90: 67//X76776 

R-PLACE1011719//Homo sapiens 12q24.2 BAC RPCI 11-36 
0E11 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. //3. le-24: 409: 66//AC004806 
R-PLACE1011725//Homo sapiens unknown mRNA downregu 
lated by induced differentiation with 13-cis retin 
oic acid. 110. 13: 143: 65//AF026526 
R-PLACE1011729//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y738F9, WORKING DRAFT S 
EQUENCE. III. le-15: 157: 82//AL022345 
R-PLACE1011749//Homo sapiens clone RG315H11, W0RKI 
NG DRAFT SEQUENCE, 5 unordered pieces. //1.5e-38: 31 



(1860) 

3717 

4:81//AC005089 

R-PLACE1011762//Homo sapiens BAC clone RG067E13 fr 
om 7q21, complete sequence. //I. 9e- 35: 538: 68//AC002 
383 

R-PLACE1011778//CIT-HSP-2326C17.TV CIT-HSP Homo sa 
piens genomic clone 2326C17, genomic survey sequen 
ce. III. 8e-58: 346: 91//AQ028782 
R-PUCE1011783//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 229A8, WORKING DRAFT SE 
QUENCE. //4. 6e-38: 288: 84//Z86090 10 
R-PLACE1011858//Human DNA sequence from clone 496N 
17 on chromosome 6pll. 2-12.3 Contains EST, GSS, co 
mplete sequence. //4. le-104: 524: 97//AL031321 
R-PLACE1011874//Bomo Sapiens Chromosome X clone bW 
XD312, complete sequence. //2. le- 100: 511: 95//AC0044 
78 

R-PIACE1011875 

R-PLACE1011891//Human lens membrane protein (mpl9) 

gene, exon 11.//0.0011: 195: 64//L04193 
R-PLACE1011896//Homo sapiens DNA sequence from PAC 20 

434014 on chromosome lq32. 3. -41. Contains the ESDI 
1B1 gene for Hydroxysteroid (11-beta) Dehydrogenas 
el, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 
ctor 6 and two novel genes. ContainsESTs and GSSs, 

complete sequence. //0. 010: 110: 74//AL022398 
R-PLACE1011922//Homo sapiens chromosome 21q22.3 PA 
C 171F15, complete sequence. //3.5e- 10: 152: 74//AF04 
2090 

R-PLACE1011923//Homo sapiens serum- inducible klnas 30 
e mRNA, complete cds.//7.0e-98:546:92//AF059617 
R-PLACE101 1962//CIT-HSP-2294L24. TF CIT-HSP Homo sa 
piens genomic clone 2294L24, genomic survey sequen 
ce. //0. 31: 131: 63//AQ006352 
R-PLACE1011964//Homo sapiens chromosome 17, clone 
HRPC987K16, complete sequence. //2. 5e- 08: 393: 63//AC 
002994 

R-PLACE1011982//Arabidopsis thaliana genomic DNA, 
chromosome 3, PI clone: MDJ14, complete sequence./ 
/9.6e-09:463:62//AB016889 40 
R-PLACE1011995//Human Down Syndrome region of chro 
mosome 21, clone A12H1-2H4.//2. 7e- 39: 294: 82//U4473 
8 

R-PLACE1012031//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds.//2. 5e-104: 540: 95//AB01 8256 
R-PLACE2000003//Human PAC clone DJ404F18 from Xq2 
3, compl ete sequence. //4. 9e- 10: 439: 63//AC004000 
R-PLACE2000007//Human fibroblast growth factor rec 
eptor 3 (FGFR3) gene,intron 3.//1.0: 151: 66//L78722 
R-PLACE2000011//Homo sapiens clone 614 unknown mRN 50 
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A, compl ete sequence. //1 . 5e- 103: 524: 95//AF091080 
R-PLACE2000015//Homo sapiens PAC clone DJ269005 fr 
om Xq23, complete sequence. //0. 94: 372: 57//AC005191 
R-PLACE200Q017//Homo sapiens chromosome 17, clone 
hCIT. 162_EJ2, complete sequence. //3. Oe-55: 299: 86/ 
/AC006236 

R-PLACE2000021//CIT-HSP-2343C18.TR CIT-HSP Homo sa 
piens genomic clone 2343C18, genomic survey sequen 
ce. //4. 5e-54: 295: 94//AQ058140 
R-PLACE2000033//H. sapiens gene for mitochondrial A 
TP synthase c subunit(Pl form) . //6. 5e-38: 298: 82//X 
69907 

R-PLACE20G0034//Homo sapiens clone DJ0613C23, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //5.3e-34: 20 
0: 79//AC005628 

R-PLACE2000039//Homo sapiens BAC clone RG060N22 fr 
om 7q21 , compl ete sequence. //1 . 8e-49: 274: 89//AC003 
083 

R-PUCE2000047//CIT-HSP-2373C2.TR CIT-HSP Homo sap 
iens genomic clone 2373C2, genomic survey sequenc 
e. //I. 8e-48: 389: 79//AQ112243 
R-PLACE2000050//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 117715, WORKING DRAFT S 
EQUENCE. //0. 0027: 95: 76//AL022315 
R-PLACE2000061//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds.//2.9e-39:429:72//AB011147 
R-PLACE2000062//Homo sapiens clone DJ0539M06, WORK 
ING DRAFT SEQUENCE, lOunordered pieces. //5.9e-40: 3 
10:84//AC004832 

R-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) 
mRNA, complete cds.//1.9e-109:550:95//AF027219 
R-PLACE2000097//Homo sapiens chromosome 12pl3.3 cl 
one RPCI1 1-189120, WORKING DRAFT SEQUENCE, 39 unor 
dered pi eces. //1 . 6e- 106: 553: 95//AC005910 
R-PLACE2000100//Human DNA sequence from clone 301K 
23 on chromosome lp35. 1-36.21. Contains the 5' par 
t of a novel gene similar to predicted yeastand wo 
rm genes. Contains ESTs and GSSs, complete sequenc 
e. //I. 8e-38: 285: 84//AL031730 
R-PIACE2000103//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 20208, WORKING DRAFT SE 
QUENCE. //4. 3e-113: 559: 97//AL031848 
R-PLACE2000111//Rat MLC1V gene encoding alkali myo 
sin ventricel light chain, exon 1.//0. 00041: 347: 61 
//X16325 

R-PLACE2000115//Cervus elaphus MHC class II DRB ps 
eudogene, intron 2 microsatelllte.//0. 50: 165: 63//U 
63067 

R-PLACE2000132 

R-PLACE2000136//Plasmodium falciparum DNA *** SEQU 
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ENCING IN PROGRESS ***from contig 3-30, complete s 
equence. //0. 0032: 310: 61//AL008974 
R-PLACE2000140//Human DNA sequence *+* SEQUENCING 
IN PROGRESS *** from clone 11703, WORKING DRAFT SE 
QUENCE. //I . le- 1 1 1 : 566: 96//AL020995 
R-PLACE2000164 

R-PLACE2000170//*** SEQUENCING IN PROGRESS *** Bom 
o sapiens chromosome 4, BAC clone C0024K08; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 5 unorderedpieces. 
//3. 9e-40: 390: 76//AC005598 10 
R-PLACE2000172 
R-PLACE2000176 

R-PLACE2000187//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 268H5, WORKING DRAFT SE 
QUENCE. IIS. 7e-45: 298: 87//AL008718 
R-PLACE2000216//Dog nonerythroid beta-spectrin mRN 
A, 3' end.//5.6e-88:495:92//L02897 
R-PLACE2000223 

R-PLACE2000235//HS_3159_B1_B06J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 20 
one Plate=3159 Col =11 Row=D, genomic surveysequenc 
e. //I . 8e-88: 454: 96//AQ179271 
R-PLACE2000246//Homo sapiens chromosome 3p clone R 
PCI4-544D10, WORKING DRAFT SEQUENCE, 58 unordered 
pieces. //9. le-41: 282: 86//AC005902 
R-PLACE2000264//Homo sapiens DNA sequence from PAC 
95C20 on chromosome Xpll.3-11.4. Contains STSs an 
d the DXS7 locus with GT and GTG repeat polymorph! 
sms, complete sequence. //8. 3e- 35: 305: 80//Z97181 
R-PLACE2000274//Human Chromosome 16 BAC clone CIT9 30 
87SK-A-21 1C6, compl etesequence. 11%. 5e- 18: 325: 67//A 
C002394 

R-PLACE2000302//Homo sapiens chromosome 17, clone 
HRPC1067M6, complete sequence. //1 . 5e-39: 287: 85//AC 
003043 

R-PLACE2000305//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 16915, WORKING DRAFT SE 
QUENCE. //I. 2e-43: 295: 85//Z93015 
R-PLACE2000317//Human DNA sequence from clone 245G 
19 on chromosome Xp22.11-22.2 Contains serine-thre 40 
onine kinase (Txp3) gene, a pseudogene similar to 
ALPHA- 1 PROTEIN ((C0NNEXIN 43, CX43, GAP JUNCTION 
43 KD HEART PROTEIN)), and the 3' end of the RSI 
(X- linked juvenile retinoschisis precursor protei 
n) gene. Contains ESTs, STSs and GSSs, complete se 
quence. //4. Oe-05: 284: 65//Z92542 
R-PLACE2000335//Homo sapiens clone DJ0755D09, WORK 
ING DRAFT SEQUENCE, 3unordered pieces. //1.5e-26: 33 
4: 70//AC006147 

R-PLACE2000342//Fugu rubripes cosmid 258N02 cental 50 
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ning IGFII, TH, NAP2 genes. //4. Oe-05: 254: 64//AL021 
880 

R-PLACE2000347//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 799N4, WORKING DRAFT SE 
QUENCE. //1. 6e-82: 504: 88//AL022147 
R-PLACE2000359//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 40E16, WORKING DRAFT SE 
QUENCE. III. Oe-36: 314: 80//AL031963 
R-PLACE2000366//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 796F18, WORKING DRAFT S 
EQUENCE. III. Oe-48: 389: 80//AL031291 
R-PLACE2000371 

R-PLACE2000373//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 324M8, WORKING DRAFT SE 
QUENCE. I/O. 61: 231: 61//AL008734 
R-PLACE2000379//Homo sapiens clone DJ0892G19, comp 
1 ete sequence. III. 5e- 1 1 : 287: 67//AC004917 
R-PUCE2000394//Human DNA sequence from clone 465N 
24 on chromosome lp35. 1-36. 13. Contains two novel 
genes, ESTs, GSSs and CpG islands, compl etesequenc 
e. IIS. 8e- 108: 553: 96//AL031432 
R-PLACE2000398//Homo sapiens clone RG074A24, WORKI 
NG DRAFT SEQUENCE, 25unordered pieces. //2.9e-26: 32 
6: 73//AC005059 
R-PLACE2000399 

R-PLACE2000404//Homo sapiens chromosome 5, BAC clo 
ne 282B7 (LBNL H192), compl ete sequence. //6.5e-84: 4 
34:96//AC005216 

R-PLACE2000411//P.clarkii mRNA; repeat region (ID 

2R).//0.47: 104: 70//Z54273 

R-PLACE2000419 

R-PLACE2000425//Homo sapiens X-linked anhidroitic 
ectodermal dysplasia protein gene (EDA), exon 2 an 
d flanking repeat regions. //1.9e-40: 447: 74//AF0035 
28 

R-PLACE2000427 

R-PLACE2000433//Human Chromosome 15 pac pDJ24m8, c 
ompl ete sequence. 11%. 5e-40: 286: 85//AC000379 
R-PLACE2000435 

R-PLACE2000438//Homo sapiens full length insert cD 

NA clone ZE04D01.//2.2e-107:523:98//AF086521 

R-PLACE2000450 

4. le-42: 328: 79//AG006257 

R-PLACE2000455 

R-PLACE2000458//Homo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL HI 54), compl ete sequence. 115. le- 11 
6: 570: 97//AC005740 

R-PLACE2000465//Human BAC clone RG191D16, complete 
sequence. IIS. 3e-37: 408: 75//AC002460 
R-PLACE2000477//M.musculus tex264 mRNA (3' region). 
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//7. 5e-06: 117: 76//X80427 
R-PLACE3000004 

R-PLACE3000029//Human DNA sequence from PAC 506G2 
contains STSs and a CpG island. //5. 8e- 34: 308: 78//Z 
82976 

R-PLACE3000059//Mus musculus mRNA for ubiquitin co 
njugating enzyme. III. le-36: 273: 87//Y17267 
R-PLACE3000070//Bomo sapiens chromosome 5, PAC clo 
ne 17el9 (LBNL HI 48), complete sequence. //2.3e- 10:1 
81:71//AC004648 10 
R-PLACE3000103//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 30A23, WORKING DRAFT SE 
QUENCE. Ill . 2e-48: 495: 74//AL022156 
R-PLACE3000119//Homo sapiens Chromosome 22ql2 BAC 
Clone 58b8 In Meningioma Deletion Region, complete 
sequence. //3. 4e-39: 283: 85//AC000026 
R-PLACE3000124//Homo sapiens chromosome 5, PI clon 
e 793c5 (LBNL H57), complete sequence. //9.2e- 23: 17 
1:76//AC005200 

R-PLACE3000136//U.arctos microsatellite DNA, clone 20 
UarMU23. //0. 00052: 171 : 65//Y09645 
R-PLACE3000142//HS_3037J2_B02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3037 Col =4 Row=D, genomic survey sequenc 
e.//0.88:121:66//AQ097023 

R-PLACE3000147//Mus musculus DNA for ADAMTS-1, com 
plete cds. //3. 3e-23: 472: 66//AB001735 
R-PLACE3000148//Human DNA from cosmid L27h9, Hunti 
ngton s Disease Region, chromosome 4pl6.3 contains 
CpG i si and. //3. 5e- 1 1 : 1 76: 73//Z49237 30 
R-PLACE3000155//Homo sapiens chromosome 17, clone 
hRPK. 597JJ2, complete sequence. //6.9e- 106: 549: 94 
//AC005277 

R-PLACE3000156//Homo sapiens BAC clone RG067E13 fr 
om 7q21 , compl ete sequence. 111. Oe-38: 545: 70//AC002 
383 

R-PLACE3000157 

R-PLACE3000158//, compl ete sequence. //1 . 4e-33: 283: 
81//AC005500 

R-PLACE3000160 40 
R-PLACE3000169//Homo sapiens chromosome 19. BAC CI 
T-B-191n6. complete sequence. //5.2e-43: 229: 85//AC0 
06130 

R-PLACE3000194 

R-PLACE3000197//Homo sapiens chromosome 17, clone 
hRPK. 40L0.9, compl etesequence. 111. 2e-61 : 394: 89//A 
C005291 

R-PLACE3000199//Homo sapiens Xq28 genomic DNA in t 
he region of the LICAMlocus containing the genes f 
or neural cell adhesion molecule LI (L1CAM). argin 50 
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ine- vasopressin receptor (AVPR2), Cl pll5 (Cl), AR 
Dl N-acetyl transferase related protein (TE2), reni 
n-binding protein (RbP), host cell factor 1 (HCF 
1), and interleukin-1 receptor- associated kinase 
(IRAK) genes, complete cds, and Xq281u2 gene. //0. 2 
3:309:57//U52112 

R-PLACE3000207//CIT-HSP-384B14.TR CIT-HSP Homo sap 
iens genomic clone 384B14, genomic survey sequenc 
e. //I. le-15: 156: 81//B54637 
R-PLACE3000208//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 591N18, WORKING DRAFT S 
EQUENCE. //1. 3e-16: 139: 87//AL031594 
R-PLACE3000218//HSJ185_B1_B01_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3185 Col=l Row=D, genomic survey sequenc 
e.//3.5e-07:120:75//AQ155720 
R-PLACE3000220//Homo sapiens chromosome 17, clone 
HRPC1096F1 , complete sequence. III. 4e-44: 363: 80//AC 
004167 

R-PLACE3000226//Caenorhabditis elegans cosmid M01G 
5. //0. 88: 95: 77//AF078786 

R-PLACE3000230//Homo sapiens ccr2b (ccr2), ccr2a 
(ccr2), ccr5 (ccr5) andccr6 (ccr6) genes, complete 
cds, and lactoferrin (lactoferrin) gene, partial 
cds, complete sequence. //5.3e-69: 536: 81//U95626 
R-PLACE3000242//Sequence 1 from patent US 5599918. 
//3.2e-62: 546: 78//1 35489 

R-PLACE3000244//M. musculus mRNA for 200 kD protei 
n.//1.7e-45:404:75//X80169 

R-PLACE3000254//Human mRNA for KIAA0309 gene, part 
ial cds. 111. 5e-28: 174: 94//AB002307 
R-PLACE3000271//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 423B22, WORKING DRAFT S 
EQUENCE. 113. 9e-54: 492: 77//AL034379 
R-PLACE3000276//Homo sapiens PAC clone DJ0320J15 f 
rom Xq23, complete sequence. //5.4e- 12: 176: 69//AC00 
4081 

R-PLACE3000304//Homo sapiens chromosome 19, cosmid 
R26660, compl ete sequence. 115. 7e- 1 14: 555: 97//AC00 
5328 

R-PLACE3000310//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 467L1, WORKING DRAFT SE 
QUENCE. 116. 2e-51: 314: 84//Z98884 
R-PLACE3000320//Homo sapiens elastin gene, exons 5 
-27 and alternativelyspliced products, partial cd 
s.//2.5e-44:289:90//U93037 
R-PLACE3000322//Human argininosuccinate lyase (AS 
L) gene, exon 3. //5. 9e-20: 153: 88//H21006 
R-PLACE3000331//Homo sapiens clone DJ0592G07, WORK 
ING DRAFT SEQUENCE, 3unordered pieces.//!. le- 43: 23 
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0: 84//AC005480 
R-PLACE3000339 

PLACE300034 1 //Homo sapiens 3p22 Contig 7 PAC RPC 
I4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence. 112. 5e- 111: 550: 97//AC0 
06055 

R-PLACE3000350//Human DNA sequence from clone 243E 
7 on chromosome 22ql2.1. Contains ESTs, STSs and G 
SSs, complete sequence. //1.5e-44: 314: 78//AL022323 
R-PLACE3000352//HSJ095_BLE09^MR CIT Approved Hum 10 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3095 Col=17 Row=J, genomic surveysequenc 
e. //8. 5e-73: 356: 99//AQ123142 
R-PLACE3000353//Caenorhabditis elegans DNA *** SEQ 
UENCING IN PROGRESS *** from clone Y22F5, WORKING 
DRAFT SEQUENCE. //0. 21: 194: 63//Z99712 
R-PLACE3000362//Plasmodium falciparum coronin gen 
e, isolate 3D7. //0. 26: 360: 60//AJ002197 
R-PLACE3000363 

R-PLACE3000365//Human BAC clone RG343P13 from 7q3 20 
1, complete sequence. //4. 6e- 52: 487: 76//AC002465 
R-PLACE3000373//HS_3202_B1_G05_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3202 Col =9 Row=N, genomic survey sequenc 
e.//2.4e-75:437:90//AQ252699 
R-PLACE3000388//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 732E4, WORKING DRAFT SE 
QUENCE. //6. 4e-61: 515: 81//AL008722 
R-PLACE3000399//Homo sapiens clone DJ1186P10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //0. 00098: 44 30 
4:60//AC005231 

R-PLACE3000400//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. //0. 78: 155: 66//AC005506 
R-PLACE3000401//Homo sapiens clone DJ1147A01, WORK 
ING DRAFT SEQUENCE, 25unordered pieces. //8.0e-47: 2 
23:81//AC006023 

R-PLACE3000402//Homo sapiens chromosome 17, clone 
104H12, complete sequence. //1.0: 179: 63//AC000003 
R-PLACE3000405//Homo sapiens chromosome 7qtelo BAC 40 
F6, complete sequence. III. 4e- 44: 466: 74//AF1 04455 
R-PLACE3000406//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 268H5, WORKING DRAFT SE 
QUENCE. //7. 7e-49: 471: 75//AL008718 
R-PLACE3000413 

R-PLACE3000416//Homo sapiens *** SEQUENCING IN PRO 
CRESS *** from PAC 1577, WORKING DRAFT SEQUENCE.// 
5.4e-42:416:77//AJ009612 

R-PLACE3000425//Human DNA sequence from PAC 130G2 
on chromosome 6p22.2-22.3. Contains ribosomal prot 50 
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ein L29 pseudogene, ESTs and STSs.//l. le-41:366:78 
//AL008627 

R-PLACE3000455//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 469D22, WORKING DRAFT S 
EQUENCE. //3. 8e-98: 549: 92//AL031284 
R-PLACE3000475//Human signal transducing adaptor m 
olecule STAH mRNA, complete cds.//1.9e-82:440:92// 
U43899 

R-PLACE3000477 

R-PLACE4000009//R.norvegicus mRNA encoding 45kDa p 
rotein which binds toheymann nephritis antigen gp3 
30.//6.6e-17:344:68//Z11995 
R-PLACE4000014//Homo sapiens mRNA for KIAA0809 pro 
tein, partial cds.//2.7e-83:433:95//AB018352 
R-PLACE4000034//cSRL-51C5-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-51C5, genomic survey sequence. //0. 54: 116:66 
//B04984 

R-PLACE4000049//Human BAC clone GS165I04 from 7q2 
1, complete sequence. //0. 29: 313: 59//AC002379 
R-PLACE4000052//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. //0. 0058: 466: 57//AL034557 
R-PLACE4000063//Homo sapiens chromosome 7q22 seque 
nee, complete sequence. //0. 98: 246: 61//AF053356 
R-PLACE4000089//RPCI11-15I1.TVB RPCI-11 Homo sapie 
ns genomic clone RPCI -11-1511. genomic survey sequ 
ence. //3. 2e-07: 284: 60//B82414 
R-PLACE4000093//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC357 genomicsequence, WORKING DRAFT SEQU 
ENCE, 7 unordered pieces. 111. 4e- 07: 429: 60//AC00550 
6 

R-PLACE4000100 

R-PLACE4000106//Homo sapiens clone 24561 unknown m 
RNA, partial cds.//9.3e-100:419:91//AF055010 
R-PLACE4000128//Human Chromosome 16 BAC clone CIT9 
87SK-A-61E3, compl etesequence. 119. 6e-45: 284: 90//AC 
003007 

R-PLACE4000129//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0500.//1.6e-19:118:100//AB00 
7969 

R-PLACE4000147//Homo sapiens BAC clone NH0342K06 f 
rom 2, complete sequence. //8. 9e- 17: 208: 73//AC00503 
4 

R-PLACE4000156//Homo sapiens DNA sequence from PAC 
352A20 on chromosome6q24. 1-25. 1. Contains a pseud 
ogene similar to yeast, bacterial, worm andslime m 
old hypothetical genes, and a gene coding for an a 
ldehyde dehydrogenase family protein. Contains EST 
s, STSs and GSSs, complete sequence. //3.7e-43: 281: 
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90//AL021939 
R-PLACE4000192 

R-PLACE4000222//Homo sapiens clone DJ1129J21, WORK 
ING DRAFT SEQUENCE, 25unordered pieces.//5.4e-44:2 
80:82//AC0O5631 

R-PLACE4000233//Homo sapiens full length insert cD 
NA YH59G06. III. 8e-79: 414: 97//AF074981 
R-PLACE4000247//Homo sapiens chromosome 17, clone 
hRPR. 156_L_14, complete sequence. 115. 7e-59: 558: 76/ 
/AC005821 10 
R-PLACE4000250//CIT-HSP-2335L20.TR CIT-HSP Homo sa 
pi ens genomic clone 2335L20, genomic survey sequen 
ce. III. 7e-44: 313: 84//AQ037381 
R-PLACE4000252//Homo sapiens chromosome 17, clone 
hRPK. 700_H_6, completesequence. //1. 5e-39: 311: 83//A 
C005920 

R-PLACE4000261//H. sapiens BFlP-glH03np gene for im 
munoglobulin heavy chain variable region. 110. 33: 19 
7:61//Z80410 

R-PLACE4000269//Homo sapiens chromosome 4 clone B3 20 
68A9 map 4q25, complete sequence. //1. 4e- 31: 327: 68/ 
/ACO0551O 

R-PLACE4000270//Homo sapiens DNA for amyloid precu 
rsor protein, completecds.//2.3e-32:345: 74//D87675 
R-PLACE4000300//Sequence 61 from patent US 574430 
0. //0. 0017: 51: 98//AR003339 

R-PLACE4000320//Human DNA sequence from clone 441 J 
1 on chromosome 6p24 Contains STS, GSS, complete s 
equence. //8. 2e-41: 295: 85//Z99495 
R-PLACE4000323//Human chromosome 11 187a8 cosmid, 30 
complete sequence. //1. 3e-32: 404: 75//U73640 
R-PLACE4000326 

R-PLACE4000344//Homo sapiens PAC clone DJ0988G15 f 
rom 7q33-q35, completesequence. //0. 32: 135: 68//AC00 
5587 

R-PLACE4000367//H. sapiens gene encoding RING finge 
r protei n. //0. 61 : 146: 67//Y07829 
R-PLACE4000369//HS.3181 JU_B02_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3181 Col=3 Row=C, genomic survey sequenc 40 
e. //7. le-80: 424: 94//AQ173222 
R-PUCE4000379//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1104E15, WORKING DRAFT 
SEQUENCE. //1. 7e-05: 160: 65//AL022312 
R-PLACE4000387//Homo sapiens clone DJ0876A24. WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //2.4e-47: 35 
1:81//AC004913 

R-PLACE4000392//Human DNA sequence from clone 751H 
9 on chromosome 6ql3. Contains part of an unknown g 
ene, ESTs, STSs and GSSs, complete sequence. //8.5e 50 
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-88:541:88//AL034377 

R-PLACE4000401//Human Chromosome 11 overlapping pa 
cs pDJ235kl0 and pDJ239b22, WORKING DRAFT SEQUENC 
E, 17 unordered pieces, III. 7e- 17: 143: 83//AC000406 
R-PUCE4000411 

R-PLACE4000445//Homo sapiens clone DJ0613C23, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //0. 028: 91: 7 
8//AC005628 

R-PLACE4000465//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 30A23, WORKING DRAFT SE 
QUENCE. //1. 6e-43: 532: 71//AL022156 
R-PLACE4000489//Plasmodium falciparum chromosome 
2, section 64 of 73 ofthe complete sequence. //4. le 
-06:357:61//AE001427 

R-PLACE4000494//Homo sapiens 12pl3.3 PAC RPCI5-106 
3M23 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. //2.7e-37: 416: 74//AC005865 
R-PLACE4000522 

R-PLACE4000548//Homo sapiens 12pl3.3 PAC RPCI5-109 
6D14 (Roswell Park Cancer Institute Human PAC Libr 
ary) complete sequence. //0. 0020: 383: 60//AC005342 
R-PLACE4000558//Homo sapiens 12q24 BAC RPCI1M62P 
23 (Roswell Park Cancer Institute Human BAC librar 
y) complete sequence. //2.9e-44: 465: 75//AC002996 
R-THYR01000026//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 37E16, WORKING DRAFT SE 
QUENCE. III. 2e-43: 354: 82//Z83844 
R-THYR01000034//Plasmodium falciparum chromosome 
2, section 59 of 73 ofthe complete sequence. //0. 02 
2:327:60//AE001422 

R-THYR01000035//HS_3018_B2_F10J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3018 Col =20 Row=L ( genomic surveysequenc 
e. III. 3e-36: 228: 91//AQ092318 
R-THYR01000040//Plasmodium falciparum 3D7 chromoso 
me 12 PFYAC293 genomicsequence, WORKING DRAFT SEQU 
ENCE, 9 unordered pieces. //1.0: 367: 56//AC004157 
R-THYR01000070//***ALU WARNING: Human Alu-Sq subfa 
mily consensus sequence. III. le-44: 284: 89//U14573 
R-THYR01000072//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. //6.6e-33: 150: 83//U14567 
R-THYR01000085 

R-THYR01000092//Homo sapiens chromosome 7qtelo BAC 
F6, complete sequence. //3.3e-36: 301: 78//AF104455 
R-THYR01000107//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 12513, WORKING DRAFT SE 
QUENCE. ill. 4e-35: 282: 82//AL033528 
R-THYR01000111//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-279B10, complete sequence. //4.0e- 32: 3 
51:65//AC002300 
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R- THYRO 1 OOO 1 2 1 //Human chromosome 16 BAC clone CIT9 
87SK-A-962B4, completesequence. //6. 6e-77: 507: 85//U 
91318 

R-THYRO 10001 24//H1 gh throughput sequencing of huma 
n chromosome 12, WORKING DRAFT SEQUENCE, 1 ordered 
pieces. //0. 66: 334: 59//AC005840 
R-THYR01000129//Homo sapiens TED protein (TED) mRN 
A, complete cds.//2.3e-88:449:96//AF087142 
R-THYR01000132//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 212A2, WORKING DRAFT SE 10 
QUENCE. III. le-40: 298: 84//Z95114 
R-THYR01000156//Homo sapiens chromosome 17, clone 
hRPK. 849_N_15, complete sequence. //3. 4e- 37: 425: 73/ 
/AC005703 

R-THYR01000163//RPCI11-1B20.TVB RPCI-11 Homo sapie 
ns genomic clone RPCI-11-1B20, genomic survey sequ 
ence. //8. 4e-38: 276: 84//B63536 
R-THYR01000173//Human DNA sequence from PAC 323B6 
on chromosome X contains ESTs CpG island. //I. le- 7 
0:553:81//Z83841 20 
R-THYR01000186//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 41018, WORKING DRAFT SE 
QUENCE. //6. 7e-41: 345: 81//AL031732 
R-THYR01000187//Human thymopoietin (TMPO) gene, pa 
rtial exon 6, completeexon 7, partial exon 8, and 
parti al cds for thymopoi eti n beta. //1 . 3e-43: 356: 80 
//U18271 

R-THYR01000190//Horao sapiens chromosome 17, clone 
BRPC843B9, compl ete sequence. III. 6e-40: 386: 77//AC0 
04139 30 
R-THYR01000197//Homo sapiens mRNA for poly(A)-spec 
i f i c ri bonucl ease. Ill . le- 108: 535: 97//AJ005698 
R-THYR01000199//Homo sapiens mRNA for KIAA0652 pro 
tein, complete cds. //1. 4e-113: 559: 97//AB014552 
R-THYR01000206//Rat PMSG-induced ovarian mRNA, 3 s 
equence, N4. //4. Oe-43: 318: 86//D84482 
R-TBYR01000221//Human DNA from overlapping chromos 
ome 19 cosmids R31396, F25451, and R31076 containin 
g C0X6B and UPKA, genomic sequence, complete seque 
nee. III. 7e-44: 452: 76//AC002115 40 
R-THYR01000241//Homo sapiens Cosmid Clone pl29dll 
unknown chromosomal location, complete sequence.// 
4. 8e-58: 447: 81//AC000039 
R-THYR01000242 

R-THYR01000253//Homo sapiens DNA sequence from PAC 
179N16 on chromosome6p21. 1-21. 33. Contains the SA 

PK4 (MAPK p38delta) gene, and the alternatively sp 

liced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains E 

STs, STSs and two predicted CpG islands, complete 50 
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sequence. //3. 4e-56: 300: 84//Z95152 
R-TBYR01000270 

R-THYR01000279//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 531H16, WORKING DRAFT S 
EQUENCE. //4. 8e- 113: 584: 96//AL031664 
R-THYR01000288//Homo sapiens mRNA for Hs Ste24p, c 
omplete cds. //I. le-98: 566: 91//AB016068 
R-THYR01000320//HS_2033_B1 JL07J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2033 Col =13 Row=B, genomic surveysequenc 
e. //0. 97: 21 1 : 63//AQ233366 

R-THYR01000327//Sequence 1 from patent US 5541298. 
//2. 8e- 52: 289: 93//1 24058 

R-THYR01000343//Homo sapiens mRNA for KIAA0790 pro 
tein, partial cds.//l. le- 1 1 1 : 559: 96//AB018333 
R-THYR01000358//Human selenium- binding protein (hS 
BP) mRNA, complete cds. //4.6e-47: 317: 87//U29091 
R-THYR01000368//HS_3049JU_E12_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3049 Col =23 Row=I, genomic surveysequenc 
e.//7.0e-ll:lll:83//AQ126777 
R-nnnnnnnnnnnn 

R-THYR01000387//Homo sapiens PAC clone DJ1048B16 f 
rom 7q34-q36, compl etesequence. //2. 4e- 101 : 545: 93// 
AC006019 

R-THYR01000394//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ688pl2 containing uteroglobin gene. W0R 
KING DRAFT SEQUENCE, 11 unordered pieces. //1.6e-4 
6: 233: 88//AC006078 

R-THYR01000395//Mouse MIPP mRNA for a placenta-exp 

ressed gene. III. 3e-57: 395: 85//X58523 

R-THYR01000401 

3. 3e-lll: 546: 97//AF051907 

R-THYR01000438//Homo sapiens clone DJ1186P10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //2.7e- 44: 28 
9: 89//AC005231 

R-THYR01000452//Homo sapiens chromosome 17, clone 
hRPK. 243JL12, complete sequence. //6.7e-27: 222: 82/ 
/AC005668 

R-THYR01000471//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 102D24, WORKING DRAFT S 
EQUENCE. III. 4e-36: 369: 76//AL021391 
R-THYR01000484//Homo sapiens clone DJ1099N07, comp. 
lete sequence. //1. 6e-43: 288: 81//AC004962 
R-THYR01000488//Hamo sapiens chromosome 5p, BAC cl 
one 50g21 (LBNL HI 54), compl ete sequence. //1.6e- 95: 
512:94//AC005740 

R-THYR01000501//HS_2208 _A1_G1 1_T7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2208 Col =21 Row=M, genomic surveysequenc 
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e.//0. 0063: 189: 63//AQ091586 
R-THYR01000502//Homo sapiens elF-lA, Y isofonn (EI 
F1AY) mRNA, complete cds.//0. 19: 468: 60//AF000987 
R-THYR01000505//Homo sapiens chromosome 19, cosmid 
R31546, complete sequence. //0. 20: 214: 58//AC004 798 
R-THYR01000558 
R-THYR01000569 

R-THYR01000570//Homo sapiens full length insert cD 

NA clone ZD76G10. //4. 3e-41: 209: 100//AF086408 

R- nnnnnnnnnnnn//Homo sapiens protein associated wi 10 

th Myc mRNA, completecds.//8. 2e-107: 533: 97//AF0755 

87 

R-THYR01000596//Mus musculus mitochondrial DNA pol 
ymerase accessory subunit (MtPolB) mRNA, nuclear g 
ene encoding mitochondrial protein, partialcds.// 

0. 36: 170: 67//AF006072 

R-THYR01000602//Homo sapiens DNA for amyloid precu 
rsor protein, completecds.//2.2e-53:289:92//D87675 
R-TKYR01000605 

R-THYR01000625//Homo sapiens chromosome 19, cosmid 20 
R29425, compl ete sequence. //1 . 3e-31 : 261 : 82//AC005 
546 

R-THYR01000637//Human DNA sequence from clone 243E 
7 on chromosome 22ql2. 1. Contains ESTs, STSs and G 
SSs, compl ete sequence. //4. Oe-06: 249: 63//AL022323 
R-THYR01000641//P. falciparum glutamic acid-rich pr 
otein gnen, complete cds.//3. le-08:244:68//J03998 
R-THYR01000658//***ALU WARNING: Human Alu-Sp subfa 
mily consensus sequence. //3.9e-49: 282: 93//U14572 
R-nnnnnnnnnnnn 30 
R-THYR01000666//Homo sapiens DNA sequence from PAC 
329E20 on chromosome lp34. 4-36. 13. Contains endoth 
elin-converting-enzyme 1 (ECE-1), EST, STS t CA repe 
at, complete sequence. //1. 9e-20: 215: 77//AL031005 
R-TBYR01000676//Homo sapiens chromosome 4 clone B7 
1H12 map 4q25, complete sequence. //1. 2e- 06: 227: 64/ 
/AC004069 
R-THYR01000684 
R-THYR01000699 

R-THYR01000712 40 
R-THYR01000734//Human BAC clone RG191D16, complete 
sequence. //3. 7e- 14: 468: 64//AC002460 
R-THYR01000748//flomo sapiens cosmid 123E15, comple 
te sequence. //2. 6e- 1 1 : 182: 73//AF024533 
R-THYR01000756//Sequence 21 from patent US 555228 

1. //1.4e- 15: 106: 98//1 25660 

R-THYR01000777//Plasmodium falciparum HAL3P2, comp 
1 ete sequence. //I . 0: 175: 66//AL034558 
R-THYR01000783//CIT-HSP-2335P6.TF CIT-HSP Homo sap 
lens genomic clone 2335P6, genomic survey sequenc 50 
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e.//1.2e-81:391:99//AQ038226 
R-THYR01000787//Homo sapiens chromosome Y, clone 2 
64, H, 20, compl ete sequence. //9. 4e-07: 494: 58//AC004 
617 

R-THYR01000793 

R-THYR01000796//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 167P19, WORKING DRAFT S 
EQUENCE. //I. 7e-42: 379: 79//Z93014 
R-THYR01000805//Human Chromosome 11 pac pDJ610i20, 
WORKING DRAFT SEQUENCE, 18 unordered pieces. //4. 7 
e-40:362:76//AC002555 

R-THYR01000815//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 316D5, WORKING DRAFT SE 
QUENCE. //4. Oe-58: 295: 92//Z82199 
R-THYR01000829//Sequence 7 from patent US 5716622. 
//0. 97: 362: 61//1 87788 

R-THYR01000843//Homo sapiens Chromosome 15qll-ql3 
PAC clone pDJ351h23 from the Prader-Willi/Angelman 
Syndrome region, complete sequence. //3. 3e-57: 522: 
76//AC004738 

R-THYR01000852//Homo sapiens chromosome 11 clone C 
IT-HSP-1337H24, WORKING DRAFT SEQUENCE, 9 unordere 
d pieces. //4. 2e- 17: 291: 69//AC005849 
R-THYR01000855//Human DNA sequence from clone 366B 
10 on chromosome 22ql2. 2-12.3. Contains GSSs, comp 
lete sequence. //I. le-41: 419: 75//AL031592 
R-THYR01000865//fluman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1125A11, WORKING DRAFT 
SEQUENCE. //9. Oe-47: 294: 84//AL034549 
R-THYR01000895//fluman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 380F5, WORKING DRAFT SE 
QUENCE. //3. 7e- 11 1 : 569: 96//AL031719 
R-THYR01000916//flomo sapiens clone DJ0965K10, WORK 
ING DRAFT SEQUENCE, 6unordered pieces. //1.0e-97: 55 
4:92//AC006015 

R-THYR01000926//flomo sapiens cAMP- specific phospho 
diesterase 8B (PDE8B)mRNA, partial cds.//9.6e-109: 
566: 94//AF079529 

R-THYR01000934//Homo sapiens full length insert cD 
NA clone ZD69A10. //1. 6e-104: 539: 95//AF086378 
R-THYR01000951//Homo sapiens Chromosome llql2 pac 
pDJ57114, WORKING DRAFT SEQUENCE, 29 unordered pie 
ces. //8. 9e-61: 479: 81//AC004229 
R-THYR01000952//fluman autoimmune thyroid disease-r 
elated antigen mRNA. //5. 3e- 16: 116: 93//M28639 
R-THYR01000974//Eomo sapiens ribosomal protein L33 
-like protein mRNA, complete cds.//3.2e-59:321:95/ 
/AF047440 

R-THYR01000975//Homo sapiens chromosome 19, cosmid 
F18718, compl ete sequence. //1 . 9e-44: 396: 79//AC006 
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R-THYR01000983//Homo sapiens chromosome 17, clone 
hRPR. 271JJ 1 , compl ete sequence. HQ. 99: 71 : 78//AC0 
05562 

R-THYR01000984//Homo sapiens Chromosome llql2.2 PA 
C clone pDJ688pl2 containing uteroglobin gene, WOR 
KING DRAFT SEQUENCE, 11 unordered pieces. //6.7e-4 
2:320:84//AC006078 

R-THYR01000988//Homo sapiens DNA sequence from PAC 
230G1 on chromosome Xpll.3. Contains EST, STS and 10 
GSS, complete sequence. //6. 7e-39: 292: 78//Z84466 

R-THYR01001003//HS_305LB1_H01_MR CIT Approved Hum 

an Genomic Sperm Library D Homo sapiens genomic cl 

one Plate=3051 Col=l Row=P, genomic survey sequenc 

e. 111. 5e-39: 310: 83//AQ253727 

R-THYR01001031//Homo sapiens DNA sequence from PAC 
230G1 on chromosome Xpll.3. Contains EST, STS and 
GSS, compl ete sequence. III. 5e-50: 300: 88//Z84466 

R-THYR01001033//CIT-HSP-2007J14.TF CIT-HSP Homo sa 

pi ens genomic clone 2007J14, genomic survey sequen 20 

ce. 115. le-26: 143: 100//B56677 

R-THYR01001062//CIT-HSP-2386P3.TF.1 CIT-HSP Homo s 

apiens genomic clone 2386P3, genomic survey sequen 

ce. III. 4e-48: 316: 87//AQ239882 

R-THYR01001093 

R-THYR01001100//Bomo sapiens BAC clone RG152G17 fr 
om 7q22-q31. 1, complete sequence. 110. 47: 102: 73//AC 
005070 

R-THYR01001120 

R-THYR01001121//Homo sapiens mRNA for beta-tubulin 30 
folding cofactor D.//8.9e-81:429:94//AJ006417 
R- THYR0 1 00 1 1 33//CI T- HSP- 238 1 1 1 0 . TR CIT-HSP Homo sa 
pi ens genomic clone 2381110, genomic survey sequen 
ce.//4.7e-12:237:67//AQ111077 
R-THYR01001134 

R-THYR01001142//H. sapiens CpG island DNA genomic H 
sel fragment, clone 81dl, reverse read cpg81dl.rtl 
a. //0. 95: 214: 60//Z56037 

R-THYR01001173//cSRL-27cll-u cSRL flow sorted Chro 
mosome 11 specific cosmid Homo sapiens genomic clo 40 
ne cSRL-27cll, genomic survey sequence. //4.6e- 26: 2 
62:77//B04145 
R-THYR01001177 

R-THYR01001189//Homo sapiens DNA from chromosome 1 
9, BAC 33152, completesequence.//1.0e-41:281:87//A 
C003973 

R-THYR01001204 

R-THYR01001213//Human Alu repeat sequence A6.//3.8 
e-38:236:88//D12581 

R-THYR01001262//Homo sapiens, clone hRPK. 16 JJ, c 50 
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omplete sequence. //8. 7e-53: 442: 79//AC006227 
R-THYR01001271//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0224P12; HTGS p 
hase 1, WORKING DRAFT SEQUENCE, 13 unorderedpi ece 
s.//0.53:330:61//AC004630 
R-THYR01001290 

R-THYR01001313//H. sapiens CpG island DNA genomic H 
sel fragment, clone 195h3, forward read cpgl95h3.f 
tlb. //0. 046: 126: 66//Z57783 
R-THYR01001320//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 424J12, WORKING DRAFT S 
EQUENCE. //3. Oe-58: 476: 80//Z82207 
R-THYR01001321//Plasmodium falciparum MAL3P2, comp 
lete sequence. III. Oe-08: 408: 62//AL034558 
R- nnnnnnnnnnnn 

R-THYR01001347//Homo sapiens mRNA for KIAA0745 pro 
tein, partial cds. //3. 2e-08: 266: 64//AB018288 
R-THYR01001363//cSRL-72f5-u cSRL flow sorted Chrom 
osome 11 specific cosmid Homo sapiens genomic clon 
e cSRL-72f5, genomic survey sequence. //1.7e-85: 47 
1:92//B05884 

R-THYR01001365//Homo sapiens chromosome 10 clone C 
IT987SK-1163G10 map 10q25, complete sequence. III. 8 
e-109:584:94//AC005660 
R-THYR01001374 

R-THYR01001401//Human pigment epithelium- derived f 
actor gene, complete cds.//4.2e-51:333:88//U29953 
R-THYR01001403//Human PAC clone DJ222H05 from Xq25 
-q26, compl ete sequence. I IB. 7e-38: 307: 82//AC002377 
R-THYR01001405 

R-THYR01001406//RPCI11-69F22.TK RPCI11 Homo sapien 
s genomic clone R-69F22, genomic survey sequence./ 
/1.9e-67:400:90//AQ238297 

R-THYR01001411//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 80N2, WORKING DRAFT SEQ 
HENCE. III. 2e-06: 349: 63//AL031123 
R-THYR01001426//*** SEQUENCING IN PROGRESS *** Horn 
o sapiens genomic DNA (PAC 1 1 18i 22) from chromosome 
11; HTGS phase 1, WORKING DRAFT SEQUENCE. //2.2e- 8 
9: 506: 86//AJ002553 

R-THYR01001434//Microcentus caryae 12S mitochondri 
al ribosomal RNA, small subunit, mitochondrial ge 
ne, partial sequence. //1.0: 176: 61 //U77877 
R-THYR01001458//Human DNA sequence from clone 453C 
12 on chromosome 20ql2-13.12 Contains SDC4 (syndec 
an 4 (amphiglycan, ryudocan)) predicts a gene like 
the mouse transcription factor RBP-L, MATN4 (mat 
rilin-4) STS, GSS, CpG island, complete sequence./ 
/3. 3e-07: 196: 67//AL021578 

R-THYR01001480//Homo sapiens clone DJ0756H11, WORK 
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ING DRAFT SEQUENCE, Sunordered pieces. //1.2e-99: 51 
7: 95//AC006001 

R-THYR01001487//Homo sapiens, WORKING DRAFT SEQUEN 
CE, 97 unordered pieces. //8.5e-14: 221: 70//AC004085 
R-THYR01001534//HS_2242_B2_H04JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2242 Col =8 Row=P, genomic survey sequenc 
e. 110. 00012: 141: 68//AQ182326 
R-THYR01001537//Human DNA sequence from clone 111F 
4 on chromosome Xq23 Contains GSSs, complete seque 10 
nee. //0. 42: 323: 60//AL023876 
R-THYR01001541//Homo sapiens clone RG228D17, WORKI 
NG DRAFT SEQUENCE, 2 unordered pieces. //1.7e-42: 37 
0: 78//AC005077 

R-THYR01001559//Homo sapiens 12q24.2 PAC RPCI 5-944 
M2 (Roswell Park Cancer Institute Human PAC Librar 
y) complete sequence. //1.0: 144: 67//AC005868 
R-THYR01001570//Plasmodium falciparum 3D7 chramoso 
me 12 PFYAC492 genomicsequence, WORKING DRAFT SEQU 
ENCE, 5 unordered pi eces. //0. 43: 268: 61//AC005308 20 
R-THYR01001573//M. avium rpsL gene. //0. 98: 131:66//X 
80120 

R-THYR01001584//A.longa plastid genes for ribosoma 
1 proteins and tRNAs. //0. 29: 502: 58//X75653 
R-THYR01001595//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone Y313F4, WORKING DRAFT S 
EQUENCE. //1.5e-33: 319: 78//AL023808 
R-THYR01001602//Homo sapiens chromosome 17, clone 
hRPK. 142.HJ9, compl ete sequence. II A. 4e- 13: 320: 67/ 
/AC005919 30 
R-THYR01001605//Human DNA sequence from PAC 358H7 
on chromosome X.//1.9e-32:391:76//Z77249 
R-THYR01001617//Homo sapiens cDNA for dihydroxyace 
tone phosphate acyl transferase (DAP-AT). //1.9e-81: 
448:92//AJ002190 

R-THYR01001637//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 688G8, WORKING DRAFT SE 
QUENCE. //5. 4e-41: 381: 78//AL031671 
R-THYR01001656//HSJ201J2JM)8JIF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 40 
one Plate=2201 Col =16 Row=B, genomic surveysequenc 
e. //0. 096: 162: 63//AQ293168 

R-THYR01001661//Human immunoglobulin- associated (B 
29) gene, promoter andexon 1, partial cds.//1.0:22 
9:62//U22954 

R-THYR01001671//Homo sapiens mRNA for 2 -5' oligoa 
denylate synthetase 59kDa isoform.//4.8e-110:562:9 
5//AJ225089 

R- THYR01 001 673//CI T-HSP- 2327D1 2. TR CIT-HSP Homo sa 
pi ens genomic clone 2327D12, genomic survey sequen 50 
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ce. III. 5e-17: 224: 68//AQ042426 
R-THYR01001703//Homo sapiens clone 198 unknown mRN 
A, partial sequence. //1.6e-44: 251: 93//AF091072 
R-THYR01001706//Homo sapiens clone DJ0935K16, comp 
lete sequence. III. 8e-26: 378: 68//AC006011 
R-THYR01001721//, complete sequence. //1.3e- 101: 57 
1:92//AC005500 
R-nnnnnnnnnnnn 

R-THYR01001745//Homo sapiens chromosome 5, PAC clo 
ne 247f3 (LBNL H85), complete sequence. III. le- 15: 1 
93: 70//AC004777 

R-THYR01001746//Human inter- alpha- trypsin inhibito 
r light chain (ITI) gene, exon 3.//0. 54: 260: 61//M8 
8244 

R-THYR01001772//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 30A23, WORKING DRAFT SE 
QUENCE. III. 6e-12: 285: 64//AL022156 
R-THYR01001793 

R-THYR01001809//Human DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 1071N3, WORKING DRAFT S 
EQUENCE. 111. 5e-43: 486: 74//AL031728 
R-THYR01001854//Homo sapiens chromosome 17, clone 
hRPK. 74_E_22, compl ete sequence. 115. Oe-41 : 245: 87/ 
/AC005696 

R-THYR01001895//Human Chromosome llpl4.3 PAC clone 
6-106f23, complete sequence.//4.4e-12:419:61//AC0 
05137 

R-THYR01001907//Homo sapiens Chromosome 22qll.2 Co 
smid Clone 24b In DGCRRegion, complete sequence.// 
8. le-35: 340: 78//AC000075 

R-VESEN1000122//Homo sapiens Luman mRNA, complete 

cds. III. 3e-23: 138: 98//AF009368 

R-Y79AA1000013 

R-Y79AA1000033//Homo sapiens BAC clone GS114I09 fr 
om 7pl4-pl5, completesequence.//9.9e-112:551:97//A 
C006027 

R-Y79AA1000037//CIT-HSP-2334F3.TR CIT-HSP Homo sap 
iens genomic clone 2334F3, genomic survey sequenc 
e.//0.16:308:60//AQ036673 

R-Y79AA1000059//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SR-A-279B10, complete sequence. 116. le-56:3 
14:88//AC002300 

R-Y79AA1000065//Human carboxyl esterase gene, exon 
5. //0. 64: 203: 63//D21079 

R-Y79AA1000131//+** SEQUENCING IN PROGRESS *** Horn 
o sapiens chromosome 4, BAC clone C0548N01; HTGS p 
base 1, WORKING DRAFT SEQUENCE, 31 unorderedpiece 
s. 111. Oe-18: 169: 79//AC004795 
R-Y79AA1000181//Human DNA sequence from clone 612B 
18 on chromosome lq24-25.3 Contains exon from gene 
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similar to 40S ribosomal protein, first coding ex 
on of dynamin 2 (DYNII). ESTs. SIS, GSS, CpG Islan 

d, complete sequence. //I. le- 106: 474: 98//AL031864 
R-Y79AA1000202//CIT978SK-A-518G2.TP CIT978SK Homo 
sapiens genomic cloneA-518G2, genomic survey seque 
nce.//1.0e-10:78:97//B68074 
R-Y79AA1000214//Homo sapiens clone DJ0673M15, WORK 
ING DRAFT SEQUENCE, 33unordered pieces.//6.5e-59:3 
86: 90//AC004854 

R-Y79AA1000230//Cytauxzoon felis 18S ribosomal RN 10 
A.//1.0: 167:62//L19080 

R-Y79AA1000231//HS_3009_A1_H03J7 CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3009 Col =5 Row=0, genomic survey sequenc 

e. //6. 4e-52: 348: 88//AQ090225 
R-Y79AA1000258//Hepatitis C virus HCV-B9 gene for 
NS5, partial cds.//0.65: 127: 65//D1 0558 
R-Y79AA1000268//Human DNA sequence from PAC 162H14 

on chromosome 22. Contains 3' part of a FIBUUN 1 
like gene and ESTs, complete sequence. //4.7e-40: 3 20 
00:84//Z98047 

R-Y79AA1000313//Human DNA sequence from PAC 17911 
5, BRCA2 gene region chromosome 13ql2-ql3 contains 
Klotho ESTs and CpG island. //5.0e- 14: 136: 83//Z925 
40 

R-Y79AA1000328 

R-Y79AA1000342//S.clavuligerus linear plasmid pSCL 

(complete sequence) . //0. 55: 189: 65//X54107 
R-Y79AA1000346//Human MEST mRNA, complete cds.//0. 
00013:52: 100//D78611 30 
R-Y79AA1000349//M.musculus Spnr mRNA for RNA bindi 
ng protein. //8. 8e-36: 300: 81//X84692 
R-Y79AA1000355//Human DNA sequence from clone 551E 
13 on chromosome Xpll. 2-11.3 Contains famesyl pyr 
ophosphate synthetase pseudogene, VT4 protein pseu 
dogene, EST, GSS, complete sequence. //5.7e-45: 403: 
80//AL022163 
R-Y79AA1000368 

R- Y79AA1000405//RPCI 1 1- 16B12. TPB RPCI-11 Homo sapi 
ens genomic clone RPCI - I 1-1 6 B 1 2, gen 40 

omi c survey sequence. // O . 
10:171:6 5//B 8 8 0 0 0 
R-Y79AA1 0004 1 0//H uma n DNA 

sequence *** SEQUENCING 
IN PROGRESS *** from clon 
e 9 2N15, WORKING DRAFT SE 
QUENCE. //4. le — 50 : 36 1 : 8 3// 
Z 9 3 0 9 7 

R-Y79AA 1 00042 0//P 1 a s mo d i u 

m falciparum merozoite su 50 
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rface protein 4, merozo i t 
e surface protein 5, mero 
zoite surface protein 2, 
and adenylosuccinate lyas 
e genes, complete cds. // 
0. 0 7 1 : 4 7 4 : 5 7//AF 0 3 3 0 3 7 
R-Y79AA 100046 9//Homo sapi 
ens clone NH0140K04, comp 
lete sequence. // 1 . 8 e — 8 6 : 2 
2 1:9 0//ACOO 5 0 3 3 
R-Y7 9AA1 0 00 4 8 0//Homo sapi 
ens chromosome 4 clone B2 
40N9 map 4q 2 5, complete s 
equence. //2. 1 e - 1 4 : 179:72/ 
/AC004057 

R-Y79AA100053 8//H omo sapi 
ens clone DJ 0 8 2 6 E18, WORK 
ING DRAFT SEQUENCE, 4unor 
dered pieces. // 4. 5 e — 4 3:32 
1 : 8 3 //AC 0 0 5 2 8 2 

R-Y7 9AA1 0 00 5 3 9//Homo sapi 
ens PAC clone DJ0074M20 f 
rom X, complete sequence. 
//0. 0 0 1 2 : 2 7 5 : 5 9//AC0 0 6 1 4 3 
R-Y 7 9 AA 1 0 0 0 5 4 0//Z. diplope 
rennis repetitive DNA (cl 
one ZEAR 260). //O. 0 0 17:25 
8 : 6 2//X 5 3 6 0 9 

R-Y79AA 1 00056 0//Mo use mRN 
A for alpha — adapt in (C) . / 
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R- 


Y79AA1 00073 4 //Homo 
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s peroxisomal bioge 
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s factor (PEXllb) mRNA, c 
omplete cds. // 2. 7e-l 1 2 : 58 
6 : 9 5//AF 0 9 3 6 7 0 
R-Y 79 AA 1000748 



(1870) 

3737 

R-Y79AA1000752 

R-Y79AA 100077 4//C I T-HSP-2 
2 8 8 K 2 4 . T F CIT-HSP Homo sa 
piens genomic clone 2 2 8 8 K 
2 4, genomic survey s e q u e n 
c e. //5. 3e-4 5 : 3 1 6 : 8 6//AQ0 0 
5 0 14 

R-Y 7 9 A A 1 0 0 0 7 8 2//Huma n mRN 
A for K I A A 0 2 4 6 gene, part 

1 a 1 c d s . // 5 . 0 e - 1 7 : 1 0 7 : 1 0 0 10 

//D8 7 4 3 3 

R-Y 7 9 A A 1 0 0 0 7 8 4//P lasmodiu 
m falciparum 3D7 chromoso 
me 12 PFYAC18 1 genomicseq 
uence, WORKING DRAFT SEQU 
ENCE, 8 unordered pieces. 
//0. 0 0 0 3 4 : 5 2 0 : 5 5//AC0 0 5 5 0 
5 

R-Y 7 9 A A 1 0 0 0 7 9 4//Huma n DNA 

sequence *** SEQUENCING 20 
IN PROGRESS *** from clon 
e 9 8 9H11. WORKING DRAFT S 
EQUENCE. //0. 0 15:3 2 2:6 0//Z 
8 3 8 5 1 

R-Y79AA1000800 //M. m u s c u I u 
s t e x 2 6 4 mRNA (3' region). 
// 1. le-06: 104:7 8//X8 0 4 2 7 
R - n n n n n n n n n n n n //C I T-HSP-2 

2 9 5 G 6 . T F CIT-HSP Homo sap 
iens genomic clone 2295G 30 
6, genomic survey sequenc 

e . //0. 6 7: 1 5 2:6 2//AQ0 0 7 6 0 5 
R-Y79AAI00080 5//Huma n Ch r 
o mo some 11 Cosmid cSRL30h 
11, complete sequence.// 
3. 1 e-26 : 4 23 : 6 8//U7 3 6 42 
R-Y79AA 1 00082 4//Huma n DNA 

sequence * * *. SEQUENCING 
IN PROGRESS *** from clon 
e 3 2 9A5, WORKING DRAFT SE 40 
QUENCE. //I. le-08:449:61// 
Z 9 7 8 3 2 

R-Y79AA 100082 7//T r i t i c urn 
aestivum heat shock prote 
in 10 1 kDa (HSP 10 1) mRNA, 

complete c d s . // 1 . 0:101:6 
9//AF 0 8 3 3 4 4 

R - Y 7 9 A A 1 0 0 0 8 5 0//H o m o s a p i 
ens small optic lobes horn 
olog (SOLH) mRNA, complet 50 
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e c d s. //0. 4 0:3 8 6:5 9//U8 5 6 
4 7 

R-Y79AA100096 2//C I T-HSP-2 

2 9 8N11.TR CIT-HSP Homo sa 
piens genomic clone 2298N 
11, genomic survey sequen 
c e. //0. 00019:253:6 5//AQ0 1 

3 111 

R-Y 79 AA 100096 8//Ra t t u s no 
rvegicus initiation facto 
r e I F — 2 B gamma subunit (el 
F — 2 B gamma) mRNA, complet 
e cds.//l. 7 e-5 8 : 4 4 6 : 8 0//U 
3 8 2 5 3 

R-Y 79 AA 100096 9. 

R-Y79AA 100097 6//C I T-HSP-2 
3 5 0 C 4 . T F CIT-HSP Homo sap 
iens genomic clone 2350C 
4, genomic survey sequenc 
e.//3. 3 e -6 0 : 2 9 5 : 1 0 0//AQ0 6 
14 2 2 

R-Y79AA100098 5//Mu s mu s c u 
lus pericentrin mRNA, com 
p 1 e t e cds. // 5. 9e-3 8 : 3 4 8 : 7 
6//U058 2 3 

R-Y79AA1001023 

R-Y79AA1001041 

R-Y79AA1001048 

R-Y79AA1001061//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-427H10, complete sequence. //1.2e-60: 5 
37: 78//AC004626 

R-Y79AA1001068//Homo sapiens PI clone GSP13996 fro 
m 5ql2, complete sequence. //2.3e-41: 405: 77//AC0050 
31 

R-Y79AA1001077 

R-Y79AA1001078//Homo sapiens 12ql3.1 PAC RPCI 1-228 
P16 (Roswell Park Cancer Institute Human PAC Libra 
ry) complete sequence. //2.0e-09: 534: 59//AC004801 
R-Y79AA1001105//Staphyloccous epidermidis trimetho 
prim resistance plasmid pSR639.//0. 0072: 309: 63//U4 
0259 

R-Y79AA1001145//RPCI11-59N12.TK RPCI11 Homo sapien 
s genomic clone R-59N12, genomic survey sequence./ 
/3.7e-07:256:64//AQ200068 

R-Y79AA1001167//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 5/15, W 
ORRING DRAFT SEQUENCE. //0. 55: 223: 61 //AP000012 
R-Y79AA1001177//Human gene for Gi3 alpha protein, 
intron 7 through exon9, variant U6 gene, and snRNP 
E protein pseudogene LH87.//7.0e-09:203:69//X5404 
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R-Y79AA1001185 

Rt Y79AA 1 00 1 2 1 1 //Homo sapiens 12pl3.3 BAC RPCI11-54 
3P15 (Roswell Park Cancer Institute Human BAC Libr 
ary) complete sequence. III. le- 32: 277: 81//AC00591 2 
R-Y79AA1001216//Human chromosome 12pl3 sequence, c 
omplete sequence. 110. 98: 325: 59//U47924 
R-Y79AA1001228//Arabidopsis thaliana genomic DNA, 
chromosome 5, PI clone: MAB16, complete sequence./ . 
/0. 0034: 378: 59//AB018112 10 
R-Y79AA1001233//Homo sapiens clone DJ1178G13, WORK 
ING DRAFT SEQUENCE, 5unordered pieces. 110. 19: 106:7 
2//AC004988 

R-Y79AA1001236//Homo sapiens mRNA for JM23 protei 
n, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLcllOI 133Q7 (RZPD Berlin)).// 
3. 4e- 109: 549: 95//AJ005892 
R-Y79AA1001281 

R-Y79AA1001299//Homo sapiens SNF5/INI1 gene, exon 

9. 110. 3e-24: 133: 100//Y17126 20 

R-Y79AA1001312//Human immunodeficiency virus type 

1 variant 43 polymerase pseudogene, partial cds.// 
0.0070: 284: 58//U45372 

R-Y79AA1001323//Fugu rubripes GSS sequence, clone 
027L23aG3, genomic survey sequence. 110. 11: 125: 70// 
AL025355 

R-Y79AA1001384//W.makrii mitochondrial CYTB and tR 
NA genes. 110. 070: 209: 65//X66594 
R-Y79AA1001391//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***frora MAL1P2, WORKING DRAFT S 30 
EQUENCE. 110. 80: 163: 62//AL031745 
R-Y79AA1001394//Homo sapiens DNA from chromosome 1 
9, cosmid R29144, complete sequence. 1/0. 99: 241: 63/ 
/AC004221 

R-Y79AA1001402//Homo sapiens Chr.14 PAC RPCI4-794B 

2 (Roswell Park Cancerlnstitute Human PAC Library) 
compl ete sequence. 110. 25: 81 : 80//AC005924 

R-Y79AA1001493 

R-Y79AA1001511//Human DNA sequence from clone 931K 
24 on chromosome 20pl2Contains ESTs and GSSs, comp 40 
1 ete sequence. Ill ; 3e-35: 207: 95//AL034430 
R-Y79AA1001533//Mouse mRNA for RNA polymerase I as 
sociated factor (PAF53) , complete cds.//2.7e-44:28 
5: 81//D14336 

R-nnnnnnnnnnnn//Human DNA sequence from clone 113J 
7 on chromosome Xpll.22-11,4. Contains part of a p 
utative Homeobox (pseudo?) gene, ESTs and anSTS, c 
omplete sequence. 110. 70: 365: 60//AL023574 
R-Y79AA1001548//Homo sapiens phosphatidyl inositol 
4-kinase mRNA. complete cds. //5.9e- 95: 517: 91//L361 50 
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R-Y79AA1001555 
R-Y79AA1001585 

R-Y79AA1001594//Human DNA sequence from PAC 60G11 
on chromosome X; contains STS.//6.6e-19:241:76//Z9 
4722 

R-Y79AA1001603//H. sapiens CpG island DNA genomic M 
sel fragment, clone 72f8, forward read cpg72f8.ftl 
a. //3. 3e-21: 131 : 96//Z62766 
R-Y79AA1001613 

R-Y79AA1001647//Human DNA sequence from PAC 36J3, 
between markers DXS1192 and DXS102 on chromosome 
X.//6.3e-08:338:63//Z82975 

R-Y79AA1001665//Homo sapiens genomic DNA, chromoso 
me 21q22.2 (Down Syndrome region), segment 1/15, W 
0RKING DRAFT SEQUENCE. //3.2e-ll: 114: 84//AP000008 
R-Y79AA1001679//0. cuni cul us 1 ambda-crystal 1 i n mRN 
A, complete cds.//3.9e-15:270:68//M22743 
R-nimimminnnnn//RPCIll-42M5.TJ RPCI11 Homo sapiens 
genomic clone R-42M5, genomic survey sequence. 110. 
013:64:89//AQ052792 

R-Y79AA1001696//Apis mellifera ligustica complete 
mi tochondri al genome. //9. 3e-09: 428: 58//L06178 
R-Y79AA1001705 

R-Y79AA1001711//Mus musculus 60 kDa ribonucleoprot 
ein Ro gene, partial cds.//2.2e-45:554:75//AF04213 
9 

R-Y79AA1001781//Plasmodium falciparum chromosome 
2, section 39 of 73 of the complete sequence. //1.0: 
414: 57//AE001402 

R-nnnniuuiimmm//Hiiman DNA sequence *** SEQUENCING 
IN PROGRESS *** from clone 510D11. WORKING DRAFT S 
EQUENCE. 112. 8e-05: 329: 61//Z98044 
R-Y79AA1001827//0ryctolagus cuni cul us Pi US mRNA, c 
omplete cds.//2.3e-90:557:89//U74297 
R-Y79AA1001846//Homo sapiens DNA sequence from PAC 

179N16 on chromosome6p21. 1-21. 33. Contains the SA 
PK4 (MAPK p38delta) gene, and the alternatively sp 
liced SAPK2 gene coding for CSaids binding protein 

CSBP2 and a MAPK p38beta LIKE protein. Contains E 
STs, STSs and two predicted CpG islands, complete 
sequence. III. le-34: 306: 78//Z95152 
R-Y79AA1001848//Sequence 11 from patent US 544961 
6.//1.0:221:59//I14369 

R-Y79AA1001866//Arabidopsis thaliana genomic DNA. 
chromosome 5, TAC clone: K23L20, complete sequenc 
e.//0. 0089: 527: 58//AB016874 
R-Y79AA1001874 

R-Y79AA1001875//M. musculus mRNA for Rab7 protein./ 
/5.8e-45:170:92//X89650 
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R-Y79AA1001923//Human DNA sequence from clone 353H 
6 on chromosome Xq25-26. 2. Contains the altematlv 
ely spliced SMARCA1 gene for SW1/SNF related, matr 
ix associated, actin dependent regulator of chroma 
tin, subfamily a, member 1 (SNF2L1) and a 40S Rlbo 
somal Protein S26 pseudogene. ContainsESTs, STSs a 
nd GSSs, complete sequence. //1.0: 138: 68//AL022577 
R-Y79AA1002027//Liverwort Marchantia polymorpha ch 
loroplast genome DNA. //0. 71: 153:67/7X04465 
R-Y79AA1002083//Human DNA sequence *** SEQUENCING 10 
IN PROGRESS *** from clone 172B20, WORKING DRAFT S 
EQUENCE. //L 0: 178: 64//AL022319 
R-Y79AA1002089//Homo sapiens clone GS111G14, WORKI 
NG DRAFT SEQUENCE, 5 unordered pieces. //6.3e-49: 37 
7:81//AC005011 

R-Y79AA1002093//Homo sapiens (clone SEL366) 17q YA 
C (368C7) RNA. //4. Oe-32: 174: 99//L77612 
R-Y79AA1002103//CIT-HSP-2328I21.TR CIT-HSP Homo sa 
pi ens genomic clone 2328121, genomic survey sequen 
ce.//1.9e-44:245:96//AQ044502 20 
R-Y79AA1002115//CITBI-E1-2514F10.TF CITBI-E1 Homo 
sapiens genomic clone2514F10, genomic survey seque 
nee. //I . 8e-24: 249: 78//AQ265752 
R-Y79AA1002125//RPCI11-15J6.TV RPCI-11 Homo sapien 
s genomic clone RPCI - 11-15J6, genomic survey seque 
nce.//8.5e-21:147:91//B75354 
R-Y79AA1002139 
R-Y79AA1002204 

R-nnnnnnnnnnnn//Human ankyrin G (ANK-3) mRNA, comp 
1 ete cds. //0. 040: 319: 59//U13616 30 
R-Y79AA1002209//Psilotum nudum RT gene for reverse 
transcri ptase (PT4) . 110. 99: 106: 65/A65415 
R-Y79AA1002210 

R-Y79AA1002211//H. sapiens NGAL gene. III. 0:311: 59// 
X99133 

R-Y79AA1002220//Plasmodium falciparum DNA *** SEQU 
ENCING IN PROGRESS ***from MAL4P1, WORKING DRAFT S 
EQUENCE. //5. 9e-07: 535: 57//AL034557 
R-Y79AA1002229 

R-Y79AA1002234//Homo sapiens mRNA for KIAA0692 pro 40 
tein, partial cds.//6.1e-117:564:98//AB014592 
R-Y79AA1002246 

R-Y79AA1002258//Homo sapiens mRNA for HIP3, comple 
te cds. //1 . 3e-92: 453: 97//AB013384 
R-Y79AA1002298//HS_3071_B2_E08JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3071 Col=16 Row=J, genomic surveysequenc 
e. //1. 9e-56: 384: 87//AQ171331 
R-Y79AA1002307//Homo sapiens mRNA for KIAA0634 pro 
tein, partial cds.//2.5e-108:403:99//AB014534 50 



M2 0 0 2- 1 9 1 3 6 3 
3742 

R-Y79AA1002311//Homo sapiens chromosome 10 clone C 
IT987SK-1173I12 map 10q25, complete sequence. //1 . 1 
e-07: 368: 61//AC005887 
R-Y79AA1002351 

R-Y79AA1002361//H. sapiens CpG island DNA genomic H 
sel fragment, clone 65b9, reverse read cpg65b9.rtl 
a. //0. 57: 59: 79//Z62206 

R-Y79AA1002399//Homo sapiens chromosome 17, clone 
hRPK. 700_H_6, completesequence. III. Oe-98: 385: 99//A 
C005920 

R-Y79AA1002407//Homo sapiens chromosome 17, clone 
hRPC. 842_A_23, compl ete sequence. 115. 4e-59: 490: 76/ 
/AC004662 

R-Y79AA1002416//Homo sapiens Xp22 GSHB-314C4 (Geno 
me Systems Human BAC library) complete sequence.// 
6.3e-08: 103: 80//AC004087 
R-Y79AA1002431 

R-nnnnnnnnnnnn//Mouse transcriptional control el em 
ent. //0. 064: 84: 71//M17284 

R-Y79AA1002472//Homo sapiens chromosome 19, BAC CI 
T-B-393i 15 (BC301323) , compl ete sequence. Ill . 6e- 10 
3:525:96//AC006116 

R-Y79AA1002482//Homo sapiens chromosome 18, clone 
hRPK.474_N_24. complete sequence. //9.7e-38: 302: 83/ 
/AC006238 

R-Y79AA1002487//P. falciparum complete gene map of 
plastid-like DNA (IR-B) . //0. 23: 266: 61//X95276 

[112 5] «^ttft^feS7 f -^4. 
5' n-yeyiJ^*H-5Itaan UirigenefSPftttSg 

tie, m:Vcmi¥\(D&£ (base):ffiRtt(%), hy^fc 
y Kr-^cOAccesion No. ^l«(C//T'E§T3oTt£icL 

F-HEMBA1000005//EST//4. 3e-87: 422: 97//Hs. 147830: AI 2 
22069 

F-HEMBA1000012//Human endosome-associated protein 
(EEA1) mRNA, compl etecds//0. 82:1 70 :64//Hs. 2864 :L40 
157 

F-HEMBA1000020//Homo sapiens beta 2 gene//4.0e-74: 
529: 83//Hs. 150244: U83668 

F-HEMBA1000030//ESTS//1. le-91: 494: 93//Hs. 7958: W220 
78 

F-HEMBA1000042//ESTs//3. 5e-22: 228: 77//Hs. 145406: AI 
253247 

F-HEHBA1000046//ESTS, Highly similar to PRE- MRNA 
SPLICING FACTOR RNA HEUCASE PRP22 [Saccharomyces 
cerevi si ae] 110. 00019: 192: 65//Hs. 7900: W224 1 1 
F-HEHBA1000050//EST//0. 81: 74: 72//Hs. 156298: AI 33675 
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F-HEMBA1000076//ESTs//0. 1 1 : 252: 62//Hs. 131939: AI 417 
910 

F-HEMBA10001 1 l//ESTs//8. 5e-89: 449: 96//Hs. 41 105: N66 
734 

F-HEMBA1000129//Human phosphatidyl inositol 3-kinas 
e catalytic subunit pllOdelta mRNA, complete cds// 
0.27: 342: 61//Hs. 14207: U86453 
F-HEMBA1000141//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds//6.8e-169: 791: 98//Hs. 27197: AB018 10 
340 

F-HEMBA1000150//Homo sapiens mRNA for KIAA0788 pro 
tein, partial cds//l. 4e-37: 243: 88//fls. 2397: Z70200 
F-HEMBA1000156//ESTs, Weakly similar to The KIAA01 
38 gene product is novel. [H.sapiens]//5.3e-80:38 
3: 98//Bs. 135552: AI215187 

F-HEMBA1000158//Homo sapiens OPA-containing protei 
n mRNA, complete cds//2. le-07: 265: 63//Hs. 85313: AF0 
71309 

F-HEMBA1000168//ESTs//6. le-35: 257: 85//Hs. 13533: H23 20 
079 

F-HEMBA1000180//ESTs, Moderately similar to RETR0V 
I RUS- RELATED POL P0LYPR0TEIN [H.sapiens]//1.3e-18: 
lll:96//Hs. 163863: W28729 

F-HEMBA1000185//H. sapiens ERF-2 mRNA//1.0: 125:68// 
Hs. 78909: U07802 

F-HEMBA1000193//EST//1 . 5e-48: 266:95//Hs. 160642: AI 2 
40133 

F-HEMBA1000201//Human I nil mRNA, complete cds//6.5 
e-75: 440: 92//Hs. 155626: U04847 30 
F-HEMBA1000213//ESTs//0. 21 : 239: 62//Hs. 26838: AA5275 
29 

F-HEMBA1000216//Homo sapiens clone 23698 mRNA sequ 
ence//l. le-57: 529: 68//Hs. 8136: U81984 
F-HEMBA1000227//fluman RNA-binding protein CUG-BP/h 
Nab50 (NAB50) mRNA, complete cds//l. 3e-05:311:64// 
Hs. 81248: U63289 
F-HEMBA1000231 

F-HEMBA1000243//EST//5. 9e-52: 359: 85//Hs. 141433: N23 
377 40 
F-HEMBA1000244//H. sapiens mRNA for cytokine induci 
ble nuclear protei n//0. 0022: 350: 60//Hs. 74019: X8370 
3 

F-HEMBA1000251//ESTs//3. 2e-84: 443: 95//Hs. 21068: N47 
460 

F-HEMBA1000264//ESTs//0. 76: 227: 61//Hs. 5159: AA58856 
2 

F-HEMBA1000280//EST//1. 7e-12: 149: 75//fls. 103418: AA0 
35568 

F-HEHBA1000282//ESTs//l. 7e-16: 164: 79//Hs. 123111: AA 50 
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F-HEHBA1000288//ESTs//5. 4e-06: 154: 68//Hs. 54174: N64 
406 

F-HEMBA1000290//Human novel homeobox mRNA for a DN 
A binding protei n//3.8e-07: 412: 61//Hs. 37035: U07664 
F-HEMBA1000302//EST//L 2e-41: 238: 94//Hs. 147245: AI2 
06095 

F-HEMBA1000303 

F-HEMBA1000304//ESTs//3. 5e- 1 1 : 96: 87//Hs. 163057: AA7 
28946 

F-HHffiA1000307//EST//7. 7e-05: 280: 62//Bs. 146462: AI 1 
24898 

F-HEMBA1000327//ESTs//5. 3e-92: 435: 99//Hs. 100605: AA 
305965 

F-HEMBA1000333//Human mRNA for KIAA0206 gene, part 
ial cds//0.84:395:56// 
Hs. 79299:086961 

F-HEMBA1000338//ESTs, Moderately similar to novel 
stromal cell protein [M.musculus]//2.4e-38:317:80/ 
/Hs. 99189: X84712 

F-HEMBA1000351//Human Une-1 repeat mRNA with 2 op 
en reading frames/A). 020: 334: 59//Hs. 23094: M19503 
F-HEMBA1000355//Myosin, heavy polypeptide 11, smoo 
th muscle//0. 11: 336: 61//Hs. 78344: AF001548 
F-HEMBA1000356//H. sapiens ERF-2 mRNA//0.031:317:59 
//Hs. 78909: U07802 

F-HEMBA1000357//Human mRNA for KIAA0118 gene, part 
ial cds//l. 2e-50: 441: 78//Hs. 154326: D42087 
F-HEMBA1000366//ESTs//0. 025: 56: 87//Hs. 141629: H7401 
0 

F-HEMBA1000369//Homo sapiens PAC clone DJ0669B10 f 
rom 7q33-q35//0. 99: 433: 58//Hs. 159899: AC004853 
F-HEMBA1000376//0xytocin receptor//3. 4e-43: 569: 70/ 
/Hs.2820:X64878 

F-HEMBA1000387//ESTs//8. 2e- 104: 535: 94//Hs. 78110: AA 
741320 

F-HEMBA1000390//Homo sapiens BAC clone RG119C02 fr 
om 7pl5//2. 3e-141: 712: 95//Hs. 22900: AC004520 
F-HEMBA1000392//Homo sapiens clone 24619 mRNA sequ 
ence//l. 7e-47: 461: 74//Hs. 139088: AF070533 
F-HEMBA1000396//ESTs, Weakly similar to hypothetic 
al protein [H. sapiens] //1.2e-26: 351: 70//Hs. 138992: 
C14008 

F-HEMBA1000411//EST//2. 8e-27: 401: 71//Hs. 138719: N52 
915 

F-HEMBA1000418//ESTs//0. 0094: 375: 61//Hs. 40140: AI07 
9253 

F-HEMBA1000422//EST//6. 2e-23: 225: 78//Hs. 132635: AI0 
32875 

F-HEMBA1000428//Homo sapiens mRNA. chromosome 1 sp 
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ecific transcript RI AA0501//7. 6e-31: 616: 66//Hs. 159 
897:AB007970 

F-HEMBA1000434//EST//0.0031: 157:64//Hs. 162328: AA55 
9034 

F-HEMBA1000442//EST//1 . 0: 201: 61//Hs. 162434: AA57739 
8 

F-HEMBA1000456//Fanconi anemia complementation gro 
up C//0. 58: 362: 59//Hs. 37953: X66893 
F-HEMBA1000459//EST//9. 2e-21: 157: 86//Hs. 132635: AI0 
32875 10 
F-HEMBA1000460//ESTs//2. 9e-77: 409: 95//Hs. 27135: W49 
590 

F-HEMBA1000464//ESTs//6.6e-17: 365:65//Hs. 150675: AA 
127853 

F-HEMBA1000469 

F-HEMBA1000488//Homo sapiens HIV-1 inducer of shor 
t transcripts bindingprotein (FBI1) mRNA, complete 
cds//0. 15: 253: 58//Hs. 104640: AF000561 
F-HEMBA1000490//flomo sapiens kinectin mRNA, comple 
te cds//0. 71: 539: 56//Hs. 82709: Z22551 20 
F-HEMBA1000491//ESTs//2.0e-21: 361:65//Hs. 152453: AA 
864970 

F-HEMBA1000501//Homo sapiens tapasin (NGS-17) mRN 
A, complete cds//2. 5e-39: 312: 77//Hs. 5247: AF029750 
F-HEMBA1000504//flomo sapiens mRNA for osteoblast s 
pecific factor 2 (0SF-2os)//1.3e-08:57: 100//Hs. 155 
095: D13666 

F-HEMBA1000505//Homo sapiens RE04p mRNA, complete 
cds//l. 0: 197: 62//Hs. 131962: AF064093 
F-HEMBA1000508//EST//0. 67: 156: 60//fls. 162898: AA6596 30 
46 

F-HEMBA1000518 

F-HEMBA1000519//EST//6. 8e-52: 300: 91//Hs. 149580: AI 2 
81881 

F-HEMBA1000520//ESTs, Weakly similar to coded for 
by C. elegans cDNA CEESB82F [C.elegans]//2.9e-16: 1 
32: 84//Hs. 155871 : AA533783 

F-HEMBA1000523//ESTS, Highly similar to TESTIS-SP 
ECIFIC PROTEIN PBS13 [Hus musculus]//2. le-25: 192:8 
7//Hs. 22383: R51067 40 
F-HEMBA1000531//ESTs, Weakly similar to heat shock 
protein [H. sapiens]//2. 4e-57: 288: 97//Hs. 116022: AA 
455706 

F-HEMBA1000534//Homo sapiens PYRIN (MEFV) mRNA, co 
mpl ete cds//2. 8e-47: 153: 88//Hs. 1 13283: AF018080 
F-HEMBA1000540//ESTs//8. 6e-07: 60: 100//Hs. 109755: AA 
180809 

F-BEMBA1000542//Human lysyl oxidase-like protein m 
RNA, compl ete cds//0. 088: 581 : 57//Hs. 65436: U24389 
F-HEMBA1000545//Human kpni repeat mma (cdna clone 50 
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pcd-kpni-4), 3' end//7. 8e- 106: 731: 83//Hs. 139107: K 
00629 

F-HEHBA1000555//Human mRNA for RIAA0242 gene, part 
i al cds//0. 75: 283: 58//Hs. 77495: D87684 
F-HEMBA1000557//ESTs//3. 9e-27: 389: 71//Bs. 125087: AA 
495729 

F-HEMBA1000561//Homo sapiens mRNA for KIAA0760 pro 
tein, partial cds//3. 8e-64: 665: 72//Hs. 137168: AB018 
303 

F-HEMBA1000563//ESTs//3. 8e-51: 257: 98//Hs. 47122: AI 3 
38977 

F-HEMBA1000568//EST//0. 12: 270: 61//Hs. 134833: AI 0910 
46 

F-HEMBA1000569//H. sapiens mRNA encoding GPI -anchor 
ed protein pl37//3. 8e- 19: 409: 62//Hs. 119283: Z48042 
F-HEMBA1000575//EST//0. 060: 156: 64//Hs. 126277: AA826 
681 

F-HEMBA1000588//ESTs, Weakly similar to weakly sim 
ilar to myosin heavy chain [C.elegans]//7. 7e-41:21 
7:96//Hs.55084:AA479162 

F-HEMBA1000591//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein//2.3e-44:228:97//Hs. 155218: AJ0075 
09 

F-HEMBA1000592//ESTs, Weakly similar to sorting ne 
xin 1 [H.sapiens]//1.7e-27:463:65//Hs.l3794:AA2032 
41 

F-HEMBA1000594//Human clone 230971 defective marin 
er transposon Hsmar2 mRNA sequence//4.0e-68:574:79 
//Hs. 159176: U92019 

F-HEMBA1000604//ESTs//3. 3e-21: 158: 74//Hs. 142924: AI 
092535 

F-HEMBA1000608//Homo sapiens mRNA for KIAA0456 pro 
tei n, parti al cds//3. 7e- 120: 561 : 99//Hs. 5003: AB0079 
25 

F-HEMBA1000622//Homo sapiens DEC-205 mRNA, complet 
e cds//5.2e-34:592:68//Hs. 153563: AF0 11333 
F-HEKBA1000636//ESTs, Weakly similar to 50S RIB0S0 
HAL PROTEIN L20 [E. col i]//7.4e-22: 166: 84//Hs. 2625 
2:AA643235 

F-HEMBA1000637//Homo sapiens mRNA for KIAA0690 pro 
tein, partial cds//2. le-138: 639: 99//Hs. 60103: AB014 
590 

F-HEMBA1000655//ESTs//l. 2e-54: 503: 77//Hs. 140864: AA 
176174 

F-HEHBA1000657//Mucin 1, transmembrane//0.99:219:6 
1//Hs. 89603: J05582 

F-HEHBA1000662//ESTs//2. 2e-52: 257: 99//Hs. 63243: AI 1 
23912 

F-HEMBA1000673//H. sapiens mRNA for translin associ 
ated protein X//1 . 7e-47: 366: 79//Hs. 96247: X95073 
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F-HEMBA1000682//0xytocin receptor//4. 7e-59: 673: 72/ 

/Hs.2820:X64878 

F-BEMBA1000686 

F-HEMBA1000702 

F-HEMBA1000705//EST//0. 047: 363: 60//Es. 136379: AA521 
309 

F-HEMBA1000719//ESTs//2. 7e-68: 333: 98//Hs. 146195: AI 
039850 

F-HEMBA1000722//ESTs//0. 49: 283: 60//Hs. 21108: N92630 
F-HEMBA1000726//EST//1. le-45: 183: 87//Hs. 149580: AI 2 10 
81881 

F-HEMBA1000727//ESTs//4. 8e-95: 442: 100//Hs. 22119: AA 
885491 

F-HEMBA1000747 

F-HEMBA1000749//ESTs//8. Oe-14: 108: 77//Hs. 154892: AI 
091568 

F-HEMBA1000752//EST//1. 3e-25: 344: 69//Hs. 160992: H52 
716 

F-HEMBA1000769//ESTs//0. 0018: 206: 63//fls. 153268: AA8 
87239 20 
F-HEMBA1000773//ESTs//0. 56: 336: 58//Hs. 105964: N3580 
3 

F-HEMBA1000774//EST//4. Oe-38: 312: 79//Hs. 162197: AA5 
35216 

F-HEMBA1000791//ESTs//2. 8e-87: 413: 99//Hs. 112050: AA 
431300 

F-HEMBA1000817//ESTs//5. 6e-124: 617: 96//Hs. 101366: A 
A167536 

F-HEMBA1000822//ESTs//0. 94: 347: 58//Hs. 23905: AA9285 
42 30 
F-HEMBA1000827//EST//0. 064: 133: 60//Hs. 138738: N5836 
7 

F-HEMBA1000843 

F- HEMBA1 00085 1 //Fragi 1 e X mental retardation 1//0. 
014: 219: 62//Hs. 89764: X69962 
F-HEMBA1000852//Arylsul fatase D//6. 7e-38: 244: 75//H 
s. 43887: X83572 
F-HEMBA1000867 

F-HEMBA1000869//ESTs//5. le-33: 166: 77//Hs. 141186: R9 
9609 40 
F-HEMBA1000870//EST//0.032: 130:66//Hs. 157351: AI 367 
237 

F-HEMBA1000872//ESTs//2. 4e-20: 134: 92//Hs. 155982: AA 
406047 

F-HEMBA1000876//EST//5. 3e-20: 233: 72//Hs. 124339: AA8 
29660 

F-HEMBA1000908//ESTs//5. 4e-28: 219: 84//Hs. 12247: AI2 
03154 

F-HEMBA1000910//Human DNA sequence from clone 1409 
on chromosome Xpl 1.1-11.4. Contains a Inter- Alpha 50 
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-Trypsin Inhibitor Heavy Chain LIKE genei aalterna 
tively spliced Melanoma- Associated Antigen MAGE LI 
KE gene and a 6- Phosphof ructo- 2- ki nase (Fmctose- 
2,6-bisphosphatase) LIKE pseudogene. Contains EST 
s. STSs and genomic marker DXS8032//2. 8e- 11 : 309: 65 
//Hs.4943:Z98046 

F-HEMBA1000918//ESTs//0. 11: 234: 59//Hs. 96499: AA2525 
37 

F-HEMBA1000919//Human mRNA for hi stone Hlx, comple 
te cds//0. 18: 221: 64//Hs. 109804: D64142 
F-HEMBA1000934//Homo sapiens mRNA for KIAA0547 pro 
tein, complete cds//3.8e-09: 360: 62//Hs. 36850: AB011 
119 

F-HEMBA1000942//ESTs, Highly similar to PMS4 homol 
og mismatch repair protein [H.sapiens]//9. 4e-10: 7 
7: 93//Hs. 1 11445: H00596 

F-HEHBA1000943//ESTs, Highly similar to ZINC FING 
ER PROTEIN 10 [Homo sapiens]//0.0039:54:92//Hs.583 
38:AA609476 

F-HEMBA1000946//Phosphori bosyl glyci nami de formyl tr 
ansferase, phosphor! bosyl glyci nami de synthetase, p 
hosphori bosyl ami noi mi dazole synthetase//0. 93: 132:6 
6//Hs. 82285: X54199 

F-HEMBA1000960//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SX WARNING ENTRY ! ! ! ! [H. sapiens] //0. 
080: 128: 71//Hs. 118972: AA761369 
F-HEMBA1000968//Human transposon-like element mRNA 
//2. 8e-95: 352: 87//Hs. 84775: M23161 
F-HEMBA1000971//ESTs//8. 4e-88: 417: 98//Hs. 128631: AI 
127903 

F-HEMBA1000972//EST//0. 75: 134: 64//Hs. 117228: AA6827 
75 

F-HEMBA1000974//ESTs//l. 3e-103: 497: 98//Hs. 126786: U 
74314 

F-HEMBA1000975//Homo sapiens diacyl glycerol kinase 
iota (DGKi) mRNA, complete cds//1.3e-05:424:59//H 
s. 159564: AF061936 

F-HEHBA1000985//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0492//0. 0036: 389: 60//Hs. 1273 
38:AB007961 

F-HEMBA1000986//ESTs//0. 00025: 272: 64//Hs. 12364: H09 
132 

F-HEMBA1000991//Homo sapiens mRNA for Hrs, complet 
e cds//3. 9e-24: 193: 84//Hs. 24756: 043895 
F-HEMBA1001007//EST//0. 96: 70: 71//Hs. 163258: AA82883 
5 

F-HEMBA1001008//Human G protein- coupled receptor 
(STRL22) mRNA, completecds//4.9e-43:472:74//Hs.464 
68: U45984 

F-HEMBA1001009//Iomunoglobul i n mu//0. 18: 367: 59//H 
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s. 75758: X58529 

F-HEMBA1Q01017//Homo sapiens mRNA for KIAA0468 pro 
tein, complete cds//l. 4e- 140: 661: 98//Hs. 158287: ABO 
07937 

F-HEMBA1001019//EST//4. le-14:251:68//Hs. 148769: AI 2 
39572 

F-HEMBA1001020//Von Hippel-Lindau syndrome//2.2e-2 

8: 253: 69//Hs. 78160: AF010238 

F-HEMBA1001022 

F-HEMBA1001024//Homo sapiens mRNA, chromosome 1 sp 10 
ecific transcript KI AA0501//6. 8e-28: 376: 72//Hs. 159 
897:AB007970 

F-HEMBA1001026//Homo sapiens klotho mRNA, complete 
cds//l. 3e-05: 745: 57//Hs. 94592: AB005 142 
F-HEMBA1001043//ESTs//2. le-28: 448: 67//Hs. 112469: AA 
598515 

F-HEMBA1001051//EST//3. le-48: 310: 87//Hs. 149580: AI2 
81881 

F-HEMBA1001052//EST//0.94: 149:67//Hs. 131216: AI0179 
71 20 
F-HEMBA1001059//N-ACETYLGALACT0SAMINE-6-SULFATASE 
PRECURS0R//4. 6e-165: 777: 98//Hs. 159479: U06088 
F-HEMBA1001060//ESTs//6. 8e-14: 150: 78//Hs. 24821: AA0 
44813 

F-HEMBA1001071//A1 pha- 1 type 3 collagen//3. 5e-32: 1 
81 :96//Hs.l 19571 :X14420 

F-HEMBA1001077//ESTs, Moderately similar to transc 
ription intermediary factor 1 [H.sapiens]//1. le-9 
8: 487: 97//Hs. 147802: R71297 

F-BEMBA1001080//Human N-type calcium channel alpha 30 
-1 subunit mRNA, complete cds//0.013:385: 58//Hs.69 
949:M94172 

F-HEMBA1001085//Human hSIAH2 mRNA, complete cds// 
0. 55: 338: 59//Hs. 20191: U76248 
F-HEMBA1001088//Human PINCH protein mRNA, complete 
cds//7. 3e-73: 303: 78//Hs. 83987: U09284 
F-HEMBA1001094//Interleukin 8//0. 092: 530: 58//Hs. 62 
4:M17017 
F-HEMBA1001099 

F-HEMBA10011Q9//Homo sapiens tapasin (NGS-17) mRN 40 
A, complete cds//2.4e-61: 341: 85//Hs. 5247: AF029750 
F-HEMBA1001 121//EST//7. 3e-13: 265: 64//Hs. 142423: AA4 
12497 

F-HEMBA1001122//Homo sapiens mRNA for KIAA0471 pro 
tein, complete cds//0. 066: 649: 56//Hs. 5347: AB007940 
F-HEMBA1001123//Homo sapiens mRNA for RIAA0448 pro 
tein, complete cds//l. 5e- 10: 231: 68//Bs. 27349: AB007 
917 

F-HEMBA1001133//EST//0. 50: 222: 63//Hs. 131018: AI0157 
47 50 
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F-HEMBA1001137//Homo sapiens mRNA for KIAA0798 pro 
tei n, compl ete cds//2. 2e-73: 527: 77//Hs. 159277: AB01 
8341 

F-HEMBA1001140//Homo sapiens mRNA for KIAA0682 pro 
tein, complete cds//0. 020: 141: 65//Hs. 7482: AB014582 
F- HEMBA 1 00 1 1 72//EST//0. 77: 158: 60//Hs. 158894: AI 3784 
57 

F-HEHBA1001174//ESTs//l. 4e-63: 363: 92//Hs. 132798: AA 
922226 

F-HEMBA1001197//ESTs, Weakly similar to Rap2 inter 
acting protein 8 [M.musculus]//5.0e-54:555:71//Hs. 
55165: AA573499 

F-HEHBA1001208//EST//6. 2e-26: 213: 77//Hs. 146964: AI 1 
83463 

F-HEMBA1001213//Human mRNA for KIAA0013 gene, comp 
lete cds//0. 026: 569: 57//Hs. 48824: D87717 
F-HEMBA1001226//ESTs//l. 9e-ll: 407: 65//Hs. 157977: AI 
369694 

F-HEMBA1001235//ESTs//0.0042: 161:63//Hs. 155170: AA1 
67748 

F-HEHBA1001247//ESTs//l. 2e-91: 429: 99//Hs. 143304: AI 
084058 

F-HEHBA1001257//fluman zinc finger protein (MAZ) mR 
NA//0. 017: 330: 62//Hs. 7647: M94046 
F-HEMBA1001265 
F-HEMBA1001281 

F-HEMBA1001286//Natriuretic peptide precursor B// 
0. 76: 163: 63//Hs. 937: AL021 155 
F-HEMBA1001289//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-69G12//5. le-30: 530: 64//Hs. 154050: AC0 
04131 

F-HEMM1001294//Homo sapiens mRNA for matrilin-3// 
0. 00023: 657: 56//Hs. 1 19534: AJ224741 
F-HEHBA1001299//Small inducible cytokine A5 (RANTE 
S)//2. 2e-27: 271: 77//Bs. 155464: AF088219 
F-HEHBA1001302//ESTs, Moderately similar to Cab45a 
[M. musculus]//3. 3e-53: 272: 97//Hs. 154563: AI 129590 
F-HEMBA1001303//ESTS, Weakly similar to RNA splici 
ng- related protein [R.norvegicus]//2.6e-66:241:99/ 
/Hs. 120847: AA731201 

F-HEMBA1001310//ESTs//2. Oe-21: 133: 93//Hs. 159116: W5 
5873 

F-HEMBA1001319//Homo sapiens mRNA for KIAA0758 pro 
tei n, parti al cds//0. 23: 562: 58//Hs. 22039: AB018301 
F-HEMBA1001323//Wingl ess- type MMTV integration sit 
e 5A, human homolog//2. 5e-31: 165: 99//Hs. 152213: L20 
861 

F-HEMBA1001326//ESTs, Highly similar to HYP0THETI 
CAL 55.1 KD PROTEIN INFAB1-PES4 INTERGENIC REGION 
[Saccharomyces cerevisiae]//8.9e-08: 185:68//Hs. 108 
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734:AI073427 

F-HEMBA1001327//ESTs//0. 085: 337: 60//Hs. 114157: AA70 
3013 

F-HEMBA1001330//EST//0. 0018: 225: 63//Hs. 127987: AA97 
0569 

F-HEMBA1001351//Homo sapiens VAMP- associated prote 
in of 33 kDa (VAP-33)mRNA, complete cds//3.6e-105: 
516: 97//Hs. 9006: AF057358 

F- HEMBA 1001361 //ESTs// 1 . 2e-62: 317: 97//Hs. 6639: R397 
94 10 
F-HEMBA1001375//ESTs//0. 93: 180: 60//Hs. 148425: AI 198 
074 

F-HEMBA1001377//ESTs//9. 2e-87: 414: 99//Hs. 48469: N62 
156 

F-HEMBA1001383//ESTs//0. 0023: 336: 60//Hs. 140622: AA8 
44353 

F-HEMBA1001387//ESTs, Highly similar to RAS-LIKE 
PROTEIN TC10 [Homo sapiens]//1.0e-132:643:97//Hs. 1 
24217: AA020848 

F-HEHBA1001388 20 
F-HEMBA1001391//ESTs//5. 6e-32: 191 : 93//Hs. 71628: N41 
660 

F-HEMBA1001398 

F-HEMBA1001405//EST//1.0: 135:63//Hs. 146833: AI 1511 1 
7 

F-HEMBA1001407//ESTs//0. 53: 390: 57//Hs. 150447: AI 017 
798 

F- HEMBA1 00 1411 //EST//8 . 8e-06: 270: 62//Hs. 145386: AI 2 
53108 

F-HEMBA1001413 30 
F-HEMBA1001415//EST//1.3e-12: 176:75//Hs. 133172: AI0 
51605 

F- HEMBA1001 432//RI NG3 PR0TEIN//0. 57: 345: 59//Hs. 752 
43: D42040 

F-HEMBA1001433//ESTs//l. 3e-21: 333: 69//Hs. 131648: AI 
025726 

F-HEMBA1001435//Cytochrome P450, subfamily I (arom 
atic compound- inducible), polypeptide 2//1.2e-74:4 
69:80//Hs.l361:M55053 

F-HEMBA1001442//EST//0. 29: 181: 64//Hs. 116883: AA6630 40 
31 

F-HEMBA1001446//ESTs, Weakly similar to Rap2 inter 
acting protein 8 [M.musculus]//6.8e-47:550: 71//Hs. 
55165: AA573499 

F-HEMBA1001450//Homo sapiens GTPase- activating pro 
tein (SIPA1) mRNA, complete cds//0.82:312:58//Hs.7 
019:AB005666 

F-HEMBA1001454//ESTs//l . 2e-46: 297: 80//Hs. 152395: AA 
533107 

F-HEMBA1001455//ESTs//7. 3e-103: 502: 97//Hs. 112860: A 50 
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A442412 

F-HEMBA1001463//Human mRNA for KIAA0392 gene, part 
ial cds//8. 7e-51: 323: 88//Hs. 40100: AB002390 
F-HEHBA1001476//Homo sapiens mRNA for RIAA0572 pro 
tein, partial cds//6. 2e-104: 489: 99//Hs. 14409: AB011 
144 

F-HEMBA1001478//EST//0. 013: 205: 61//Hs. 157309: AI365 
451 

F-HEMBA1001497//Small inducible cytokine A5 (RANTE 
S)//5. 9e-45: 307: 84//Hs. 155464: AF088219 
F-HEMBA1001510//H. sapiens mRNA for G13 protein//2. 
le-71: 405: 92//Hs. 42853: X98054 
F-HEHBA1001515//Human Line-1 repeat mRNA with 2 op 
en reading frames//4.5e- 105: 773: 82//Hs. 23094: H1950 
3 

F-HEHBA1001517//EST//3. 6e-09: 271: 65//Hs. 162347: AA5 
64902 

F-HEMBA1001522//ESTs//4. 3e- 13: 85: 95//Hs. 126707: AI 3 



F-HEMBA1001526 

F-HEMBA1001533//EST//1.0: 75: 73//Hs. 145360: AI 252476 
F-HEMBA1001557//EST//3. 5e-13: 261: 64//Hs. 161496: N66 
580 

F- HEMBA1 00 1 566//EST//3 . 7e-07: 354: 64//Hs. 43830: N266 
52 

F-HEMBA1001569//Homo sapiens mRNA for vesicle asso 
ciated membrane protein 2 (VAMP2)//8.0e-68:338:97/ 
/Hs. 91589: M36205 

F-HEHBA1001570//ESTs//L 5e-47: 369: 82//Hs. 107657: AA 
126814 

F-HEMBA1001579//Homo sapiens mRNA for NSl-binding 
protein (NSl-BP)//7. 0e-175: 678: 99//Hs. 159597: AJ012 
449 

F-HEMBA1001581//ESTs//4. 4e-07: 237: 67//Hs. 152304: AA 
605184 

F-HEMBA1001585//ESTs//l. le-ll:81: 100//Hs. 16364: AI3 
57228 

F-HEMBA1001589//Human mRNA for KIAA0166 gene, comp 
lete cds//0. 82: 210: 64//Hs. 115778: D79988 
F-HEMBA1001595//Human mRNA for KIAA0128 gene, part 
ial cds//2. 6e-110: 855: 78//Hs. 90998: D50918 
F-HEHBA1001608//EST//1. 0: 201: 60//Hs. 136747: AA74921 
0 

F-HEHBA1001620//ESTs//l. 5e-39: 211: 98//Hs. 131063: AI 
016400 

F-HEMBA1001635//ESTs//4. 0e-33: 168: 100//Hs. 122655: A 
1361870 

F-HEMBA1001636//ESTs, Moderately similar to I!!! A 
LU SUBFAMILY SP WARNING ENTRY !!!! [H. sapiens] //0. 
038: 198: 64//Hs. 34579: AI 338536 
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F-HEMBA1001640//ESTs//l. le-24: 315: 71//Hs. 34114: AA7 
76899 

F-HEMBA1001647//Human plectin (PLEC1) mRNA, comple 
te cds//0. 00049: 629: 61//Hs. 79706: U53204 
F-HEMBA1001651//EST//3. 6e-07: 285: 63//Hs. 132558: AA9 
48560 

F-HEMBA1001655//ESTs//l . 4e-95: 497: 96//Hs. 59563: AA2 
03283 

F-HEMBA1001658//EST//0. 18: 251: 59//Hs. 117724: H47121 
F-HEMBA1001661 10 
F-HEMBA1001672//Homo sapiens methyl -CpG binding pr 
otein MBD3 (MBD3) mRNA, complete cds//7.9e-146:66 
9: 99//Bs. 107254: AC005943 

F-HEMBA1001675//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0484//2. 0e-57:447:79//Hs. 158 
095:AB007953 

F-HEMBA1001678//ESTs//4. Oe-50: 360: 83//Hs. 146811: AA 
410788 

F-HEMBA1001681//EST//1.0: 165: 58//Hs. 136790: AA77606 
0 20 
F-HEMBA1001702//EST//0. 015: 312: 61//Hs. 162839: AA648 
760 

F-HEMBA1001709//EST//0.85: 131:65//Hs. 131451: AI0239 
95 

F-HEMBA1001711//ESTs//0. 084: 425: 56//Hs. 125346: AI 30 
2836 

F-HEMBA1001712//EST//0. 26: 214: 59//Hs. 159088: AI 3831 
14 

F-HEMBA1001714//ESTs, Highly similar to ATPASE IN 

HI BI TOR, HI T0CH0NDRI ALPRECURSOR [Rattus norvegicu 30 

s]//3. 0e-30: 195: 92//Hs. 132948: AA194452 

F- HEMBA1 00 1 7 1 8//EST//0 . 0044: 275: 60//Hs. 125969: AA88 

9554 

F-HEMBA1 00 1 723//I NTERLEUKI N ENHANCER- BINDING FACTO 
R//0.24:501:57//Hs. 101524: U58197 
F-HEMBA1001731//EST//1 . 2e-06: 261: 63//Hs. 132331: AIO 
28363 

F-HEMBA1001734//ESTs//0.018: 177:63//Hs. 129631: AI 00 
0415 

F-HEMBA1001744//EST//8. 7e-77: 420: 92//Hs. 133226: AIO 40 
52250 

F-HEMBA1001745//Homo sapiens mRNA for TSC403 prote 
in, complete cds//0. 37: 300: 62//Hs. 10887: AB013924 
F-HEMBA1001746//ESTs//0. 31: 168: 66//Hs. 27237: N68328 
F-HEMBA1001761//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 91 [H.sapiens]//0. 76: 218: 60//Hs. 135553: N 
41598 

F-HEMBA1001781//Homo sapiens chromosome 19. cosmid 
R30953//0. 98: 219: 60//Hs. 98776: AC005622 
F-HEMBA1001784//Homo sapiens mRNA for KIAA0474 pro 50 
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tein, complete cds//6. 4e-09: 265: 67//Hs. 158232: ABOO 
7943 

F-HEMBA1001791 

F-HEMBA1001800//EST//3. le-41: 331:81//Hs. 127142: AA9 
37570 

F-HEMBA1001803//EST//0. 0062: 269: 59//Hs. 49075: N6481 
7 

F-HEMBA1001804//Human POU domain protein (Brn-3b) 
mRNA, complete cds//1.8e-07:439:59//Hs.266:U06233 
F-HEMBA1001808//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0500//2. 5e-175: 809: 98//fls. 11 
8164: AB007969 

F-HEMBA1001809//ESTs//6. Oe- 101 : 497: 97//Hs. 155127: A 

A625305 

F-HEKBA1001815 

F-HEHBA1001819//Human kruppel- related zinc finger 
protein (ZNF184) mRNA, partial cds//4.9e-80:842: 70/ 
/Hs. 158174: U66561 

F-HEHBA1001820//EST//0. 057: 214: 62//Hs. 148715: AI 223 
845 

F-HEHBA1001822//Homo sapiens intersectin short for 
m mRNA, complete cds//6.7e-42: 510: 65//Hs. 66392: AFO 
64244 

F-HEMBA1001824//Homo sapiens OPA-containing protei 
n mRNA, complete cds//5.2e- 13: 253: 68//Hs. 85313: AFO 
71309 

F-HEMBA1001835//Human mRNA for KIAA0235 gene, part 
i al cds//0. 96: 288: 60//Hs. 6151 : D87078 
F-HEMBA1001844//ESTs//l.le-29: 197: 80//Hs. 155243: N7 
0293 

F-HEMBA1001847//Human mRNA for RIAA0326 gene, part 
i al cds//2. Oe-23: 379: 68//Hs. 6833: AB002324 
F-HEHBA1001861//Homo sapiens mRNA for KIAA0617 pro 
tein, complete cds//2.8e- 185: 865: 98//Hs. 78946: AB01 
4517 

F-HEMBA1001864//EST//0. 27: 145: 63//Hs. 162585: AA5931 
21 

F-HEMBA1001866//ESTs, Weakly similar to UDP-GLUCOS 
E: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR [D.me 
lanogaster] //3. 2e-39: 293: 84//Hs. 152332: AI 141922 
F-HEMBA1001869//ESTs, Weakly similar to ASH1 [D.me 
lanogaster] //8. le-70: 367: 95//Hs. 15423: T84036 
F-HEMBA1001888//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0484//5. 4e-86: 835: 76//Hs. 158 
095: AB007953 
F-HEMBA1001896 

F-HEHBA1001910//Human cal pain-like protease (htra- 
3) mRNA, complete cds//0. 43: 114: 71//Hs. 6133: U94346 
F-HEMBA1001912//ESTs//4. le-79: 398: 97//Hs. 26660: AI3 
12633 
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F-HEMBA1001913//Homo sapiens TNF-alpha stimulated 
ABC protein (ABC50) mRNA, complete cds//0. 00031: 20 
0:62//Hs.9573:AF027302 

F-HEMBA1001915//EST//0.082: 128:64//Hs. 126542: AA916 
511 

F-HEMBA1001918//Horao sapiens SEC63 (SEC63) mRNA, c 
omplete cds//0. 46: 374: 59//Hs. 31575: AF100141 
F-HEMBA1001921//Homo sapiens germinai center kinas 
e related protein kinase mRNA, complete cds//6. 7e- 
186: 855: 99//Hs. 154934: AF000145 10 
F-HEMBA1001939//ESTs//4. 9e-34: 342: 77//Hs. 132711: AI 
377295 

F-HEMBA1001940//ESTs//8.6e-15: 149:81//Hs. 141129: R8 
6221 

F-HEMBA1001942//ESTs//0. 0014: 271: 62//Hs. 124514: AI 2 
19882 

F-HEMBA1001945//EST//0. 98: 142: 64//Hs. 161540: N85943 
F-HEMBA1001950//ESTs//0. 99: 188: 64//Hs. 28639: R78360 
F-HEMBA1001960//Homo sapiens methyl -CpG binding pr 
otein HBD2 (HBD2) mRNA, complete cds//0. 30: 85: 69// 20 
Hs. 25674: AF072242 

F-HEHBA1001962//ESTs//0. 0012: 289: 59//Hs. 125492: AA9 
38930 

F-HEMBA1001964//EST//0.73: 153: 64//Hs. 112161: AA4777 
08 

F-HEMBA1001967//Buman DNA sequence from clone 341E 
18 on chromosome 6pll.2-12.3. Contains a Serine/Th 
reonine Protein Kinase gene (presumptive isolog of 
a Rat gene) and a novel alternatively spliced gen 
e. Contains a putative CpG island, ESTs and GSSs// 30 
4. 6e-156: 720: 99//Hs. 11050: AL031178 
F-HEMBA1001979//ESTs//0. 86: 184: 67//Hs. 77208: AA0447 
32 

F-HEMBA1001987//ESTs, Moderately similar to hTAFII 
68 [H. sapiens]//2. 8e-29: 151: 100//Hs. 124106: AA94810 
0 

F- HEMBA 1 00 1 99 1 //Homo sapiens clone 24540 mRNA sequ 
ence//0. 049: 121: 70//Hs. 153529: AF070581 
F-HEMBA1002003//Keratin 10 (epidermolytic hyperker 
atosis; keratosis palmaris et plantaris)//9.8e-09: 40 
294: 63//Hs. 99936: X14487 

F-HEMBA1002008//ESTs//0. 12: 299: 59//Hs. 132803: W6358 
2 

F- HEMBA 1 0020 1 8//PR0TEI N- TYR0SI NE PHOSPHATASE ZETA 
PRECURS0R//0. 98: 212: 64//Hs. 78867: M93426 
F-HEMBA1002022//Human p37NB mRNA, complete cds//0. 
00044: 58: 96//Hs. 155545: U32907 
F-HEMBA1002035//EST//6. 4e-07: 145: 68//Hs. 135336: AI0 
49827 

F-HEMBA1002039//EST//0. 99: 79: 67//Hs. 98451 : AA426057 50 
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F-HEMBA1002049//ESTs, Weakly similar to !!!! ALU S 

UBFAlflLY J WARNING ENTRY !!!! [H.sapiens]//4. 5e-2 

6: 223: 81//Hs. 105292: AA504776 

F-HEMBA1002084 

F-HEMBA1002092 

F-HEMBA1002100//Homo sapiens zinc finger homeodoma 
in protein (ATBF1-A) mRNA, complete cds//5.6e-21: 1 
24:96//Hs. 101842: L32832 

F-HEMBA1002102//ESTS, Highly similar to ANKYRIN 
[Mus musculus]//5.9e-09:434:62//Hs. 135102: AI 190276 
F-HEMBA1002113//ESTs//0. 049: 255: 63//Hs. 106137: AI 12 
9973 

F-HEMBA1002119 

F-HEMBA1002125//H. sapiens ERF- 2 mRNA//0. 026: 341: 59 
//Hs. 78909: U07802 

F-HEMBA1002139//ESTs//0. 082: 309: 60//Hs. 36383: W5239 
3 

F-HEMBA1002144//Human mRNA for KIAA0227 gene, part 
ial cds//5. 6e-06: 601 : 60//Hs. 79170: D86980 
F-HEMBA1002150//Homo sapiens mRNA for KIAA0720 pro 
tein, partial cds//5.6e-06: 353: 62//Hs. 23741: AB0182 
63 

F-HEHBA1002151 

F-HEMBA1002153//EST//0. 014: 328: 60//Hs. 149115: AI244 
695 

F-HEMBA1002160//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0507//5. 6e-49: 303: 79//Hs. 158 
241:AB007976 

F-HEMBA1002161//Myosin, heavy polypeptide 7, cardi 
ac muscle, beta//l,2e-40:616:67//Hs.929:M57965 
F-HEMBA1002162//Homo sapiens mRNA for XPR2 protein 
//3. 4e-48: 749: 67//Hs. 44766: AJ007590 
F-HEMBA1002166//Small inducible cytokine A5 (RANTE 
S)//2. le-60:485:79//Hs. 155464: AF088219 
F-HEMBA1002177//Homo sapiens yotiao mRNA, complete 
cds//2. 4e-19: 151: 86//Hs. 114808: AF026245 
F-HEMBA1002185//EST//0. 00011: 233: 65//Hs. 125552: AA8 
84141 

F-HEMBA1002189//EST//5. le-24: 193: 81//Hs. 163161: AA7 
78363 

F-HEMBA1002191//Homo sapiens mRNA for KIAA0689 pro 
tein, partial cds//0. 27: 382: 59//Hs. 21992: AB014589 
F-HEMBA1002199//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//1.2e-14: 199: 72//Hs. 159 
897:AB007970 

F-HEMBA1002204//ESTs//0. 46: 312: 59//Hs. 61210: AA0246 
96 

F-HEMBA1002212//ESTs//1.0: 191:63//Hs. 149752: AI 2857 
67 

F-HEMBA1002215//ESTs, Highly similar to TESTIN 2 



(1880) 

3757 

PRECURSOR [Mus musculus]//1.6e-47: 251: 96//Hs. 5990 
6:AA001281 

F-HEMBA1002226//Bomo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//2. 4e-57:375:71//Hs.676 
19:AB007957 

F-HEMBA1002229//Homo sapiens RIAA0395 mRNA, partia 
1 cds//7. 9e-47: 377: 80//Hs. 43681: AL022394 
F-HEMBA1002237//EST//0. 044: 137: 66//Hs. 144448: AA812 
455 

F-HEMBA1002241 10 
F-HEMBA1002253//EST//2. 2e-41: 219: 96//Hs. 137065: AA8 
88887 

F-HEMBA1002257//Homo sapiens diacyl glycerol kinase 
iota (DGRi) mRNA, complete cds//l. le- 152: 731: 97// 
Hs. 159564: AF061936 

F-HEMBA1002265//ESTs//5. 4e-ll: 337: 65//Hs. 112639: AI 
125420 

F-HEMBA1002267//Homo sapiens GDP-L-fucose pyrophos 
phorylase (GFPP) mRNA, compl ete cds//1.0:395:60//H 
s. 150926: AF017445 20 
F-HEMBA1002270//ESTs//2. 5e-87: 504: 89//Hs. 124440: H9 
5404 

F-HEMBA1002321//Homo sapiens oxidized low-density 
lipoprotein receptor mRNA, complete cds//0. 17: 338: 
60//Hs. 77729: AB010710 

F-HEMBA1002328//ESTs//7. 9e-103: 480: 99//Hs. 123318: A 
1201982 

F-HEMBA1002337//Human mRNA for KIAA0118 gene, part 
ial cds//0. 93: 220: 61 //Hs. 154326: D42087 
F-HEMBA1002341//Homo sapiens mRNA for KIAA0771 pro 30 
tein, partial cds//7.8e-187: 872: 98//Hs. 6162: AB0183 
14 

F-EEMBA1002348//EST//1 . Oe- 19: 285: 70//Hs. 121860: AA7 
76692 

F-HEMBA1002349//EST//0. 01 1 : 385: 59//Hs. 148533: AI 200 
996 

F-HEMBA1002363//Homo sapiens chromosome- associated 
protein- E (hCAP-E) mRNA, complete cds//2.4e-189:8 
72: 99//Hs.l 19023: AF092563 

F-HEMBA1002381//EST//7. 9e-34: 236: 77//Hs. 162197: AA5 40 
35216 

F-HEMBA1002389//ESTs//4. 3e-59: 342: 92//Hs. 133391: AA 
535144 

F-HEHBA1002417//Homo sapiens chromosome 19, cosmid 
R28784//2. 2e-159: 775: 97//Hs. 25527: AC005954 
F-HEMBA1002419//EST, Moderately similar to ROD CGH 
P-SPECIFIC 3,5' -CYCLIC PHOSPHODIESTERASE BETA-SUB 
UNIT [H. sapiens] //1.0: 144:65//Hs. 136096: W27141 
F-HEHBA1002430//Human clone 23695 mRNA sequence// 
2. 7e-06: 563: 59//Hs. 90798: U79289 50 
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F-HEMBA1002439//EST, Weakly similar to LINE- 1 REVE 
RSE TRANSCRI PTASE H0M0L0G [H. sapi ens]//0. 11: 111:67 
//Hs. 162154: AA528561 

F-HEMBA1002458//ESTs, Weakly similar to hypothetic 
al protein B, 6.8K [H. sapiens] III. 3e- 71: 346: 98//H 
s. 136121: W26490 

F-HEHBA1002460//ESTs//2. le-94:484:96//Hs. 106441 :R5 
3160 

F-HEMBA1002462//Homo sapiens N-raethyl-D- aspartate 
receptor 2D subunit precursor (NMDAR2D) mRNA, comp 
1 ete cds//0. 00024: 240: 64//Hs. 1 13286: U77783 
F-HEMBA1002469//Human mRNA for KIAA0122 gene, part 
i al cds//l . 3e- 109: 603: 92//Hs. 154583: D50912 
F- HEHBA1 0024 75//RYAN0DI NE RECEPTOR, SKELETAL MUSCL 
E//0. 025: 261 : 63//Hs. 89631 : U48508 
F-HEMBA1002477//Homo sapiens mRNA for KIAA0561 pro 
tein, partial cds//2. 8e-45: 331: 83//Hs. 6189: AB01113 
3 

F-HEMBA1002486//EST//0. 00039: 174: 67//Hs. 96680: AA30 
3235 

F-HEHBA1002495 

F-HEMBA1002498//ESTs//l . 2e-91 : 460: 97//Hs. 1 18327: W7 
9161 

F-HEMBA1002503//H. sapiens mRNA for HACH-alpha-2 pr 
otein//4. 8e-13: 164: 74//Hs. 19949: X98173 
F-HEHBA1002508//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//6. le-79: 460: 83//Hs. 113283: AF018080 
F-HEHBA1002513//Homo sapiens mRNA for histone deac 
etylase-like protein (JM21)//9.0e-159:738:98//Hs.6 
764:AJ011972 

F-HEMBA1002515//ESTs//3.6e-08: 185: 69//Hs. 118701 :AA 
420795 

F-HEHBA1002538//ESTS//0. 97: 68: 73//Hs. 134672: AI 0879 
51F-HEHBA1002542//Homo sapiens mRNA for chemokine 
LEC precursor, complete 
cds//6. le-46: 238: 87//Hs. 10458: AF088219 
F-HEHBA1002547//Homo sapiens agrin precursor mRNA, 

parti al cds//l. le- 138: 655: 98//Hs. 68900: AF016903 
F-HEMBA1002552//Human Hep27 protein mRNA, complete 

cds//2. 8e-08: 173: 68//Hs. 102137: U31875 
F-HEMBA1002555//Homo sapiens mRNA for APC 2 protei 
n, complete cds//0. 00020: 603: 57//Hs. 20912: AB012162 
F-HEMBA1002558//ESTs//6.0e-25: 262: 77//Hs. 136304: AA 
431205 

F-HEHBA1002561//Human clone 23574 mRNA sequence// 
4. 7e-17: 268: 72//Hs. 79385: U90905 
F-HEMBA1002569//Hamo sapiens protein associated wi 
th Myc mRNA, compl etecds//4. 3e- 142: 457: 99//Hs. 1514 
11: AF075587 

F-HEMBA1002583//Hoao sapiens UKLF mRNA for ubiquit 
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ous Rruppel like factor, complete cds//2.8e-30: 15 
6: 100/THs. 32170: AB015132 

F-HEMBA1002590//ESTs//l. Oe-30: 277: 77//Hs. 139158: AA 
226159 

F-HEMBA1002592//ESTs//2. 4e-20: 233: 75//Hs. 159329: AI 
378363 

F-HEMBA1002609//Homo sapiens mRNA for KIAA0597 pro 
tein, partial cds//l . 4e- 176: 820: 99//Hs. 20141 : AB01 1 
169 

F-HEMBA1002621//EST//0.99: 208: 60//Hs. 159127: AI 3840 10 
13 

F-HEMBA1002624//Homo sapiens mRNA for KIAA0808 pro 
tein, complete cds//9.2e- 189: 632: 97//Hs. 91338: AB01 
8351 

F-HEMBA1002628//Human mRNA for KIAA0336 gene, comp 
lete cds//0. 079: 231: 65//Hs. 125129: AB002334 
F-HEMBA1002629//Human density enhanced phosphatase 
-1 mRNA, complete cds//1.3e-07: 473: 61//Hs. 1177: U10 
886 

F-HEMBA1002645//ESTs//2. 6e-32: 209: 88//Hs. 141323: N8 20 
0390 

F-HEMBA1002651 

F-HEMBA1002659//Human vascular endothelial growth 
factor related proteinVRP mRNA, complete cds//0.7 
4: 223: 60//Hs. 79141:1143142 

F-HEMBA1002661//Human Line-1 repeat mRNA with 2 op 
en readi ng frames// 1 . 4e- 122: 781 : 85//Hs. 23094: M1950 
3 

F-HEMBA1002666//ESTs//0. 39: 117: 65//Hs. 3794: T08497 
F-HEMBA1002678//EST//0.0081: 148:64//Hs. 156768: AI 35 30 
1368 

F-HEMBA1002679//Cyclic nucleotide gated channel (p 
hotoreceptor) , cGMP gated 1 (al pha) //0. 00096: 418: 6 
l//Hs.l323:S42457 

F-HEMBA1002688//Homo sapiens hyperpolarization-act 
ivated channel 1 (I HI) mRNA, partial cds//1.8e-ll:5 
41: 60//Hs. 124161: AF065164 

F-HEMBA1002696//Bomo sapiens DNA from chromosome 1 
9, cosmid R29144//1. 9e-06: 345: 61//Ks. 155647: AC0042 
21 40 
F-HEMBA1002703//Homo sapiens mRNA for KIAA0455 pro 
tein, complete cds//6. Oe-12: 327: 62//Hs. 13245: AB007 
924 

F-HEMBA1002712 

F- HEMBA1 0027 1 6//EST// 1 . 2e-56: 284: 97//Hs. 131329: AA9 
22800 

F-HEMBA1002728//Homo sapiens mRNA for KIAA0621 pro 
tein, partial cds//3. 7e- 127: 614: 97//Hs. 132942: AB01 
4521 

F-HEMBA1002730//Homo sapiens microsomal glutathion 50 
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e S-transf erase 3 (MGST3) mRNA, complete cds//0.2 
1: 157:66//Hs. 111811: AB007867 
F-HEMRA1002742//EST//0. 97: 138: 60//Hs. 160545: AI 2715 
96 

F-HEMBA1002746//Human H0X4C mRNA for a homeobox pr 
otein//0. 72: 347: 58//Hs. 74061 :X59372 
F-HEMBA1002748//ESTs, Weakly similar to C27H6.5 
[C. el egans] //0. 24: 83: 74//Hs. 40806: AA018786 
F-HEHBA1002750//ESTs//5. 8e-37: 185: 76//Hs. 140577: AA 
827817 

F-HEMRA1002768//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds//2.9e-178: 834: 98//Hs. 74750: AB011 
126 

F-HEMBA1002770//ESTs, Highly similar to TIP120 [R. 
norvegl cus] //8. Oe-98: 492: 96//Hs. 1 1833: AI 299947 
F-HEMBA1002777//Homo sapiens prostate apoptosis re 
sponse protein par-4 mRNA, complete cds//3.9e-05:5 
28: 59//Hs. 128208: U63809 

F-HEHBA1002779//ESTs//8. le-134: 662: 96//Hs. 107295: W 
80392 

F-HElffiA1002780//ESTs//3. 8e-41: 421: 74//Hs. 141576: N9 
0326 

F-HEMBA1002794//Protein kinase C, mu//4.8e-06:244: 
67//Hs.2891:X75756 

F-HEMBA1002801//ESTs//2. le-24: 182:87//Hs. 124633: AA 
856938 

F-HEMBA1002810//Homo sapiens formin binding protei 
n 21 mRNA, complete cds//3. 4e- 169: 820: 97//Hs. 2830 
7:AF071185 

F-HEMBA1002816//ESTS//2. 5e-91 : 387: 94//Hs. 8008: R527 
44 

F-HEMBA1002818//Homo sapiens UPH1 (UPH1) mRNA, can 
pi ete cds//7. Oe- 122: 733: 89//Hs. 6059: AF0931 19 
F-HEHBA1002826//ESTs//0. 00015: 235: 62//Hs. 1 19383: AI 
279904 

F-HEMBA1002833 

F-HEMBA1002850//EST//0. 0014: 201 : 65//Hs. 156235: AA77 
0550 

F-HEHBA1002863//ESTs//l. 2e-50: 295: 91//Hs. 57980: W68 
823 

F-HEMBA1002876//ESTs, Weakly similar to HYPOTHETIC 
AL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME II [C.ele 
gans]//4.9e-18: 110:94//Hs. 13322: AA1 5 1730 
F>HEMBA1002886//EST//0. 99: 184: 65//Hs. 160684: AI2794 
29 

F-HEMBA1002896//ESTs//2. le-ll:72: 100//Hs. 149215: AI 
051679 

F-BEMBA1002921 

F-HEMBA1002924//EST//3. 7e-05: 291: 64//Hs. 134677: AI0 
88001 
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F-HEMBA1002934//ESTs//2. 3e-42: 324: 80//Hs. 141658: N7 
7915 

F-HEMBA1002935//Homo sapiens mRNA for KIAA0576 pro 
tein, partial cds//l. 6e- 174: 803: 99//Hs. 14687: AB011 
148 

F-HEMBA1002937//ESTs, Weakly similar to homologous 
to mouse gene PC326: GenBank Accession Number M955 
64 [H.sapiens]//8. 1 e- 36 : 256: 85//Hs. 36899: AA 130053 
F-HEMBA1002939//H. sapiens mRNA for cytokine induci 
ble nuclear protein//!, le-05: 479: 59//Hs. 74019:X837 10 
03 

F-HEMBA1002944//Human putative endothelin receptor 
type B-like protein mRNA, complete cds//0. 83: 326: 
58//Hs. 27747: U87460 

F-HEMBA1002951//ESTs//6. le-08: 137: 70//Hs. 126762: AA 
913925 

F-HEMBA1002954//ESTs//9. 3e-39: 249: 89//Hs. 146185: Rl 
9099 

F-HEMBA1002968//ESTs//0. 73: 142: 64//Hs. 136371: AA506 
092 20 
F-HEMBA1002970//EST//2. 9e-10: 103: 82//Hs. 162580: AA5 
93828 

F-HEMBA1002971//ESTs//3. 5e-21: 190: 81//Hs. 61170: AA4 
54219 

F-HEHBA1002973//Phosphodi esterase 4B, cAMP- specif i 
c (dunce (Drosophila)-homolog phosphodiesterase E 

4) //l. 5e-37: 247: 89//Hs. 188: L20971 
F-HEMBA1002997//flomo sapiens chromosome- associated 

protein-C (hCAP-C) mRNA, partial cds//1.7e-05:79 
7: 58//Hs. 50758: AF092564 30 
F-HEMBA1002999//EST//9. 9e-38: 453: 70//Hs. 161635: W22 
525 

F-HEMBA1003021//Small inducible cytokine A5 (RANTE 

5) //4. 6e-49: 373: 81//Hs. 155464: AF088219 
F-HEMBA1003033//ESTs//5. Oe-64: 340: 95//Hs. 154270: N2 
6486 

F-HEMBA1003034//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//7. 4e-70: 330: 78//Hs. 113283: AF018080 
F-HEMBA1003035//Homo sapiens mRNA for testican-3// 
0.041:623: 57//Hs. 159425: AJ00 1454 40 
F-HEMBA1003037//EST//0. 53: 59: 74//Hs. 148011: AI 26800 
3F-HEMBA1003041//ESTs, Weakly similar to F58G11.6 
[C.elegans]//1.7e-64:33 
7: 95//fls. 105907: AA186514 

F-HEMBA1003046//Homo sapiens mitochondrial process 
ing peptidase beta-subunit mRNA, complete cds//3.2 
e- 166: 777: 98//Hs. 44097: AF054182 
F-HEMBA1003064//ESTs//3. 2e-07: 320: 65//Hs. 23466: AI 2 
23438 

F-HEMBA1003067 50 
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F-HEHBA1003071//Homo sapiens hyperpolarization-act 
ivated channel 1 (I HI) mRNA, partial cds//1.5e-15:6 
11: 59//Hs. 124161: AF065164 

F-HEMBA1003077//Homo sapiens RIAA0405 mRNA, comple 
te cds//2. 2e-29: 542: 62//Hs. 48998: AB007865 
F- HEMBA1 003078//CYT0CHR0ME P450 IVF3//2. 0e-29: 452: 
67//Hs. 106242: AB002454 

F-HEMBA1003079//EST//2.0e-20: 273: 73//Hs. 138001: AI0 
34461 

F-HEMBA1003083//EST//2. Oe-48: 314: 86//Hs. 149580: AI 2 
81881 

F-HEMBA1003086//ESTs//2. 6e-20: 237: 73//fls. 129331: AI 
090721 

F-HEMBA1003096//ESTs, Weakly similar to HMG-box tr 
anscription factor [H.musculus]//0.98:216:61//Hs.9 
7865:AA405872 

F-HEHBA1003098//EST//2. 9e- 19: 239: 73//Hs. 152366: AA4 
86721 

F-HEMBA1003117//H. sapiens ERF- 2 mRNA//0. 0048: 447: 5 
9/ /Us. 78909: U07802 

F-HEMBA1003129//Homo sapiens clone 24407 mRNA sequ 
ence//l . 9e-06: 507: 58//Hs. 12432: AF070575 
F-HEMBA1003133//Homo sapiens mRNA for RIAA0771 pro 
tein, partial cds//0. 038: 288: 63//Hs. 6162: AB018314 
F-HEHBA1003136 

F-HEMBA1003142//ESTs//3. 6e-112: 526: 99//Hs. 55982: AA 
284279 

F-HEMBA1003148//Homo sapiens mRNA for dachshund pr 
otei n//2. 2e- 184: 850: 99//Hs. 63931 : AJ005670 
F-HEMBA1003166//flomo sapiens mRNA for KIAA0688 pro 
tein. complete cds//l. le-24: 171: 83//Hs. 141874: AB01 
4588 

F-HEMBA1003175//EST//0. 91: 168: 60//Hs. 123335: AA8107 
40 

F-HEMBA1003179//EST, Weakly similar to hypothetica 
1 protein in purB 5' region [E.coli]//4.7e-20: 118: 
97//Hs.l 18831 :AA21 1895 

F-HEHBA1003197//ESTs//0. 049: 265: 58//Hs. 153718: AI21 
5523 

F-HEHBA1003199//S0X-3 PR0TEIN//0. 00034: 383: 60//Hs. 
157429: X71 135 

F-HEHBA1003202//ESTs//7. le-84: 408: 98//Hs. 130134: AA 
905412 

F-HEMBA1003204//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//4. 6e-33: 154: 85//Hs. 113283: AF01 8080 
F-HEHBA1003212//ESTs//l. 0e-31: 159: 84//Hs. 134067: AI 
076765 

F-HEMBA1003220//EST//8. 6e-29: 317: 73//Hs. 150552: AI0 
53784 

F-HEMBA1003222//ESTs//0. 77: 208: 62//Hs. 85451: AA1813 
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F-HEMBA1003229//EST//0. 084: 233: 60//Hs. 98176: AA4170 
12 

F-HEMBA1003235//Homo sapiens antigen NY-CO- 16 mRN 
A, complete cds//0. 00054: 432: 58//Hs. 132206: AF03969 
4 

F-HEMBA1003250 

F-HEMBA1003257//Homo sapiens fibroblast growth fac 
tor 18 (FCF18) mRNA, complete cds//4. 3e-08: 426: 64/ 
/Hs. 49585: AF075292 10 
F-HEMBA1003273//EST//0. 00078: 195:65//Hs. 158019: AA8 
67991 

F-HEMBA1003276//EST//6. 6e-09: 159: 74//Hs. 162664: AA6 
05020 

F-HEMBA1003278//ESTs//0. 89: 257: 63//Hs. 23207: R42864 
F-HEMBA1003281//ESTs//2. 6e-33: 175: 98//Hs. 122278: AA 
781867 

F-HEMBA1003286//Homo sapiens chromosome 3ql3 beta- 
1,4-galactosyl transferase mRNA, complete cds//2.9e 
- 146: 539: 97//Hs. 13225: AF038662 20 
F-HEMBA1003291//Homo sapiens mRNA for RIAA0537 pro 
tein, complete cds//1.6e-167: 799: 98//Hs. 12836: AB01 
1109 

F-HEMBA1003296//EST//0. 0013: 49: 97//Hs. 137157: R4491 
2 

F-HEMBA1003304//ESTs//0. 047: 164: 64//Hs. 94448: AA770 
160 

F-HEMBA1003309//ESTs//7. 8e-123: 589: 98//Hs. 105486: A 
A521012 

F-HEMBA1003314//Homo sapiens mRNA for leucine zipp 30 
er bearing kinase, complete cds//l. 5e- 189: 865: 99// 
Hs. 124224: AB001872 

F-HEMBA1003322//H. sapiens mRNA for sigma 3B protei 
n//4. 5e-49: 399: 80//Hs. 154782: X99459 
F-HEMBA1003327//EST//7. 7e-10: 165: 72//Hs. 114826: AA0 
56254 

F-HEMBA1003328//EST//0. 00023: 128: 67//Hs. 126467: AA9 
13328 

F-HEMBA1003330 

F-HEMBA1003348//fluman mRNA for KIAA0331 gene, comp 40 
lete cds//4. 8e-26: 256: 78//fls. 146395: AB002329 
F-HEMBA1003369//Homo sapiens DNA from chromosome 1 
9pl3.2 cosmids R31240,R30272 and R28549 containing 
the EKLF, GCDH, CRTC, and RAD23A genes, genomic s 
equence//0. 37: 187: 65//Hs. 80265: AD000092 
F-HEMBA1003370//ESTs//8. 2e-36: 196: 79//Hs. 139158: AA 
226159 

F-HEMBA1003373//ESTs//l. 0: 195: 61//Hs. 127307: AI 2638 
19 

F-HEMBA1003376//Clathrin, light polypeptide (Lcb)/ 50 
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II. 3e-29: 606: 64//Hs. 73919: X81637 
F-HEMBA1003380//ESTs//2. 5e-21: 303: 70//Hs. 37528: H58 
017 

F-HEMBA1003384//ESTs//0. 14: 281: 61//Hs. 159650: N9555 
2 

F-HEHBA1003395//ESTs//0. 53: 121: 70//Hs. 144873: AI202 
488 

F-HEMBA1003402//EST//0. 029: 148: 66//Hs. 116798: AA633 
813 

F-HEMBA1003403//Adducin 2 (beta) {alternative prod 
ucts}//5. 0e-05: 445: 61//fls. 90951: U43959 
F-HEMBA1003408//ESTs//9. Oe- 12: 87: 98//fls. 70266: Z783 
09 

F-HEMBA1003417//Glutamate-cysteine ligase (gamma-g 
lutamyl cysteine synthetase), regulatory (30.8kD)// 
9. 5e-05: 541: 58//Hs. 89709: L35546 
F-HEHBA1003418//ESTs//3. 5e-85: 399: 100//Hs. 154489: A 
A564962 

F-HHfflA1003433//Homo sapiens nibrin (NBS) mRNA, co 
mpl ete cds//2. Oe- 149: 686: 99//fls. 25812: AF058696 
F-HEMBA1003447//fluman mRNA for KIAA0380 gene, comp 
lete cds//0. 43: 271: 60//Hs. 47822: AB002378 
F-HEHBA1003461//Glycoprotein lb (platelet), beta p 
olypeptide//4. 8e-08: 775: 58//Bs. 3847: U59632 
F-HEMBA1003463//ESTs//3. 3e-22: 121 : 99//Hs. 130847: AA 
058578 

F-HEHBA1003480//Homo sapiens mRNA for KIAA0700 pro 
tein, partial cds//0. 16: 321: 60//Hs. 13999: AB014600 
F-HEMBA1003528//ESTs//3. 8e-53: 315: 91//fls. 129688: AA 
057443 

F-HEHBA1003531//Human mRNA for KIAA0033 gene, part 
ial cds//4. 9e-51 : 451 : 78//Hs. 22271 : D26067 
F-HEHBA1003538//ESTs//l. 2e-82: 415: 96//Hs. 162075: AI 
392811 

F-HEMBA1003545//ISL1 transcription factor, UH/hom 
eodomain, (islet-l)//5.0e-75: 736: 73//Hs. 505: U07559 
F-HEHBA1003548//ESTs//8. 7e-77: 411: 95//Bs. 163443: R2 
3311 

F-HEMBA1003555//fluman nucleotide- binding protein m 
RNA, complete cds//3.6e-33: 562: 64//Hs. 81469: U01833 
F-HEHBA1003556 

F-HEMBA1003560//EST//3. 7e-29: 202: 86//Hs. 136858: AA7 
67122 

F-HEMBA1003568//ESTs//2. 4e-06: 214: 65//Hs. 143371: AI 
342327 

F-HEMBA1003569//Human metastasis- associated mtal m 
RNA, complete cds//2. Oe-58: 455: 66//Hs. 101448: U3511 
3 

F-HEMBA1003571//ESTs//0.0025: 198:63//Hs. 116448: AA6 
48972 
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F-HEMBA1003579//ESTs//6. Oe-1 10: 513: 99//Hs. 97372: AA 
398546 

F-HEMBA1003581//ESTs, Highly similar to TALIN [Hu 
s muscul us] //3. 6e- 19: 108: 99//fls. 18420: AA599232 
F-HEMBA1003591//ESTs, Weakly similar to R74.5 [C.e 
legans]//5. 2e-85: 487: 92//Hs. 57937: W68285 
F-HEMBA1003595//Membrane cofactor protein (CD46, t 
rophobl ast- 1 ymphocytecross- reacti ve anti gen) 111 . 8e 
-06: 439: 62//Hs. 83532: X59405 

F-HEMBA1003597//ESTs//0. 0025: 200: 64//Hs. 8473: T4082 10 
7 

F-HEHBA1003598//ESTs//0. 18: 187: 63//Hs. 98641: AA4299 
16 

F-HEHBA1003615//ESTs, Highly similar to phosphoryl 
ation regulatory protein HP- 10 [H.sapiens]//2.4e-l 
33: 644: 97//Hs. 3566: AA314782 
F-HEMBA1003617//Homa sapiens mRNA for HRIHFB2157, 
partial cds//7. 9e-171: 501: 97//Hs. 124956: AB015344 
F-HEMBA1003621//Homo sapiens protein inhibitor of 
activated STAT proteinPIASx- alpha mRNA, complete c 20 
ds//4.4e-16: 161:78//Hs. 111323: AF077954 
F-HEHBA1003622//EST//0. 0085: 251 : 62//Hs. 97343: AA401 
750 

F-HEMBA1003630//ESTs//7. 5e-05: 304: 61//Hs. 87131: AA2 
33159 

F-HEMBA1003637//Homo sapiens homolog of the Asperg 

illus nidulans sudD gene product mRNA, complete cd 

s//7. 9e-26: 546: 63//Hs. 109901: AF0 13591 

F-HEMBA1003640//ESTs//l. le-U: 267: 66//Hs. 34359: AI 1 

22791 30 

F-HEMBA1003645 

F-HEMBA1003646 

F-HEMBA1003656 

F-HEHBA1003662 

F-HEMBA1003667//ESTs//l. 5e-27: 235: 81//Hs. 55855: AA6 
21381 

F-HEMBA1003679//ESTs//4. 3e-49: 251: 97//Hs. 152811: AA 
630906 

F-HEMBA1003680//Human plectin (PLEC1) mRNA, comple 
te cds//3. 4e-06: 464: 61//Hs. 79706: U53204 40 
F-HEMBA1003684//ESTs, Weakly similar to zinc finge 
r protein C2H2-171 [H.sapiens]//1.6e-100:478:98//H 
s.l 18866: AI 017072 

F-HEMBA1003690//Homo sapiens mRNA for KIAA0600 pro 
tei n, parti al cds//9. 5e-74: 606: 77//Hs. 9028: AF03969 
1 

F-HEHBA1003692//ESTs//4. 2e-43: 252: 92//Hs. 39748: AA4 
87187 

F-HEMBA1003711//Homo sapiens mRNA for KIAA0544 pro 
tein, partial cds//0.81:254:62//Hs.32316:AB011116 50 
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F-HEHBA1003714//ESTs//6. 4e-98: 495: 95//Hs. 43846: N49 
995 

F-HEHBA1003715//ESTs//l. 3e-ll: 228: 69//Hs. 101237: AA 
708760 

F-HEHBA1003720//Homo sapiens clone 23892 mRNA sequ 
ence//5. 5e-45: 692: 68//Hs. 91916: AF035317 
F-HEMBA1003725//EST//2. 5e-46: 228: 100//Hs. 160069: AA 
926921 

F-HEHBA1003729//ESTs//4. le-48: 253: 96//Hs. 26270: AA2 
58839 

F-HEHBA1003733//Human Une-1 repeat mRNA with 2 op 
en reading frames//8.6e-102: 753: 81//Hs. 23094: M1950 
3 

F-HEHBA1003742//Homo sapiens chromosome 19, cosmid 
R31 180//0. 16: 242: 62//Hs. 153325: AC005390 
F-HEMBA1003758//ESTs//9. 3e-12: 408: 61//Hs. 148459: AI 
198946 

F-HEMBA1003760//Homo sapiens clone 23698 mRNA sequ 
ence//9. 7e-35: 430: 69//Hs. 8136: U81984 
F-HEMBA1003773//EST//0. 76: 191: 61//Hs. 127020: AA9349 
20 

F-HEMBA1003783//ESTs, Weakly similar to C01H6.7 
[C. elegans]//l. 7e-24: 224: 81//Hs. 18171: AA524327 
F-HEMBA1003784//ESTs//0. 13: 120: 67//Hs. 161993: AA503 
172 

F-HEMBA1003799//Interleukin 9 receptor//2.0e-17:26 
3:70//Hs.l702:L39064 

F-HEMRA1003803//Homo sapiens calcium- activated pot 
assium channel (RCNN3)mRNA, complete cds//0. 13: 22 
2: 61//Hs. 89230: AF031815 

F-HEHBA1003804//ESTS//1. 4e-112: 275: 98//Hs. 72132: AF 
039239 

F-HEMBA1003805//Human p62 mRNA, complete cds//l.le 
-11: 523: 60//Hs. 119537: M88108 
F-HEMBA1003807//ESTs//4. le-08: 279: 68//Hs. 115679: AI 
379721 

F-HEMBA1003827//Homo sapiens mRNA for KIAA0616 pro 
tein, partial cds//3.3e-85: 586: 87//Hs. 6051 :AB01451 
6 

F-HEHBA1003836//EST//6.8e-06:98: 74//Hs. 145447: AI 20 
4220 

F-HEMBA1003838//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H. sapiens] //3. 
8e-40: 151:88//Hs. 139007: H74314 
F-HEMBA1003856//ESTS//8. 6e-53: 286: 95//Hs. 1 16645: AI 
005167 

F-HEMBA1003864//Human mRNA for KIAA0369 gene, comp 
lete cds//0. 11: 144: 66//Hs. 21355: AB002367 
F-HEMBA1003866//Homo sapiens semaphorin F homolog 
mRNA, complete cds//4. 3e-30: 580: 63//Hs. 27621 : U5284 
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F- HEMBA1 003879//Nucl ear cap binding protein, 80kD/ 

/6. 7e- 10: 87: 95//Hs. 89563: D32002 

F-HEMBA1003880 

F-HEMBA1003885//Homo sapiens mRNA for KIAA0752 pro 
tein, partial cds//4. 2e- 18: 302: 67//Hs. 2371 1 : AB0182 
95. 

F-HEMBA1003893//ESTs, Weakly similar to HYPOTHETIC 
AL 27.8 KD PROTEIN INVMA7-RPS31A INTERCENIC REGION 

[S. cerevisiae]//!. 2e-49: 295: 92//Hs. 114673: W72675 10 
F-HEMBA1003902//ESTs//l. le-11: 165: 74//Hs. 54632: AA9 
76236 

F-HEMBA1003908//Homo sapiens mRNA for KIAA0525 pro 
tein, partial cds//0. 081: 345: 58//Hs. 78494: AB01 1097 
F-HEMBA1003926//EST//2. 5e-32: 253: 83//Hs. 132635: AI0 
32875 

F-HEMBA1003937//Huraan mRNA for KIAA0391 gene, comp 
lete cds//2. 9e-38: 313: 69//Hs. 154668: AB002389 
F-HEMBA1003939//ESTs//3. 4e-07: 150: 71//Hs. 148926: R5 
9562 20 
F-BEMBA1003942//EST, Weakly similar to 24 KD PR0TE 
IN [Xenopus laevis]//0.0029: 222: 61//Hs. 144236: W523 
80 

F-HEMBA1003950//ESTs//0. 98: 200: 62//Hs. 163912: W2005 
5 

F-HEMBA1003953//Zinc finger protein 7 (K0X 4, clon 
e HF. 16) //0. 00014: 271: 66//Hs. 2076: M29580 
F-HEMBA1003958//ESTS, Moderately similar to*!!!! A 
LU SUBFAMILY J WARNINGENTRY ! ! ! ! [H. sapiens]//2. le 
-44: 243: 76//Hs. 91146: N73230 30 
F-HEMBA1003959//ESTs//0. 067: 251 : 59//Hs. 39915: H7856 
7 

F-HEMBA1003976//EST//6. 7e-09: 109:81//Hs. 154635: All 
38965 

F-HEMBA1003978 

F-HEMBA1003985//EST//0. 32: 115: 69//Hs. 102617: N47009 
F-HEMBA1003987//ESTs//7. 8e-07: 60: 100//Hs. 66058: AA4 
24456 

F-HEMBA1003989//Homo sapiens HIV-1 inducer of shor 
t transcripts bindingprotein (FBI 1) mRNA, complete 40 
cds//0. 022: 349: 58//Hs. 104640: AF000561 
F-HEMBA1004000//EST//7. 2e-07: 200: 66//Hs. 119082: AA3 
58468 

F-HEMBA10Q4011//EST//0. 019: 241: 62//Hs. 116989: AA676 
493 

F-HEMBA1004012//ESTs//3.6e-09: 177: 68//Hs. 106132: AA 
812573 

F-HEMBA1004015//ESTS//3. Oe-86: 407: 99//Hs. 1 15679: AI 
379721 

F-HEMBA1004024//Homo sapiens mRNA for KIAA0772 pro 50 
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tein, complete cds//5.2e-51: 359: 84//Hs. 15519: AB018 
315 

F-HEMBA1004038//ESTs//l. 2e-58: 324: 94//Hs. 61658: AI 2 
39930 

F-HEMBA1004042//EST//0. 00088: 272: 61//Hs. 155763: AI 3 
12281 

F-HEMBA1004045//EST//2. 7e-20: 408: 66//Hs. 162529: AA5 
84160 

F-HEMBA1004048//Transforming growth factor beta// 
0. 026: 462: 57//Hs. 6101: M60315 
F-HEMBA1004049//ESTs//8. le-68: 430: 86//Hs. 146307: AA 
584638 

F-HEMBA1004055//Human chromosome 3p21.1 gene seque 
nce//l. 5e-10: 457: 58//Hs. 82837: L13435 
F-HEMBA1004056//Hamo sapiens mRNA for alpha(l,2)fu 
cosyl transferase, complete cds//L 5e-46: 199: 80//H 
s. 46328:087942 

F-HEMBA1004074//ESTs//3. Oe-23: 219: 74//Hs. 70279: AA7 
57426 

F-HEMBA1004086//EST//0. 36: 189: 62//Hs. 156218: AA7701 
07 

F- HEMBA1 004097//NADH- CYTOCHROME B5 REDUCTASE//1.0: 
302: 57//Hs. 75666: M28713 

F-HEMBA1004111//Human G protein- coupled receptor 
(STRL22) mRNA, completecds//4.3e-39: 335: 79//Hs. 464 
68: U45984 

F-HEMBA1004131//Human mRNA for KIAA0202 gene, part 
ial cds//l. 9e-24: 610: 61//Hs. 80712: D86957 
F-HEMBA1004132//EST//3. 5e-06: 143: 70//Hs. 136799: AA7 
80064 

F-HEMBA1004133//ESTS//1.0: 157:68//Hs. 161226: AI4197 
59 

F-HEMBA1004138//H. sapiens mRNA for RanGTPase activ 
ating protein 1//0. 00055: 343: 62//Hs. 5923: X82260 
F-HEMBA1004143 
F-HEMBA1004146 

F-HEMBA1004150//EST//0. 0046: 402: 57//Hs. 147027: AI 18 
6056 

F-HEMBA1004164//Homo sapiens mRNA for KIAA0798 pro 
tein, complete cds//1.8e-15: 591: 60//Hs. 159277: AB01 
8341 

F-HEMBA1004168//Hamo sapiens geminin mRNA. complet 
e cds//l . 5e- 134: 649: 97//Hs. 59988: AF067855 
F-HEMBA1004199 

F-HEMBA1004200//ESTs//0. 0083: 150: 66//Hs. 1 16424: AI 3 
75427 

F-HEMBA1004202//ESTs, Weakly similar to GTP-BINDIN 
G PROTEIN YPTM1 [Zea mays]//1.2e-35:2O5:94//Hs.l0O 
92: AI 189282 

F-HEMBA1004203//ESTs//3. 9e- 14: 237: 70//Hs. 1 18273: AA 
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F-HEMBA1004207//Leptin receptor//!. le- 167: 791:98// 
Hs. 54515: U50748 

F-HEMBA1004225//ESTs//0. 00087: 231: 64//Hs. 13109: Ml 
92514 

F-HEMBA1004227//ESTs, Weakly similar to F55A11.4 
[C. elegans]//0. 012: 156: 67//Hs. 163588: AI 073878 
F-HEMBA1004238 

F-HEMBA1004241//ESTs//8.7e-05:51:96//Hs. 162826: AA6 
79571 10 
F-HEMBA1004246//EST//1. 2e-36: 198:96//Hs. 121343: AA7 
58522 

F-HEMBA1004248//Homo sapiens insulin induced prote 
in 1 (INSIG1) gene, complete cds//l. le-28: 295: 72// 
Hs. 56205: U96876 

F-HEMBA1004264//Human HCF1 gene related mRNA seque 
nce//3. le-07: 553: 60//Hs. 83634: U52112 
F-HEMBA1004267//Homo sapiens mRNA for RIAA0688 pro 
tein, complete cds//4. 9e-73: 490: 77//Hs. 141874: AB01 
4588 20 
F-HEMBA1004272 

F-HEMBA1004274//EST//0. 43: 154: 61//Hs. 125347: AA8764 
44 

F-HEMBA1004275//Human mRNA for KIAA0333 gene, part 
ial cds//0. 71: 118: 65//Hs. 155313: AB002331 
F-HEMBA1004276//Homo sapiens mRNA for KIAA0800 pro 
tei n, compl ete cds//l . 0: 364: 56//Hs. 1 18738: AB018343 
F-HEMBA1004286//Homo sapiens TGF beta receptor ass 
ociated protein- 1 mRNA, complete cds//6.9e-187:86 
8: 99//Hs. 101766: AF022795 30 
F-HEHBA1004289 

F-HEMBA1004295//EST//0. 20: 149: 62//Hs. 162415: AA5734 
84 

F-HEMBA1004306//ESTs//0. 041: 177: 64//Hs. 158234: AI27 
0047 

F-HEMBA1004312//ESTs//0. 83: 253: 59//Hs. 121898: AI336 
314 

F-HEMBA1004321//Zinc finger protein 136 (clone pHZ 
-20) //2. 3e-40: 452: 65//Hs. 69740: U09367 
F-HEMBA1004323//EST//0. 44: 134: 64//Hs. 145464: AI 2045 40 
32 

F-HEMBA1004327//Homo sapiens S0X22 protein (S0X22) 
mRNA, complete cds//0. 017: 209: 64//Hs. 43627: U35612 
F-HEMBA1004330//ESTs//4. 5e-27: 171:91//Hs. 112838:AA 
614062 

F-HEHBA1004334//EST//2. 4e-53: 556: 75//Hs. 139093: AA1 
66888 

F-HEMBA1004335//Homo sapiens mRNA for KIAA0706 pro 
tein, complete cds//0. 49: 80: 73//Hs. 139648: AB014606 
F-HEMBA1004341 50 
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F-HEMBA1004353//Homo sapiens mRNA for c-myc bindin 
g protein, complete cds//2.7e-39: 270: 86//Hs. 80686: 
D89667 

F-HEMBA1004354//Human CHL1 potential helicase (CHL 
Rl) , complete cds//l. 3e-46: 190: 92//Hs. 27424: U75968 
F-HEMBA1004356//Thyrotropin-releasing hormone rece 
ptor//0. 15: 296: 62//Hs. 3022: D85376 
F-HEHBA1004366//ESTs, Weakly similar to transposon 
LRE2 reverse transcriptase homolog [fl. sapiens]// 
7. 8e-10: 396: 61//Hs. 33688: AA020928 
F-HEMBA1004372//ESTs//0. 90: 172: 62//Hs. 14561 1: R6880 
0 

F-HEHBA1004389//Zinc finger protein 148 (pHZ-52)// 
8. Oe-28: 359: 67//Hs. 112180: AF039019 
F-HEMBA1004394//ESTs//0. 023: 357: 58//Hs. 47212: N5125 
0 

F-ffEMBA1004396//EST//3. 4e-22: 244: 74//Hs. 162554: AA5 
84818 

F-HEMBA1004405//EST//4. 0e-43: 214: 100//Hs. 33100: H42 
199 

F-HEMBA1004408//ESTs, Weakly similar to The hal539 
protein is related tocyclophilin. [H. sapiens] //l. 
4e-20: 144: 88//Hs. 121076: AI 246426 
F-HEMBA1004429//Fucosyl transferase 1 (galactoside 
2-alpha-L-fucosyltransferase, Bombay phenotype inc 
luded)//4. 8e-18: 248: 72//Hs. 69747: M35531 
F-HEMBA1004433//Small inducible cytokine A5 (RANTE 
S)//8. 2e-39: 248: 81//Hs. 155464: AF088219 
F-HEMBA1004460//Homo sapiens PYRIN (HEFV) mRNA, co 
mplete cds//5. 6e-87: 650: 81//Hs. 113283: AF018080 
F-HEMBA1004461//ESTs//0. 057: 217: 61//fls. 26989: Z4160 
6 

F-HEMBA1004479//Homo sapiens clone 23698 mRNA sequ 
ence//4. 9e- 17: 223: 71//Hs. 8136: U81984 
F-HEHBA1004482//EST//0. 0056: 261: 59//Hs. 45012: N3945 
0 

F-HEHBA1004499//ESTS//4. le-68: 340:97//Hs. 134266: AA 
992600 

F-HEMBA1004502//ESTs//7. 7e-32: 195: 91//Hs. 134906: H9 
3431 

F-HEMBA1004506//Human Une-1 repeat mRNA with 2 op 
en reading frames//9.0e-89: 758: 76//Hs. 23094: M19503 
F-HEMBA1004507//ESTs, Weakly similar to T19B10.6 
[C. el egans] //l . 4e-61 : 296: 99//Hs. 1 14622: AA693492 
F-HEMBA1004509//Homo sapiens suppressor of white a 
pricot homolog 2 (SWAP2) mRNA, complete cds//0.01 
4:265:61//Hs.43543:AF042800 
F-HEHBA1004534//Filamin 1 (actin- binding protein-2 
80) //5. 0e-74: 678: 74//Bs. 76279: X53416 
F-HEMBA1004538//EST//0. 00047: 268: 58//fls. 136870: AA8 
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F-HEMBA1004542//Human butyrophilin protein (BT3.3) 
mRNA, partial cds//0. 74:74: 75//Hs. 87497: U90552 
F-HEMBA1004554 

F-HEMBA1004560//ESTs//3. le-19: 240: 73//Hs. 112637: AA 
805331 

F-HEMBA1004573//EST//2. 4e-59: 290: 99//Hs. 112908: AA6 
20802 

F-HEHBA1004577//ESTs, Weakly similar to UTR1 PROTE 
IN [S.cerevisiae]//1.2e-17:334:67//Hs.24536:AA4798 10 
25 

F-HEMBA1004586//Von Hippel-Lindau syndrome//5. le-3 
5: 337: 78//Hs. 78160: AF010238 
F-HEMBA1004596//ESTs//3. 3e-32: 189: 94//Hs. 42530: N41 
661 

F-HEMBA1004604//Buman hindlimb expressed homeobox 
protein backfoot (Bft)mRNA, complete cds//0.42:18 
6:66//fls.84136:U70370 

F-HEMBA1004610//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY III! [H.sapiens]//2.3e 20 
-16: 297: 68//Hs. 106008: AA1 4 7606 
F-HEMBA1004617//EST//0. 027: 188: 61//Hs. 159094: AI 383 
198 

F-HEMBA1004629//ESTs//7. 8e-09: 348: 63//Hs. 138358: T6 
6178 

F-HEMBA1004631//EST//0. 0012: 268: 60//Hs. 150685: AA92 
3416 

F-HEMBA1004632//ESTs//0.82: 125:67//Hs. 143619: AI 360 
891 

F-HEMBA1004637//ESTs//0. 0034: 229: 64//Hs. 157178: AI 3 30 
46780 

F-HEMBA1004638//ESTs//2. 0e-l 1: 166: 71//Bs. 128657: AI 
017522 

F-HEMBA1004666//EST//0. 44: 294: 58//Hs. 44780: N36083 
F-HEMBA1004669//ESTs//l . 7e-28: 200: 86//Hs. 8084: W227 
96 

F-HEMBA1004670//Mucin 1, transmembrane/^. 060: 416: 
57//Hs. 89603: J05582 

F-HEMBA1004672//ESTs//0. 27: 44: 95//Hs. 86237: AA20614 
1 40 
F-HEMBA1004693/7ESTs//5. 3e-55: 301: 95//Hs. 159066: AI 
093252 

F-HEMBA1004697//H. sapiens mRNA for ribosomal prote 
in L18a homologueM). 64: 313: 61//Hs. 118578: X80821 
F-HEMBA1004705//Homo sapiens RIAA0432 mRNA, comple 
te cds//4. 5e- 19: 230: 73//Hs. 155174: AB007892 
F-BEMBA1004709//ESTs//3. le-31: 176:88//Hs. 152413: AA 
780515 

F-HEMBA1004711//Cholinergic receptor, nicotinic, d 
el ta polypeptide//!. 0: 244: 57//Hs. 99975: X55019 50 
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F-HEMBA1004725//Homo sapiens agrin precursor mRNA, 
parti al cds//0. 24: 328: 60//fls. 68900: AF016903 
F-HEMBA1004730//ESTs. Weakly similar to 0RF2-like 
protein [H. sapiens]//5.9e-32: 476: 70//Hs. 116874: AA5 
24909 

F-HEMBA1004733//ESTs//3. 8e- 16: 96: 79//Hs. 152413: AA7 
80515 

F-HEMBA1004734//Human epidermoid carcinoma mRNA fo 
r ubi qui tin-conjugating enzyme E2 similar to Droso 
phila bendless gene product, complete cds//0. 16:32 
9:58//Hs.75355:D83004 

F-HEMBA1004736//Human Une-1 repeat mRNA with 2 op 
en reading frames//2.0e-61: 663: 71//Hs. 23094: M19503 
F-HEMBA1004748//ESTs//l. 5e-05: 343: 63//Hs. 42241: H96 
813 

F-HEMBA1004751//ESTs//3. 7e-32: 147: 80//Hs. 138788: N5 
4504 

F-HEMBA1004752//Homo sapiens mRNA for KIAA0288 gen 
e, compl ete cds//0. 00020: 521 : 59//Hs. 91400: AB006626 
F-HEMBA1004753//Homo sapiens DEC-205 mRNA, compl et 
e cds//5. le-46:337:84//Hs. 153563: AF0 11333 
F-HEMBA1004756//Human transporter protein (gl7) mR 
NA, complete cds//3. le-24: 416: 65//Hs. 76460: U49082 
F-HEMBA1004758//Homo sapiens transcription factor 
SL1 mRNA, complete cds//l. 2e-136: 769: 91 //Hs. 15308 
8:L39060 

F-HEMBA1004763//Loricrin//0. 0018: 227: 62//Hs. 15565 
7:M61120 

F-HEHBA1004768//Human Une-1 repeat mRNA with 2 op 
en reading frames//4. 5e- 115: 909: 78//Hs. 23094: M1950 
3 

F-HEMBA1004770//Human Rad50 (Rad50) mRNA, complete 
cds//0. 020: 728: 57//Hs. 41587: U63139 
F-HEMBA1004771 

F-HEMBA1004776//ESTs, Weakly similar to progestero 
ne receptor- related protein p23 [H. sapiens] //l. 0: 1 
58: 63//Hs. 62004: AF039235 

F-HEMBA1004778//ESTs//l. 2e-70: 336: 99//Hs. 113052: AI 
222106 

F-HEMBA1004795 

F-HEMBA1004803//ESTs//5. 0e-75: 454: 88//Hs. 138632: H9 
7952 

F-HEMBA1004806//EST//0. 080: 142: 65//Hs. 160268: AI 148 
971 

F-HEMBA1004807//Human HIV1 tata element modulatory 
factor mRNA sequencefrom chromosome 3//4. 5e-48: 17 
1:92//Hs. 134510: L01042 

F-HEMBA1004816//EST//1 . Oe- 17: 175: 71//Hs. 140680: AA8 
73646 

F-HEMBA1004820//ESTs//l . 3e- 136: 629: 99//Hs. 160726: A 
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F-HEMBA1004847//ESTs//2. le-09: 66: 98//Hs. 158161: AA3 
12511 

F-HEMBA1004850//EST//0. 033: 253: 64//Hs. 158782: AI376 
601 

F-HEMBA1004863//Homo sapiens mRNA for RIAA0578 pro 
tein, partial cds//0. 83: 179: 62//Bs. 22998: AB011150 
F-HEMBA1004864//ESTs, Weakly similar to AN0N-66Db 
[D. mel anogaster] ll\ . 7e- 13: 81 : 100//Hs. 75884: AA44698 
7 10 
F-HEMBA1004865//ESTs//0. 92: 148: 65//Hs. 126980: AA934 
077 

F-HEMBA1004880//H. sapiens mRNA for retrotransposon 
fl\ . 2e-30: 264: 79//fls. 6940: Z48633 
F-HEMBA1004889//Growth arrest-specific 1//0. 20: 14 
6: 68//Hs. 65029: L13698 

F-HEMBA1004900//ESTs//l. 6e-32: 196: 93//Hs. 132032: R8 
5304 

F-HEMBA1004909//ESTs//3. 4e-13: 154: 75//Hs. 151467: N5 
1106 20 
F-HEMBA1004918//EST//0. 78: 122: 61//Hs. 145491: AI 2543 
48 

F-HEMBA1004923//ELK1, member of ETS oncogene famil 
y//l . 6e-40: 340: 79//Hs. 116549: AL009172 
F-HEMBA1004929//Cardiac gap junction protein//0.00 
48: 588: 57//Hs. 74471 : X52947 

F-HEMBA1004930//ESTs//l . 5e- 17: 227: 74//Hs. 148739: AI 
224959 

F-HEHBA1004933//Buman pseudoautosomal homeodomain- 
containing protein (PHOG) mRNA, complete cds//0.1 30 
l:182:65//Hs. 105932: U89331 
F-HEMBA1004934 

F-HEMBA1004944//EST//1. 2e-67: 349: 96//Hs. 162281: AA5 
53981 

F-HEMBA1004954//ESTs//0. 014: 404: 60//Hs. 11177: AA417 
813 

F-HEMBA1004956//EST//2. 3e-05: 208: 64//Hs. 146958: AI 1 
74478 

F-HEMBA1004960//ESTs//0. 79: 169: 62//Hs. 11637: W03274 
F-HEMBA1004972 40 
F-HEMBA1004973//Homo sapiens mRNA for RIAA0445 pro 
tein, complete cds//0. 073: 574: 58//Hs. 154139: AB0079 
14 

F-HEMBA1004977//EST//4. 4e- 12: 86: 94//Hs. 157819: AI 36 
1946 

F-HEMBA1004978//ESTs//0. 097: 337: 60//Hs. 114157: AA70 
3013 

F-HEMBA1004980//EST//3. 2e-10: 169:65//Hs. 149123: AI2 
44750 

F-HEMBA1004983//EST//0. 93: 85: 71//Hs. 162267: AA55358 50 
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F-HEHBA1004995//ESTs//0. 46: 296: 61//Hs. 135168: AI394 
026 

F-HEMBA1005008//ESTs//l. 5e-20: 156: 85//Hs. 114140: U3 
5429 

F-HEMBA1005009//Homo sapiens chromosome 7q22 seque 
nce//L 5e-52: 379: 72//Hs. 151887: AF053356 
F-HEMRA1005019//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds//4. 5e-148: 693: 98//Hs. 31921: AB014 
548 

F-HEMBA1005029//Homo sapiens mRNA for KIAA0660 pro 
tein, complete cds//l. 0: 215: 65//Hs. 6727: AB014560 
F-HEMBA1005035//ESTs, Weakly similar to HYPOTHETIC 
AL 82.8 KD PROTEIN B0303.4 IN CHROMOSOME III [C.el 
egans] //9. 4e-106: 503: 98//Hs. 21362: AF039237 
F-HEMBA1005039//Human kpni repeat mma (cdna clone 
pcd-kpni -8) , 3' end//5. 8e-60: 272: 89//Hs. 103948: K0 
0627 

F-HEMBA1005047//Homo sapiens MAD- related gene SMAD 
7 (SMAD7) mRNA, complete cds//0. 078: 442: 59//Hs. 100 
602:AF010193 

F-HEMBA1005050//H. sapiens ERF- 2 mRNA//0.0025:251:6 
3//Hs. 78909: U07802 

F-HEMBA1005062//ESTs//0. 020: 268: 59//Hs. 146181: AI 26 
4462 

F-HEMBA1005066//Homo sapiens X-ray repair cross-co 
mplementing protein 2(XRCC2) mRNA, complete cds// 
1 . 5e- 59: 41 1 : 85//Hs. 129727: AF035587 
F-HEMBA1005075//Human mRNA for KIAA0383 gene, part 
ial cds//0. 00010: 395: 57//Hs. 27590: AB002381 
F-HEMBA1005079//Dihydrolipoamide branched chain tr 
ansacylase (E2 component of branched chain keto ac 
id dehydrogenase complex)//3.5e-26: 344: 72//Hs. 8947 
9:X66785 

F-HEMBA1005083//Homo sapiens centrosomal Nek2-asso 
ciated protein 1 (C-NAP1) mRNA, complete cds//0.5 
9: 631 : 59//Hs. 27910: AF049105 
F-HEMBA1005101//Homo sapiens SYT interacting prote 
in SIP mRNA, completecds//4. le-163: 762: 98//Hs. 1117 
0:AF080561 

F-HEMBA1005113//ESTs//0. 52: 109: 68//Hs. 106330: AI031 
916 

F-HEMBA1005123//Homo sapiens mRNA for KIAA0761 pro 
tein, partial cds//1.3e-52: 468: 78//Hs. 93121: AB0183 
04 

F-HEMBA1005133//ESTS//1. 6e-27: 366: 73//Hs. 151467: N5 
1106 

F-HEMRA1005149//EST//3. 3e-37: 304: 80//Hs. 132635: AI 0 
32875 

F-HEMBA1005152//ESTs//3. 9e-09: 285: 62//Hs. 155876: AA 
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F- HEMBA 1 005 1 59//EST//8 . 4e-05: 289: 64//Hs. 125563: AA8 
84216 

F-HEHBA1005185//ESTs//l . 4e-22: 129: 96//Bs. 14920: AA9 
10914 

F-HEMBA1005201//EST//4. 0e-16: 96: 98//Hs. 89002: AA282 
197 

F-HEMBA1005202 

F-HEMBA1005206//Homo sapiens soxl gene/70. 0079: 43 
1:58//Hs. 144029: Y13436 10 
F-HEMBA1005219//ESTs//4. 3e-47: 299: 88//Hs. 5019: W265 
47 

F-HEMBA1005223//ESTs//0. 00030: 168: 66//Hs. 76487: N37 
081 

F-HEMBA1005232//EST//0. 0078: 209: 61//Hs. 46852: N4830 
2 

F-HEMBA1005241//Homo sapiens neuronal thread prote 
in AD7C-NTP mRNA, complete cds//6.0e-54:399:79//H 
s. 129735: AF010144 

F-HEMBA1005244//ESTs//2. 5e-14: 85: 100//Hs. 128744: AI 20 
191922 

F-HEMBA1005251//ESTs//0. 012: 49: 95//Hs. 161554: AA393 
896 

F-HEMBA1005252//Homo sapiens mRNA for KIAA0585 pro 
tein, partial cds//4.7e-151: 705: 98//Bs. 72660: AB011 
157 

F-HEMBA1005274//ESTs//7. le-09: 298:64//Bs. 145522: AI 
261380 

F-HEMBA1005275//ESTs//7. 9e- 13: 375: 63//Hs. 148974: AA 
001777 30 
F-HEMBA1005293//Homo sapiens clone 23662 mRNA sequ 
ence//7. 7e-22: 338: 65//Hs. 12451: U97018 
F-HEMBA1005296//ESTs//0. 055: 299: 60//Hs. 86320: AI 149 
232 

F-HEHBA1005304//Small inducible cytokine A5 (RANTE 
S)//l. 7e-45: 322: 85//Hs. 155464: AF088219 
F-HEMBA1005311 

F-HEMBA1005314//ESTs//8. le-39: 199:98//Hs. 119974: AI 
279516 

F-HEMBA1005315//ESTs//1.9e-07: 266:64//Hs. 141440: N2 40 
1615 

F-HEMBA1005318//ESTs//5.3e-06: 161:72//Hs. 119411: AA 
937117 

F-HEMBA1005331//Human checkpoint suppressor 1 mRN 
A, compl ete cds//0. 00075: 310: 63//Hs. 1 1 1597: U68723 
F-HEHBA1005338//Homo sapiens mRNA for matrilin-4, 
parti al//4. 4e-153: 740: 97//Hs. 129361: AJ007581 
F-HEHBA1005353//EST//5. 4e-09: 222: 68//Hs. 119508: AA4 
85732 

F-HEMBA1005359//Zinc finger protein 137 (clone pBZ 50 
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-30) //5. 7e-100: 500: 88//Hs. 151689: D09414 
F-HEMBA1005367//Hamo sapiens melastatin 1 (MLSN1) 
mRNA, complete cds//2.5e-70: 572: 73//Hs. 43265: AF071 
787 

F-HEMBA1005372//ESTs//0. 00045: 163: 66//Hs. 164058: AI 
417905 

F-HEMBA1005374//Human melanoma antigen recognized 
byT-cells (HARM) mRNA//6. le-43: 341: 81//Hs. 15406 
9: U06452 

F-HEMBA1005382//EST//2. 4e-32: 167: 99//Hs. 147186: AI 1 
93053 

F-HEMBA1005389//ESTs//0. 0021: 245: 59//Hs. 104463: AA8 
04448 

F-HEMBA1005394//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//1.0e-130:620:98//Hs. 10 
8990: N25951 

F-HEMBA1005403//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//7.7e-151:727:97//Hs. 17 
1 18: AI 033807 

F-HEHBA1005408//ESTs//3. 2e-70: 426: 89//Hs. 158078: H2 
4513 

F-HEMBA1005410//EST//2. 5e-25: 460: 67//Hs. 138765: N70 
347 

F-HEMBA1005411 

F-HEHBA1005423//Homo sapiens cycl in- dependent kina 
se inhibitor (CDKN2C)mRNA, complete cds//3.3e-171: 
537: 99//Hs. 4854: AF041248 

F-HEHBA1005426//EST//L 0: 148: 64//fls. 44469: N33323 
F-HEHBA1005443//Zinc finger protein 157 (HZF22)// 
9. Oe-34: 259: 72//Hs. 89897: U28687 
F-HEHBA1005447//EST//3. 9e- 10:211: 70//Hs. 145960: AI 2 
76783 

F-HEMBA1005468//ESTs//8. 4e-53: 390: 81//Hs. 152395: AA 
533107 

F-HEMBA1005469//Human (clone E5.1) RNA-binding pro 
tein mRNA, complete cds//3. le-29: 155: 99//Hs. 75104: 
L37368 

F-HEMBA1005472//Human Line-1 repeat mRNA with 2 op 
en reading f rames//1.4e-88: 481 :92//Hs. 23094: M19503 
F-HEMBA1005474//Small inducible cytokine A5 (RANTE 
S)//4. 2e-29: 257: 78//Hs. 155464: AF088219 
F-HEHBA1005475//Homo sapiens antigen NY-CO- 16 mRN 
A, compl ete cds//5. 3e-09: 414: 60//Hs. 132206: AF03969 
4 

F-HEMBA1005497//Glucocorticoid receptor alpha {alt 
ernati ve products}//8. 7e-41 : 588: 69//Hs. 102761 : U250 
29 

F-HEMBA1005500//Homo sapiens PAC clone DJ1093017 f 
rom 7qll.23-q21//l. le-28: 318: 73//Hs. 159530: AC00495 
7 
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F-HEMBA1005506//Human mRNA for KIAA0010 gene, comp 
lete cds//0. 67: 351: 58//Hs. 155287: D13635 
F-HEMBA1005508//ESTs//0. 45: 326: 59//Hs. 102756: AA526 
911 

F-HEMBA1005511//Human mRNA for KIAA0355 gene, comp 
lete cds//4. 2e-49: 400: 79//Hs. 153014: AB002353 
F-HEMBA1005513//ESTs, Weakly similar to males-abse 
nt on the first [D.melanogaster]//5.3e-76:378:97// 
Hs. 22767: N99220 

F-HEMBA1005517//Homo sapiens transcription factor 10 
forkhead-like 7 (FKHL7) gene, complete cds//0.54:6 
23: 56//Hs. 143551: AF048693 

F-HEMBA1005518//ESTs//0. 10: 207: 60//fls. 72447: AA1605 
75 

F-HEMBA1005520//Human mRNA for tryptophan hydroxyl 
ase (EC 1.14. 16. 4)//3.1e-55: 288: 85//Hs. 144563: AF05 
7280 

F-HEMBA1005526//Small inducible cytokine A5 (RANTE 
S) //5. 4e-48: 176: 76//Bs. 155464: AF088219 
F-HEMBA1005528//ESTs, Highly similar to P0P2 PR0T 20 
EIN [Saccharomyces cerevisiae]//1.2e-30: 166: 96//H 
s. 17035: AI 080471 
F-HEMBA1005530 

F-HEMBA1005548//Homo sapiens short form transcript 
ion factor C-MAF (c-maf) mRNA, complete cds//4.6e- 
18: 391 :64//Hs. 30250: AF055376 
F-HEMBA1005552//ESTs//l . 8e-46: 238: 88//Hs. 138856: H4 
7461 

F-HEMBA1005558//Human involucrin mRNA//3. 0e-07: 50 
1 : 60//Hs. 157091 : M13903 30 
F-HEHBA1005568//ESTs//0. 013: 259: 63//Hs. 13669: H4725 
7 

F-HEMBA1005570//ESTs//0. 0084: 442: 59//Hs. 125384: AI3 
46507 

F-HEMBA1005576//Homo sapiens mRNA for KIAA0463 pro 
tein, partial cds//1.9e-128: 610: 98//Hs. 77738: AB007 
932 

F-HEMBA1005577//ESTs//0.98: 199:61//fls. 146226: AI 312 
873 

F-HEMBA1005581//Homo sapiens mRNA for MEGF5, parti 40 
al cds//9. le- 53: 830: 64//Hs. 57929: AB01 1538 
F-HEMBA1005582 
F-HEMBA1005583 

F-HEMBA1005588//ESTs//l. 3e-35: 386: 70//Hs. 55855: AA6 
21381 

F- HEMBA1 005593//S- ADENOSYLMETHI ONI NE SYNTHETASE AL 
PHA AND BETA F0RMS//0. 54: 439: 59//Hs. 2137: D49357 
F-HEMBA1005595//Human mRNA for RIAA0325 gene, part 
i al cds//5. 5e-06: 378: 57//Hs. 7720: AB002323 
F-HEMBA1005606//EST//2. Oe-60: 324: 94//Hs. 5062: D1960 50 
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F-HEMBA1005609//ESTs//6. Oe-39: 378: 76//Hs. 142242: HO 
6982 

F-HEMBA1005616//Human mRNA for tryptophan hydroxyl 
ase (EC 1.14.16.4)//8.2e-22:721:61//Hs.l44563:AF05 
7280 

F-HEHBA1005621//ESTS, Weakly similar to MITOTIC MA 
D2 PROTEIN [S.cerevisiae]//L8e-89:454:96//Hs.l940 
0: AA662845 

F-HEMBA1005627//EST//1.0: 161:60//Hs. 162765: AA62253 
5 

F-HEMBA1005631//EST//0. 74: 124: 62//Hs. 156185: AA7237 
34 

F-HEMBA1005632//ESTs//l. 0: 96: 70//Hs. 141321: N70199 
F-HEMBA1005634//EST//6. 6e- 10: 105: 73//Hs. 159692: AI 4 
16956 

F-HEMBA1005666 

F-HEMBA1005670//Homo sapiens mRNA for KIAA0570 pro 
tein. complete cds//2. 7e-45: 255: 79//Hs. 114293: AB01 
1142 

F-HEMBA1005679//Human kpni repeat mraa (cdna clone 
pcd-kpni-4), 3' end//l. 2e- 37: 356: 77//Hs. 139107: K0 
0629 

F-HEMBA1005680 
F-HEMBA1005685 

F-HEMBA1005699//Human putative EPH- related PTC rec 
eptor ligand LERK-8 (Eplg8) mRNA, complete cds//3. 
3e-71: 497: 85//Hs. 26988: U66406 
F-HEMBA1005705//ESTs//0. 00093: 149: 65//Hs. 163564: R4 
3678 

F-HEMBA1005717//EST//0.018: 115:66//Hs. 160541: AI 270 
143 

F-HEMBA1005732//Farnesyl diphosphate synthase (far 
nesyl pyrophosphate synthetase, di methyl allyl trans 
transferase, geranyl transtransf erase) //2. 6e-20: 15 
1:88//Hs. 77393: D14697 

F-HEMBA1005737//ESTs//9. 5e-34: 235: 88//Hs. 160197: AA 
393754 

F-HEMBA1005746//ESTs//0. 20: 260: 59//Hs. 112451: AI264 
024 

F-HEMBA1005755//Human kpni repeat mma (cdna clone 
pcd-kpni -8) , 3' end//l . 8e-48: 425: 78//Hs. 103948: K0 
0627 

F-HEMBA1005765//Small inducible cytokine A5 (RANTE 
S)//l. 3e-36: 280: 81//Hs. 155464: AF0882 19 
F-HEMBA1005780//ESTs//l. 0: 139: 67//Hs. 88684: AA88514 
1 

F-HEMBA1005813//ESTs//0. 012: 209: 63//Hs. 1 13365: R777 
47 

F-HEHBA1005815//Human cal pain-like protease (htra- 
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3) mRNA, complete cds//2. Oe-07: 439: 62//Bs. 6133: U94 
346 

F-HEMBA1005822//ESTs//9. 3e-06: 444: 59//Hs. 124344: Tl 
0577 

F-HEMBA1005829//ESTs//l. le-47: 394: 80//Hs. 146811: AA 
410788 

F-HEMBA1005834//Buman Line-1 repeat mRNA with 2 op 
en read! ng f rames//7. 9e-42: 690: 66//Hs. 23094: H19503 
F-HEMBA1005852//Human plectin (PLEC1) mRNA, cample 
te cds//0. 17: 470: 56//Hs. 79706: U53204 10 
F-HEMBA1005853//EST//0. 013: 211: 60//Hs. 162604: AA595 
150 

F-HEMBA1005884//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0484//1. 4e-53: 332: 83//Hs. 158 
095:AB007953 

F-HEMBA1005891//ESTs//l . le-77: 393: 97//Hs. 28545: AI 2 
68097 

F-HEMBA1005894//Human G protein-coupled receptor 
(STRL22) mRNA, completecds//7. 2e-45: 411: 77//Hs. 464 
68: U45984 20 
F-HEMBA1005909//Human neuropeptide y2 receptor mRN 
A, complete cds//0. 00054: 477: 59//Hs. 37125: U42766 
F-HEMBA1005911//Thromboxane A2 receptor//4. le-45:4 
19: 75//Hs. 89887: D38081 

F-HEMBA1005921//Homo sapiens haemopoietic progenit 
or homeobox HPX42B (HPX42B) mRNA, complete cds//2. 
Oe-46: 434: 78//Hs. 125231: AF068006 
F-HEMBA1005931//ESTs, Weakly similar to kruppel-re 
lated zinc finger protein [B.sapiens]//1.2e-46:22 
8: 100//Hs. 152178: AI224880 30 
F-HEMBA1005934//EST//3. le-14: 121:85//fls. 150003: AI 2 
91588 

F-HEMBA1005962//EST//0. 0010: 212: 62//Hs. 163197: AA76 
7883 

F-HEMBA 1005963 

F-HEMBA1005990//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds//4.2e-151:697:99//Hs. 
26285: AF082516 

F-HEMBA1005991//EST//3. Oe-07: 361 : 59//Hs. 146442: AI 1 
27530 40 
F-HEMBA1005999//EST//1. 2e-14: 350: 66//Hs. 122326: AA7 
82526 

F-HEMBA1006002 

F-HEMBA1006005//ESTs, Weakly similar to TBI protei 
n [D. melanogaster]//0. 98: 197: 61//Hs. 5184: AA709151 
F-HEMBA1006031 
F-HEHBA1006035 

F-HEMBA1006036//Bomo sapiens PYRIN (MEFV) mRNA, co 
mplete cfc//5. 4e-92: 617: 84//Hs. 113283: AF018080 
F-HEMBA1006042//ESTs//6.3e-41: 161:81//Bs. 141186:R9 50 



#M 2002-191363 
3780 

9609 

F-HEMBA1006067//ESTs//2. 0e-74: 354: 99//Bs. 143321: AI 
139422 

F-HEMBA1006081 

F-HEMBA1006090//EST//1. 2e-12: 340: 62//Hs. 161195: AI 4 
18788 

F-HEMBA1006091//ESTs//4. 7e-98: 473: 98//Hs. 9658: AA50 
6313 

F-HEMBA1006100//ESTs//7. le-22: 273: 73//Hs. 144407: AA 
737799 

F-HEHBA1006108//ESTs, Weakly similar to ZK792.1 
[C. elegans] //2. le-26: 273: 66//Hs. 8763: W30741 
F-BEHBA1006121//EST//0. 00012: 232: 59//Hs. 1 17096: AA6 
77968 

F-HEMBA1006124//EST//0. 047: 251: 62//Hs. 132257: AI027 
222 

F-flEKBA1006130//Human B0X4C mRNA for a homeobox pr 
otei n//l . 0: 150: 62//Hs. 74061 : X59372 
F-HEHBA1006138//ESTs//l. 8e-27: 132: 84//Hs. 141575: AA 
211734 

F-HEMBA1006142//EST//2. 5e-47: 310: 87//Bs. 149580: AI 2 
81881 

F-HEHBA1006155 

F-HEMBA1006158//ESTs//5. le-105: 506: 98//Bs. 93468: N4 
0575 

F-HEMBA1006173//ESTS//2. 5e-24: 195: 84//Hs. 79092: B29 
627 

F-HEMBA1006182//ESTs//2. 5e-19: 237: 72//Hs. 141840: AA 
028117 

F-HEMBA1006198//ESTs//0. 017: 133: 67//Hs. 142168: AA29 
2540 

F-HEHBA1006235//Homo sapiens clone 24422 mRNA sequ 
ence//8. 6e- 177: 836: 98//fls. 109268: AF070557 
F-HEMBA1006248//Human zinc finger protein (ML) mR 
NA//0. 0014: 221 : 67//Hs. 7647: M94046 
F-HEHBA1006252 

F-HEHBA1006253//EST//L 3e-100: 467: 100//Bs. 146619: A 
1140706 

F-HEHBA1006259//Homo sapiens mRNA for KIAA0798 pro 
tein, complete cds//0. 00037: 158: 69//Hs. 159277: AB01 
8341 

F-HEHBA1006268//ESTs//l. le-20: 376: 67//Hs. 72814: AA7 
06631 

F-HEMBA1006272//EST//4. 8e-20: 252: 69//Hs. 162992: AA6 
88140 

F-HEMBA1006278//H. sapiens PAP mRNA//6.5e-57:610:71 

//fls. 49007: X76770 

F-HEMBA1006283 

F-HEMBA1006284//ESTs//0. 00017: 248: 63//Hs. 143840: AI 
189964 
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F-HEMBA1006291 
F-HEMBA1006293 

F-HEMBA1006309//Homo sapiens T cell immune respons 
e cDNA7 (TIRC7) mRNA t complete cds//0. 76: 416: 58//H 
s. 46465: U45285 

F-HEMBA1006310//Homo sapiens mRNA for RIAA0602 pro 
tein, partial cds//9. 3e-49: 637: 68//fls. 37656: AB01 11 
74 

F-HEMBA1006328//ESTs//l. 8e-71: 429: 88//Bs. 139922: AA 
281350 10 
F-HEMBA1006334//EST//0. 082: 267: 57//Hs. 136449: AA572 
789 

F-HEMBA1006344//ESTs//6. 2e-08: 67: 94//Hs. 42302: AI 03 
2142 

F-HEMBA1006347//ESTs, Weakly similar to males-abse 
nt on the first [D.melanogaster]//5. 3e- 76: 378: 97// 
Hs. 22767: N99220 

F-HEMBA1006349//ESTs//0. 87: 276: 60//Hs. 23628: H03287 
F-HEMBA1006359//Zinc finger protein 43 (HTF6)//4.4 
e- 1 17: 823: 81 //Hs. 74107: X59244 20 
F-HEMBA1006364//EST//0. 0012: 168: 66//Hs. 156756: AI 35 
1026 

F-HEMBA1006377//Homo sapiens RalBPl- interacting pr 
otein (P0B1) mRNA, complete cds//0. 0028: 422: 59//H 
s. 80667: AF010233 

F-HEHBA1006380//Homo sapiens syntaxin 4 binding pr 
otein UNC-18c (0NC-18c) mRNA, complete cds//0.41:2 
65: 61//Hs. 8813: AF032922 

F-HEMBA1006381//ESTs//3. 8e-78: 382: 98//Hs. 132171 : AI 
042531 30 
F-HEMBA1006398//Human Line-1 repeat mRNA with 2 op 
en reading frames//2. le-49: 395: 80//Hs. 23094: M19503 
F-eEMBA1006416//EST//7. 3e-12: 154: 77//Hs. 134086: AI0 
77477 

F-HEMBA1006419//EST//4. 6e-51: 179: 86//Hs. 149580: AI2 
81881 

F- HEMBA1 00642 1 //I SLET AMYLOID POLYPEPTIDE PRECURS0 
R//4. 9e-46: 517: 72//Hs. 51048: X68830 
F-HEMBA1006424//ESTs//2. 7e-08: 380: 60//Hs. 44369: AI 2 
06835 40 
F-HEMBA1006426//ESTs//3. Oe-98: 465: 99//Hs. 129251: AA 
993264 

F-HEMBA1006438//EST//1. 3e-29: 183: 93//fls. 147412: AI 2 
09194 

F-HEMBA1006445 

F-HEMBA1006446//EST//0. 14: 200: 59//Hs. 160695: AI 2828 
89 

F-HEMBA1006461//Thi opuri ne S-methyl transferase//l . 

4e-29: 210: 72//Hs. 51 124: AF019369 

F-HEMBA1006467 50 
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F-HEMBA1006471//ESTs//l. 4e-05: 391: 60//Hs. 121282: AI 
091453 

F-HEMBA1006474//ESTs, Highly similar to 40 KD PRO 
TEIN [Borna disease virus]//l. le-13:346:63//Hs.312 
57:AA875998 

F-HEMBA1006483//Thromboxane A2 receptor//2.2e-51:3 
86: 82//Hs. 89887: D38081 

F-HEMBA1006485//EST//5. 4e- 111: 516: 99//Hs. 61925: AA0 
39532 

F-HEHBA1006486//EST//4. 7e-23: 286: 72//Hs. 137800: AA8 
86897 

F-HEMBA1006489//ESTs//2. 5e-06: 137: 71//Hs. 128621: AA 
910431 

F-HEHBA1006492 

F-HEMBA1006494//ESTS//8. 5e-24: 299: 72//Hs. 153413: AI 
248625 

F-HEMBA1006497//EST//0. 00034: 431 : 61//Hs. 130057: AA9 
03389 

F-HEMBA1006502//ESTs//2. 6e-ll: 131: 80//Hs. 141267:H2 
2072 

F-HEMBA1006507//Homo sapiens mRNA for KIAA0666 pro 
tein, partial cds//7. 3e- 141: 470: 98//Hs. 153858: AB01 
4566 

F-HEMBA1006521//ESTs, Weakly similar to 3-oxoacyl- 
[acyl -carrier protein] reductase [E.coli]//3.9e-98: 
483: 97//Hs. 94811: AA011185 

F-HEMBA1006530//EST//1. 7e-42: 530: 71//Hs. 163207: AA8 
08002 

F-HEMBA1006535//ESTs//2. 9e-84: 404: 98//Hs. 128679: AI 
160081 

F-HEMBA1006540//Homo sapiens multi PDZ domain prot 
ein MUPP1 (MUPP1) mRNA, complete cds//4.4e-173:65 
4:98//Hs. 21301: AF093419 

F-HEHBA1006546//ESTs//2. 8e-45: 391: 78//Hs. 146307: AA 
584638 

F-HEMBA1006559//Homo sapiens KIAA0438 mRNA, comple 
te cds//2. le-47: 363: 79//Hs. 21490: AB007898 
F-HEMBA1006562//ESTs//4. 5e-09: 116: 75//Hs. 142368: AI 
198425 

F-HEMBA1006566//EST//0. 85: 100: 68//Hs. 13052: T67136 
F-HEHBA1006569//ESTs//2. 7e-06: 213: 64//Hs. 144372: AI 
346522 

F-HEHBA1006579//EST//0. 064: 160: 62//Hs. 126244: AA873 
479 

F-HEHBA1006583//Homo sapiens Jagged 2 mRNA, comple 
te cds//L 7e-07: 533: 60//Hs. 106387: AF029778 
F-HEHBA1006595//Small inducible cytokine A5 (RANTE 
S)//6. 8e-69: 328: 81//Hs. 155464: AF088219 
F-HEMBA1006597//Homo sapiens mRNA for RIAA0752 pro 
tein, partial cds//2. 6e-38: 441 :69//Hs. 2371 1: AB0182 
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F- HEMBA 1 0066 1 2//ESTs//8 . 8e-135: 668: 97//Bs. 7942: AA2 
05862 

F-HEMBA1006617//EST//4. 6e-31: 254: 81//Hs. 132635: AI0 
32875 

F-HEMBA1006624//ESTs, Weakly similar to HYPOTHETIC 
AL 41.9 KD PROTEIN INSDS3-THS1 INTERGENIC REGION 
[S. cerevisiae]//2. 5e-75: 379: 97//Hs. 40911: AI 391502 
F-HEMBA1006631//ESTs//l . 4e- 126: 612: 98//Hs. 131737: A 
1343331 10 
F-HEMBA1006635//EST//0.65: 145: 63//Hs. 104560: AA3405 
89 

F-HEMBA1006639//ESTs, Highly similar to POLYADENY 
LATE- BINDING PROTEIN [Homo sapi ens] //9. le-27: 170:9 
2//Hs. 109818: AA41 1185 

F-HEMBA1006643//ESTs, Moderately similar to putati 
ve pl50 [H. sapi ens] //9. 7e-05: 259: 65//Hs. 105747: AA5 
05003 

F-HEMBA1006648//Homo sapiens integrin- linked kinas 
e (ILK) mRNA, completecds//3.9e-28: 108: 93//Hs. 619 20 
6:U40282 

F-HEMBA1006652//ESTs, Highly similar to 60S RIB0S 
OMAL PROTEIN L7 [Drosophila raelanogaster]//3.0e-8 
7: 452: 96//Hs. 159574: AA19061 5 
F-HEMBA1006653 

F~HEMBA1006659//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4//2. 9e-92: 438: 98//Hs. 8173: AC005189 
F-HEMBA1006665//Homo sapiens clone 23892 mRNA sequ 
ence//2. 8e- 18: 180: 80//Hs. 91916: AF035317 
F-HEMBA1006674//Homo sapiens mRNA for nucleolar pr 30 
otein hNop56//l. 6e-16: 122: 90//Hs. 5092: Y12065 
F-HEMBA1006676 

F-HEMBA1006682//EST//0. 12: 193: 61//Hs. 128367: AA9745 
75 

F-HEMBA1006695//ESTs//5. 6e-27: 110: 80//Hs. 159510: AA 
297145 

F-HEMBA1006696//EST//3. 2e-12: 160: 75//Hs. 146472: AI 1 
28198 

F-HEMBA1006708 

F-HEMBA1006709//ESTs//0. 69: 60: 80//Hs. 152752: AA6435 40 
45 

F-HEMBA1006717//ESTs//2. 6e-31: 286: 78//Hs. 55573: W37 
226 

F-HEMBA1006737//ESTs//l. 6e-37: 189: 99//Hs. 97490: AA3 
94105 

F-HEMBA1006744//Human mRNA for KIAA0118 gene, part 
ial cds//l. 9e-52: 360: 84//Hs. 154326: D42087 
F-HEMBA1006754//Homo sapiens X-ray repair cross-co 
mplementing protein 2(XRCC2) mRNA, complete cds// 
2. Oe-92: 817: 78//Hs. 129727: AF035587 50 
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F-HEMBA1006758//Human mRNA for KIAA0327 protein, c 
omplete cds//4. Oe- 10: 576: 56//Hs. 149323: AB002325 
F-HEHBA1006767//ESTs//l . 7e- 18: 252: 72//Hs. 141073: W7 
2720 

F-HEMBA1006779//EST//9. le-26: 395:69//Hs. 145366: AI 2 
52657 

F-HEMBA1006780//EST//1. 0: 93: 69//Hs. 116946: AA680250 
F-HEHBA1006789//ESTs//0. 0060: 276: 59//Hs. 144121 : AI 3 
69798 

F-HEMBA1006795//Human Line-1 repeat mRNA with 2 op 
en reading frames//4. le-37: 781: 64//Hs. 23094: M19503 
F-HEMBA1006796//Human clone 23803 mRNA, partial cd 
s//l. 4e-07: 202: 68//Hs. 34054: U79298 
F-HEMBA1006807//ESTs, Moderately similar to HYP0TH 
ETICAL 46.4 KD PR0TEINT16H12.5 IN CHROMOSOME III 
[C. elegans]//4. 8e-110: 523: 98//Hs. 125790: AA287723 
F-HEMBA1006821//EST//5. le-11: 246:66//Hs. 150542: AI0 
51551 

F-HEMBA1006824//ESTS//1. 4e-29: 158: 98//Hs. 127712: AA 
961624 

F-HEMBA1006832//EST//3. le-24: 277: 74//Hs. 139357: AA4 
20970 

F-HEMBA1006849//ESTs//0. 99: 332: 57//Bs. 128993: AA985 
327 

F-HEMHA1006865 

F-HEMBA1006877//ESTs, Highly similar to HYP0THETI 
CAL 113.8 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGI0 
N [Saccharamyces cerevisiae]//2.4e-61:311:97//Hs. 1 
27793: W25938 

F-HEMBA1006885//ESTs, Highly similar to HYP0THETI 
CAL 29.1 KD PROTEIN INURA7-P0L12 INTERGENIC REGION 
[Saccharomyces cerevi si ae] //9. le- 128: 805: 87//Hs. 3 
2376.AA758214 

F-HEMBA1006900//EST//6. 8e-05: 255: 63//Hs. 163173: AA7 
81592 

F-HEMBA1006914//EST//0. 065: 366: 62//Hs. 162914: AA666 
199 

F-HEMBA1006921//ESTs//2. 9e-42: 347: 82//Hs. 159266: AI 
376989 

F-HEMBA1006926//Human I kappa BR mRNA, complete cd 
s//0. 90: 545: 59//Hs. 154764: U16258 
F-HEMBA1006929//EST//0. 00013: 403: 61//Hs. 162642: AA6 
02539 

F-HEMBA1006936//ESTs//0. 00014: 60: 93//Hs. 8737: W2271 
2 

F-HEMBA1006938//ESTs//4. 7e-51 : 256: 98//Hs. 143651 : AI 
150382 

F-HEHBA1006941//Homo sapiens mRNA for putative thi 
oredoxi n-1 ike protein//4. 4e-92: 437: 98//Hs. 42644: AJ 
010841 
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F-HEMBA1006949//H. sapiens mRNA for retrotransposon 
//6. 9e-43: 385: 76//Hs. 6940: Z48633 
F-HEMBA1006973//Homo sapiens rab3-GAP regulatory d 
omai n mRNA, compl ete cds//l . 8e- 144: 740: 94//Hs. 1493 
4:AF004828 

F-HEMBA1006976//H. sapiens mRNA for Gal-beta(l-3/l- 
4)GlcNAc alpha-2. 3- sialyl transferase//!. 9e- 79: 447: 
89//Hs. 75268: X74570 

F-HEHBA1006993//ESTs//5. 4e-19: 380: 66//Hs. 152635: AA 
600968 10 
F-HEMBA1006996//ESTs//0. 17: 242: 59//fls. 106879: AA054 
723 

F-HEMBA1007002 

F-HEMBA1007017//EST//1 . 0: 59: 72//Hs. 113400: R39282 
F-HEMBA1007018//Homo sapiens dynein light interned 
iate chain 2 (LIC2) mRNA, complete cds//2. 5e-78:82 
7: 70//Hs. 43003: AF035812 
F-HEMBA1007045 

F-HEMBA1007051//EST//0. 85: 65: 73//Hs. 158641: AI 37065 
9 20 
F-HEMBA1007052 
F-HEMBA1007062 

F-HEMBA1007066//ESTs//0. 94: 160: 63//fls. 56071: W52212 
F-HEMBA1007073//ESTs//3. 6e-50: 246: 80//Hs. 142678: H3 
7845 

F-HEMBA1007078//Human arginine-rich nuclear protei 
n mRNA, complete cds//6. 7e-75: 417: 91//Hs. 80510: M74 
002 

F-HEMBA1007080 

F-HEMBA1007085//Guanyl ate cyclase 2D, membrane (re 30 
ti na-speci f i c) //l . 3e-06: 568: 61//Hs. 1974: M92432 
F-HEMBA1007087//Buman mevalonate pyrophosphate dec 
arboxylase (MPD) mRNA, complete cds//0.95:541:57//H 
s.3828:U49260 

F-HEMBA1007112//ESTs//3. 4e-104: 494: 98//Hs. 19207: AA 
039595 

F-HEMBA1007113//ESTs//0. 71: 246: 62//Hs. 96235: AA1963 
54 

F-HEMBA1007121//ESTs//3. 5e-69: 335: 98//Hs. 140519: AA 
643182 40 
F-HEMBA1007129 

F-HEMBA1007147//ESTs//3. 2e-07: 235: 64//Hs. 124813: W4 
6172 

F-HEMBA1007149//ESTs//7.2e-08: 161:68//fls. 121179: AA 
757136 

F-HEMBA1007151 

F-HEHBA1007174//Homo sapiens epsin 2b mRNA, comple 
te cds//6. 6e-64: 318: 97//Hs. 22396: AF062085 
F-HEMBA1007178//ESTs, Moderately similar to IN! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//4.2e 50 
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-39: 248: 90//Hs. 157148: AA311921 
F-HEMBA1007194//ESTs//2. 3e-107: 503: 99//Hs. 100605: A 
A305965 

F-HEMBA1007203//Homo sapiens mRNA for KIAA0214 pro 
tei n, compl ete cds//5. 6e- 158: 478: 98//Hs. 3363: D8698 
7 

F-HEMBA1007206//EST//0. 23: 119: 66//Hs. 144402: AA6092 
52 

F-HEMBA1007224//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds//l. 6e-177: 839: 98//Hs. 27197: AB018 
340 

F-HEMBA1007243//Hypoxanthi ne phosphori bosyl transf e 
rase 1 (Lesch-Nyhan syndrome) III. 7e- 56: 647: 69//Hs. 
82314: M31642 

F-HEMBA1007251//Human plectin (PLEC1) mRNA, comple 
te cds//0. 19: 210: 67//Hs. 79706: U53204 
F-HEMBA1007256//Homo sapiens clone 24407 mRNA sequ 
ence//L 0: 144: 64//Hs. 12432: AF070575 
F-HEMBA1007267//Human homolog of yeast mutL (hPMS 
1) gene, complete cds//0. 99: 239: 60//Hs. 111749: U136 
95 

F-HEMBA1007273//ESTs//5. 6e-24: 271: 73//Hs. 144951: N3 
4836 

F-HEMBA1007279//ESTs//6. le-36: 185: 78//Hs. 141022: HO 
6475 

F-HEMBA1007281//ESTs//0. 74: 94: 65//fls. 162533: AA5845 
29 

F-HEMBA1007288//EST//0. 83: 99: 67//Hs. 127878: AA96863 
7 

F-HEMBA1007300//EST//3. 6e-62: 355: 91//Hs. 150139: AI3 
00062 

F-HEMBA1007301//Collagen, type I, alpha l//1.5e-0 
9:406:61//Hs. 111913: Z74615 

F-HEMBA1007319//EST//0. 0068: 50: 96//Hs. 163362: AA890 
506 

F-HEMBA1007320//ESTs//l. 0: 133: 66//Hs. 38032: N63634 
F-HEMBA1007322//ESTs//0. 0077: 187: 66//Hs. 4852: R8424 
1 

F-HEMBA1007327//ESTs, Weakly similar to HOST CELL 
FACTOR CI [H. sapiens] //3.5e-09: 144: 76//Hs. 20597: W5 
8370 

F-HEMBA1007341//ESTs//7. 5e-61: 302: 98//Hs. 154944: AA 
494130 

F-HEHBA1007342//ESTs//2. 9e-12: 289: 64//Hs. 135555: AA 
911006 

F-HEMBA1007347//EST//0. 44: 89: 70//Hs. 65949: Z40561 
F-HEMBB1000005//ESTs//l. 6e-07: 337: 60//Hs. 126718: AA 
916568 

F-HEMBB1000008//H. sapiens mRNA for translin associ 
ated protein X//1. le-43: 370: 78//Hs. 96247: X95073 
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F- HEMBB10000 1 8//Nucl ear factor of kappa light poly 
peptide gene enhancerin B-cells 1 (pl05)//l. 0: 108: 
70//Hs. 83428:1158603 

F-HEMBB1000024//EST//5. 4e-07: 137: 70//Hs. 125389: AA8 
78307 

F-HEMBB1000025//EST//0. 99: 362: 58//Hs. 121221: AA7573 
92 

F-HEMBB1000030//H. sapiens mRNA for cylicin II//1.3 
e- 10: 525: 62//Bs. 3232: Z46788 

F-HEMBB1000036 10 
F-HEMBB1000037//Homo sapiens erythroblast macropha 
ge protein EHP mRNA, complete cds//6. 2e-102:450:98 
//Hs. 20815: AF084928 

F-HEMBB1000039//EST//0. 0034: 97: 73//Hs. 141684: W3535 
8 

F-HEMBB1000044//ESTs//0. 0048: 218: 63//Bs. 123161: AA8 
07319 

F-HEMBB1000048//EST//0. 00025: 222: 62//Hs. 122474: AA7 
65131 

F-HEMBB1000050//ESTs//5. 6e-28: 293: 75//Hs. 136839: H9 20 
3717 

F-HEMBB1000054//Human Line-1 repeat mRNA with 2 op 
en reading frames//3.3e-54: 259: 88//Hs. 23094: M19503 
F-HEMBB1000055//ESTs//0. 0017: 289: 62//Hs. 125755: AA2 
86923 

F-HEMBB1000059//Homo sapiens mRNA for KIAA0761 pro 
tein, partial cds//5.9e-59: 286: 84//Hs. 93121: AB0183 
04 

F-HEMBB1000083 

F-HEMBB1000089//EST//0. 0016: 192: 66//Hs. 137093: AA91 30 
7621 

F-HEMBB1000099//ESTs//5. 7e-20: 213: 76//Hs. 57883: AA2 
18645 

F-HEMBB1000103//Buman kpni repeat mrna (cdna clone 
pcd-kpni-8), 3' end//4. 9e- 43: 418: 74//Hs. 103948: K0 
0627 

F-HEMBB10001 13//EST//4. 6e-23: 221 : 76//Hs. 142065: AA1 
73763 

F-HEMBB1000119//Homo sapiens ASMTL gene//2. 5e-132: 
621 :98//Hs. 6315: Y15521 40 
F-HEMBB1000136//ESTs//2. 3e-101: 507:96//Hs. 12659: AA 
195207 

F-HEMBB1000141//ESTs//2. le-15: 283: 69//Bs. 126257: AI 
279044 

F-HEMBB1000144//EST//4. 5e-52: 298: 91//Hs. 149580: AI 2 
81881 

F-HEMBB1000173//Zinc finger protein 74 (Cos52)//2. 
4e-63: 285: 82//Hs. 3057:X92715 
F- HEMBB 1 000 1 75//EST//1 . 0: 101: 65//Hs. 162898: AA65964 
6 50 
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F-HEMBB1000198//EST//0. 99: 179: 56//Hs. 116880: AA6624 
57 

F-HEMBB1000215//Homo sapiens mRNA for KIAA0557 pro 
tein, partial cds//l. 4e- 15: 139: 82//Hs. 101414: AB011 
129 

F-HEHBB1000217//ESTs//3. 4e-06: 81: 88//Hs. 121151: T66 
277 

F-HEHBB1000218//EST//0. 11: 136: 63//Hs. 134683: AI 0920 
13 

F-HEMBB1000226//Fragi 1 e X mental retardation 1//0. 
99: 126: 65//Hs. 89764: X69962 

F-HEMBB1000240//H. sapiens mRNA for Nup88 protein// 
1.0: 334: 57//Hs. 90734: Y08612 
F-HEMBB1000244//ESTs//3. 2e-15: 139: 81//Hs. 134549: AI 
078483 

F- HEMBB 1000250//Homo sapiens protein associated wi 
th Myc mRNA, completecds//2. le- 156: 735: 98//Hs. 1514 
11:AF075587 

F-HEMBB1000258//EST//0. 0091: 325: 60//Hs. 97533: AA435 
884 

F-HEMBB1000264//Human CHL1 potential helicase (CHL 
Rl), complete cds//1.4e-33: 100: 100//Hs. 27424: U7596 
8 

F-HEHBB1000266//Homo sapiens mRNA for myosin phosp 
hatase target subunitl (MYPTl)//0. 0019: 373: 60//Hs. 
16533:087930 

F-HEMBB1000272//ESTs//l. 3e-93: 440: 99//Hs. 109224: N4 
6684 

F-HEMBB1000274//ESTs//0. 41: 221: 65//Hs. 71990: AA1517 
96 

F-HEMBB1000284//EST//0. 00024: 108: 73//Hs. 100725: F13 
689 

F-HEMBB1000307//EST//3. 6e- 10: 149: 73//Hs. 140415: AA7 
78574 

F-HEMBB1000312//Homo sapiens mRNA for KIAA0783 pro 
tein, complete cds//0. 00092: 252: 65//Hs. 41 153: AB018 
326 

F-HEMBB1000317//Thrombospondin 1//7. le-05: 342: 59// 
Hs. 87409: X14787 

F-HEMBB1000318//EST//0. 014: 184: 61//Hs. 155758: AI 311 
870 

F-HEHBB1000335//EST//0. 99: 187: 63//Hs. 137424: AA2437 
29 

F-HEMBB1000336//IST//1. 0: 209: 63//Hs. 150410: AI 00361 
1 

F-HEMBB1000337//EST//0. 086: 133: 66//fls. 128207: AA972 
330 

F-HEMBB1000338//EST//7. le-07: 129: 72//Hs. 140488: AA7 
67127 

F-HEHBB1000339//Small inducible cytokine A5 (RANTE 
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S)//l. 2e-36: 336: 76//Hs. 155464: AF088219 
F-HEMBB1000341 

F-HEMBB1000343//EST//0. 66: 163: 63//Hs. 150822: AI 3027 
29 

F-HEMBB1000354//ESTs//7. le-61: 292: 100//Hs. 152266: A 
A926874 

F-HEMBB1000369//ESTs, Highly similar to t-BOP [H.m 
usculus]//0. 013: 157: 64//Hs. 129982: AI 420970 
F-HEMBB1000374//ESTs//8. 7e-53: 454: 79//Bs. 133518: R6 
9934 10 
F-HEHBB1000376//ESTs//5. 9e-14: 87: 97//Hs. 163973: AA7 
44348 

F-HEMBB1000391//ESTs//0. 033: 237: 64//Hs. 135289: AI 09 
2963 

F-HEMBB1000399//HoiDO sapiens mRNA for cell cycle c 
heckpoint protein//9. 4e-165: 762: 98//Hs. 16184: AJ001 
642 

F-HEMBB1000402//EST//0. 013: 291: 59//Hs. 149191: AI 246 
155 

F-HEMBB1000404//ESTs//3. Oe-69: 353: 96//Hs. 135857: AA 20 
947194 

F-HEMBB1000420//EST//6. 3e-52: 258: 98//Hs. 136434: AA5 
57925 

F-HEMBB1000434//Homo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//9.4e-73:364:83//H 
s. 129735: AF010144 

F-HEMBB1000438//ESTs//0. 073: 446: 58//Hs. 134632: AI22 
3429 

F-HEMBB1000441//Interleukin 10//1. 7e-38: 336: 77//H 
s.2180:M57627 30 
F-HEMBB1000449//EST//5. 5e-21: 356: 67//Hs. 157848: AI 3 
62501 

F-HEMBB1000455//ESTs//0. 092: 147: 65//Hs. 106446: N932 
27 

F-HEMBB1000472 

F-HEMBB1000480//EST//0. 98: 83: 71//Hs. 146462: AI 12489 
8 

F-HEHBB1000487//ESTs//L 4e-59: 341: 92//Hs. 48561: N79 
206 

F-HEMBB1000490//ESTs//2. 5e-27: 200: 79//Hs. 56825: AI0 40 
57560 

F-HEMBB1000491 

F-HEMBB1000493//ESTs//0.019: 103:69//Hs. 138358: T661 
78 

F-HEMBB1000510//Glucocorticoid receptor alpha {alt 
eraati ve products}//! . 6e-46: 409: 77//Hs. 102761 : U250 
29 

F-HEMBB1000518//ESTs//3. 7e-06: 187: 64//Hs. 140989: R6 
8413 

F-HEMBB1000523//ESTs//0. 69: 332: 59//fls. 106845: W1954 50 
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F-HEMBB1000530//H. sapiens mRNA for extracellular m 
atrix protein collagentype XIV, C-terminus//2. le-3 
8:138: 96//Hs. 36131: Yl 1710 

F-HEMBB1000550//ESTs, Weakly similar to I!!! ALU S 
UBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//7. 7e-3 
1: 554: 67//Hs. 157142: U85996 
F-HEMBB1000554//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0484//4.0e-27:282:75//Hs.l58 
095:AB007953 

F-HEMBB1000556//Homo sapiens mRNA for KIAA0750 pro 
tein, complete cds//2.0e-33:537:65//Hs.5444:AB0182 
93 

F-HEHBB1000564 

F-HEMBB1000573//H. sapiens HCG II mRNA//7.5e-27: 19 
7:76//Hs. 146333: X81001 

F-HEHBB1000575//Von Hippel-Lindau syndrome//2. 7e-7 
2: 255: 79//Hs. 78160: AF010238 
F-HEMBB1000586//Dystrophin (muscular dystrophy, Du 
chenne and Becker types), includes DXS142, DXS164, 
DXS206, DXS230, DXS239, DXS268, DXS269, DXS270, D 
XS272//0. 011: 338: 59//Hs. 79012: H18533 
F-HEMBB1000589//PLATELET GLYCOPROTEIN V PRECURSOR/ 
II. 4e-22: 228: 79//Hs. 73734: Z23091 
F-HEMBB1000591//ESTs//l. 0e-17: 370: 64//Hs. 58156: W71 
990 

F-HEMBB1000592//EST//0. 0038: 51 : 88//Hs. 148022: AI 269 
323 

F-HEHBB1000593//Homo sapiens chromosome 7q22 seque 
nce//4. 7e-109: 503: 99//Hs. 3386: AF053356 
F-HEMBB1000598//Ribosomal protein L5//3.5e-29:537: 
66//Hs. 118781: U66589 

F-HEMBB1000623//H. sapiens mRNA for GAIP protein// 
0. 89: 376: 59//Hs. 22698: X91809 
F-HEMBB1000630//Homo sapiens KIAA0404 mRNA, partia 
1 cds//0. 074: 168: 61//Hs. 105850: AB007864 
F-HEHBB1000631//ESTS//1. 7e-06: 247: 64//Hs. 156864: AI 
346481 

F-HEMBB1000632//Human mRNA for KIAA0351 gene, comp 
lete cds//5. le-50:811: 65//Hs. 29963: AB002349 
F-HEHBB1000637//Sialophorin (gpL115, leukosialin, 
CD43)//2. 4e-79: 304: 85//Hs. 80738: X52075 
F-HEMBB1000638//EST//0. 0076: 92: 75//Bs. 125496: AA883 
735 

F- HEHBB1 000643//I SLET AMYLOID POLYPEPTIDE PRECURS0 
R//3. 5e-45: 477: 74//Hs. 51048: X68830 
F-HEMBB1000649//Homo sapiens hi stone B2A.lb mRNA, 
complete cds//7. 4e-52: 533: 75//Hs. 51011: L19778 
F-HEHBB1000652//ESTS//1. 6e-49: 345:84//Hs. 132722: AA 
618531 



(1897) 



3791 



F-HEMBB1000665//EST//0. 44: 152: 63//fls. 149534: AI2809 
24 

F-HEMBB1000671//Human Une-1 repeat mRNA with 2 op 
en reading frames//2. 2e- 79: 280: 85//Hs. 23094: Ml 9503 
F-HEMBB1000673//ESTs//0. 99: 177: 59//Hs. 149864: N8047 
4 

F-HEMBB1000684//Protein kinase, interferon- inducib 
le double stranded RNAdependent//2.6e-31:220:87//H 
s. 73821: M35663 

F-HEMBB1000693//Homo sapiens neuroanl mRNA, comple 10 
te cds//5. 3e- 120: 575: 97//Hs. 158300: AF040723 
F-HEMBB1000705//ESTs//4. 7e-65: 350: 94//Hs. 24610: R33 
125 

F-HEHBB1000706//EST//8. 6e-14: 373: 61//Hs. 138281: R55 
703 

F-HEMBB1000709//EST//0. 99: 110: 65//Hs. 162437: AA5775 
10 

F-HEMBB1000725//RAS-RELATED PROTEIN RAB-8//1.7e-7 
7: 635: 77//fls. 123109: X56741 

F-HEMBB1000726//EST//1. 3e-43: 257: 84//Hs. 162197: AA5 20 
35216 

F-HEMBB1000738//EST//5. 9e-13: 259: 64//Hs. 159699: AI4 
17328 

F-HEMBB1000749//EST//3. le-42: 271: 87//Hs. 162197: AA5 
35216 

F-HEMBB1000763 

F-HEMBB1000770//ESTs, Weakly similar to M0ESIN/EZR 
IN/RADIXIN H0M0L0G [D.melanogaster]//0.021: 111: 72/ 
/Hs. 38178: AA921830 

F-HEMBB1000774//ESTs, Weakly similar to mTERF [H.s 30 
apiens]//2. 5e-116: 580: 97//Hs. 5009: AA081390 
F-HEMBB1000781//Human MEK kinase 3 mRNA, complete 
cds//5. 3e-47: 426: 74//Hs. 86201: U78876 
F-HEMBB1000789//Homo sapiens mRNA for KIAA0677 pro 
tein, complete cds//3. 0e-65: 672: 71//Hs. 155983: AB01 
4577 

F-HEMBB1000790//ESTs//l. 2e-52: 344: 86//Hs. 35254: AI 1 
33727 

F-HEMBB1000794//ESTs//0. 00098: 289: 59//Hs. 138782: N7 
3572 40 
F-HEMBB1000807//ESTs//2. le-91: 434: 99//Hs. 61334: AI2 
98375 

F-HEMBB1000810//ESTs//0. 038: 92: 71//Hs. 148763: AA668 
871 

F-HEMBB1000821//EST//0. 94: 129: 62//Hs. 162299: AA5551 
54 

F-HEMBB1000822//ESTs//7. 5e-05: 199: 63//Hs. 117018: AA 
832421 

F-HEMBB1000826//ESTs//4. 8e- 13: 343: 65//Hs. 153429: AI 
283069 50 
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F-HEMBB1000827 
F-HEHBB1000831 

F-HEMBB1000835//EST//4. 3e-27: 201: 85//Hs. 141451: N29 
915 

F-HEHBB1000840//EST//6. 3e-75: 380: 96//Hs. 142557: AA4 
64948 

F-HEMBB1000848//Human Une-1 repeat mRNA with 2 op 
en readi ng f rames//l . 4e- 135: 875: 85//Hs. 23094: M1950 
3 

F-HEHBB1000852//Phosphoribosyl pyrophosphate ami do 
transferase//0. 12: 292: 61//Hs. 311: U00238 
F-HEHBB1000870//EST//0. 00091: 246: 62//Hs. 126502: AA9 
13831 . 

F-HEHBB1000876//Homo sapiens ELISC-1 mRNA, partial 
cds//4. 9e-34: 200: 94//Hs. 128434: AF085351 
F-HEMBB1000883//ESTs//0. 42: 107: 67//Hs. 154173: AI 379 
823 

F-HEHBB1000887 

F-HEMBB1000888//ESTs//l. 0: 137: 67//Hs. 8121: AA521290 
F-HEMBB1000890//ESTs//l. 0: 116: 65//Hs. 7105: T23433 
F-HEMBB1000893//EST//0. 0079: 408: 58//Hs. 146504: AI 12 
9834 

F-HEMBB1000908//EST//9. 2e-21: 205: 79//Hs. 132635: AI0 
32875 

F-HEMBB1000910//Human mRNA for KIAA0231 gene, part 
ial cds//0. 16: 327: 60//Hs. 7938: D86984 
F-HEMBB1000913//ESTs//l . Oe- 12: 233: 68//Hs. 137545: AA 
487049 

F-HEHBB1000915//ESTs//2. 5e-90: 423: 99//Hs. 135254: AI 
095468 

F-HEMBB1000917//EST//2. 8e-49: 241: 100//Hs. 162216: AA 
548089 

F-HEMBB1000927//Hippocalcin//L 2e-31: 528: 65//Hs. 89 

692:D16593 

F-HEHBB1000947 

F-HEHBB1000959//Cytochnraie P450, 51 (lanosterol 14 
-al pha-demethyl ase) //9. 3e-48: 572: 72//Hs. 2379: U2394 
2 

F-HEMBB1000973//ESTs//4. 5e-26: 286: 76//Hs. 137393: AA 
142938 

F-HEMBB1000975//ESTs//0. 78: 180: 66//Hs. 104789: AA417 
124 

F-HEMBB1000981 

F-HEMBB1000985//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds//6. 7e-07: 308: 62//Hs. 1229 
67:AF059569 

F-HEHBB1000991//EST//0. 12: 125: 66//Bs. 22945: R43713 
F-HEMBB1000996//ESTs//6. 9e-05: 273: 63//Hs. 1331 16: AI 
054055 

F-HEMBB1001004//Homo sapiens mRNA for KIAA0665 pro 
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tein, complete cds//0. 62: 193: 62//Hs. 119004: AB01456 
5 

F- HEMBB 1 00 1 008//EST//4 . 7e-09: 203: 65//Hs. 105221: AA4 
89025 

F-HEMBB1001011//Human Chromosome 16 BAC clone CIT9 
87SK-A-635H12//2. 4e- 17: 384: 67//Hs. 108604: AC002310 
F-HEMBB1001014//EST, Weakly similar to putative pi 
50 [H. sapi ens] //0. 21 : 284: 60//Hs. 161547: W04991 
F-HEMBB1001020//ESTs//9. 7e-37: 186: 76//Hs. 138852: AA 
284247 10 
F-HEMBB1001024//ESTs, Highly similar to t-BOP [M.n 
usculus]//0. ll:242:61//Hs. 129982: AI 420970 
F-HEMBB1001037//EST//0. 0057: 192: 66//Hs. 149987: AI 29 
1177 

F-HEMBB1001047//ESTs//l. 6e-22: 360: 70//Hs. 120734: W5 
8721 

F-HEMBB1001051//H. sapiens mRNA for FAN protein//3. 
8e-29: 160: 98//Hs. 78687: X96586 
F-HEMBB1001056//Homo sapiens mRNA for KIAA0618 pro 
tein, complete cds//1.0e-42: 149: 96//Hs. 15832: AB014 20 
518 

F-HEMBB1001058//Small inducible cytokine A5 (RANTE 
S)//l. le-45: 349: 82//Hs. 155464: AF088219 
F-HEMBB1001060//ESTs//l. 6e-62: 464: 81//Hs. 138663: N2 
4942 

F-HEMBB1001063 

F-HEMBB1001068//Homo sapiens liprin-beta2 mRNA, pa 
rtial cds//9. 9e-148: 736: 95//Hs. 12953: AF034803 
F-HEMBB1001096//EST//0.017: 154:66//Hs. 130403: AA909 
272 30 
F-HEMBB1001102//ESTs//2. le-18: 120:95//Hs. 163767: R0 
6293 

F-HEMBB1001105//Human BRCA2 region, mRNA sequence 
CG016//0. 30: 84: 75//Hs. 112434: U50529 
F-HEMBB1001112//ESTs. Highly similar to PROTEIN T 
RANSP0RT PROTEIN SEC61 ALPHA SUBUNIT [Canis familia 
ris]//9. 3e-38: 341: 77//Hs. 14038:R06800 
F-HEMBB1001 1 14//EST//6. 4e-07: 296: 62//Hs. 128420: AA9 
75062 

F-HEHBB1001117//EST//1.6e-99:464:99//Hs. 130493: AA9 40 
28139 

F-HEMBB1001 119 
F-HEMBB1001126 

F-HEMBB1001133//H. sapiens mRNA for translin associ 
ated protein X//1.2e-28:739:61//Hs.96247:X95073 
F-HEMBB1001137 

F-HEMBB1001142//Human mRNA for KIAA0331 gene, comp 
lete cds//2. le-23:340: 69//Hs. 146395: AB002329 
F-HEMBB1001 151//ESTs//2. 6e-30: 252: 79//Hs. 6880: W268 
54 50 
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F-HEHBB1001153//ESTs//7. 6e-16: 97: 96//Hs. 113307: H16 
716 

F-HEMBB1001 169//ESTs//l . 4e- 32: 374: 71//Hs. 161682: AA 
206863 

F-HEHBB1001175//Human mRNA for ankyrin motif, comp 
lete cds//7. le-36: 509: 66//Hs. 73073: D78334 
F-HEHBB1001177//ESTs t Weakly similar to HYPOTHETIC 
AL TRP-ASP REPEATS CONTAINING PROTEIN IN HXT14-PHA 
2 INTERGENIC REGION [S.cerevisiae]//1.5e-65:312:10 
0//Hs. 86878: AA599183 

F-HEHBB1001 182//E1 ectron- transfer- fl avoprotei n, be 
ta polypeptide//0. 94: 199: 64//Hs. 74047: X71129 
F-HEHBB1001199 

F-HEMBB1001208//ESTs//0. 12: 120:69//Hs. 130093: AA928 
802 

F-HEMBB1001209//EST//0. 00028: 215: 65//Hs. 1 18276: W15 
258 

F-HEMBB1001210//EST//2. 9e-05: 297: 60//Hs. 88840: AA28 
1452 

F-HEMBB1001218//Homo sapiens mRNA for KIAA0585 pro 
tein, partial cds//8. 5e-37: 260: 76//Hs. 72660: AB01 11 
57 

F-HEHBB1001221//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0507//0. 00046: 650: 58//Hs. 158 
241:AB007976 

F-HEMBB1001234//ESTs, Highly similar to 65 KD YES 
-ASSOCIATED PROTEIN [Mus musculus]//6.7e-103:477: 1 
00//Hs. 127835: AI 378790 

F-HEHBB1001242//Homo sapiens mRNA for LAK-1, compl 
ete cds//l. 2e-31: 458: 67//Hs. 129918: AB005754 
F-HEMBB1001249//EST//0. 26: 203: 63//Hs. 140791 : AA9359 
09 

F-HEHBB1001253//ESTs//4. Oe-91: 433: 98//Hs. 120636: AA 
325219 

F-HEMBB1001254//ESTs//2. Oe-24: 180: 85//Hs. 136391: HO 
4977 

F-HEHBB1001267//Ataxia telangiectasia mutated (inc 
ludes compl ementationgroups A, C and D)//6. le-24: 1 
46: 78//Hs. 51187: U82828 

F-HEMBB1001271//ESTs//2. 5e-05: 686: 58//Hs. 1 15423: AI 
359248 

F- HEHBB 1001 282//GA- bi ndi ng protein transcription f 
actor, beta subunit 2(47kD)//0.39:531:57//Hs.7891 
5:U13045 

F-HEHBB1001288//ESTs, Highly similar to HYP0THETI 
CAL 27.3 RD PROTEIN ZK353.7 IN CHROMOSOME III [Cae 
norhabditis elegans]//4.9e-10:91:89//Hs. 16606: W810 
21 

F-HEMBB1001289//ESTs//6. 4e- 100: 467: 99//Hs. 151720: A 
1287890 
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F- HEHfiB 1 00 1 294 //ESTs , Highly similar to RAS-LIKE 
PROTEIN TC10 [Homo sapiens]//l. 3e-135:654:98//Hs. 1 
24217: AA020848 
F-HEMBB1001302 

F-HEMBB1001304//ESTs//0. 98: 109: 68//Hs. 138972: AA047 
725 

F-HEMBB1001314//ESTs//7. 4e-39: 285: 77//Hs. 144749: AI 
217339 

F-HEMBB1001315//Small inducible cytokine A5 (RANTE 
S)//1.9e-40:355: 78//Hs. 155464: AF08821 9 10 
F-HEMBB1001317//Human Line-1 repeat mRNA with 2 op 
en readi ng frames//4. 7e-98: 625: 85//Hs. 23094: M19503 
F-HEMBB1001326//ESTs//0. 00030: 257: 63//Hs. 62208: H12 
380 

F-HEMBB1001331//ESTs, Weakly similar to DFS70 [H.s 
apiens]//l. Oe-48: 332: 87//Hs. 43071: AA206222 
F-HEMBB1001335 

F-HEMBB1001337//Homo sapiens mRNA for KIAA0563 pro 
tein, complete cds//8.5e-56: 282: 87//Hs. 15731: AB011 
135 20 
F-HEMBB1001339//Homo sapiens antigen NY-CO-16 mRN 
A, complete cds//0. 039: 161: 65//Hs. 132206: AF039694 
F-HEMBB1001346//0xytoci n receptor//4. 2e-42: 456: 73/ 
/Hs.2820:X64878 

F-HEHBB1001348//Homo sapiens mRNA for KIAA0570 pro 
tein, complete cds//1.2e-45: 176: 77//Hs. 114293: AB01 
1142 

F-HEMBB1001356//EST//0. 32: 292: 59//Hs. 135771: AI 0056 
48 

F-HEMBB1001364 30 
F-HEMBB1001366//EST//7. 8e-24: 367: 69//Hs. 138765: N70 
347 

F-HEMBB1001367//Small inducible cytokine A5 (RANTE 
S)//8. 7e-50: 326: 86//Hs. 155464: AF088219 
F-HEMBB1001369//EST//0. 17: 211: 63//Hs. 120066: AA7079 
73 

F-HEMBB1001380//Homo sapiens mRNA for RIAA0527 pro 
tein, partial cds//8. 2e- 36: 225 : 79//Hs. 129748: ABO 11 
099 

F-HEMBB1001384 40 
F-HEMBB1001387//E5Ts//0. 61: 215: 60//Hs. 145915: AI 342 
230 

F-HEMBB1001394//Human Une-1 repeat mRNA with 2 op 
en reading frames//3. 8e-94: 568: 83//Hs. 23094: M19503 
F-HEMBB1001410//Homo sapiens keratan sulfate prote 
ogl yean mRNA, compl etecds//0. 021 : 373: 58//Hs. 12575 
0:AF065988 

F-HEMBB1001424//EST//0. 20: 307: 58//Hs. 135336: AI 0498 
27 

F-HEMBB1001426//Homo sapiens clone 23579 mRNA sequ 50 
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ence//8. 3e- 17: 205: 72//Hs. 83466: AF038174 
F-HEHBB1001429//ESTs, Highly similar to CYT0S0L A 
MINOPEPTIDASE [Bos taums]//5.5e-153:729:96//Hs. 21 
679:AF034175 

F-HEMBB1001436//Human mRNA for KIAA0347 gene, comp 
lete cds//l. 2e-44: 316: 85//Hs. 101996: AB002345 
F-HEMBB1001443 

F-HEMBB1001449//Homo sapiens sodium bicarbonate co 
transporter (HNBC1) mRNA, complete cds//0.033:478: 
58//Hs. 5462: AF007216 

F-HEHBB1001454//ESTs//l. 4e-46: 279: 93//Hs. 104866: AA 
426038 

F-HEMBB1001458//EST//1 . 7e-09: 106: 83//Hs. 141422: N20 
920 

F-HEMBB1001463//Homo sapiens mRNA for semaphorin 
E, compl ete cds//0. 18: 387: 59//Hs. 62705: AB000220 
F-HEMBB1001464//Homo sapiens Coch-5B2 mRNA, compl e 
te cds//0. 26: 189: 67//Hs. 21016: AF006740 
F-HEHBB1001482//Homo sapiens mRNA for RIAA0760 pro 
tein, partial cds//1.2e-27: 292: 74//Hs. 137168: AB018 
303 

F-HEMBB1001500//ESTs//8. le-28: 312: 74//Hs. 18498: N52 
088 

F-HEMBB1001521//Homo sapiens mRNA for alpha(l,2)fu 
cosyl transferase, complete cds//8.8e-54:359:74//H 
s. 46328: D87942 

F-HEMBB1001527//Protein tyrosine phosphatase, rece 
ptor type, f polypeptide//!. 0: 198: 63//Hs. 75216: Y00 
815 

F-HEHBB1001531//ESTs//4. 3e-33: 403: 75//Hs. 44862: N38 
735 

F-HEMBB1001535//ESTs//0. 0029: 47: 93//Hs. 124864: AA66 
3093 

F-HEHBB1001536//ESTs//0. 0047: 120: 68//Hs. 144858: R67 
748 

F-HEMBB1001537//ESTs, Weakly similar to eukaryotic 
initiation factor eIF-2 alpha kinase [D.melanogas 
ter] //3. 7e-20: 297: 73//Hs. 42457: AA523306 
F-HEMBB1001555//Human ring zinc-finger protein (ZN 
F127-Xp) gene and 5' flanking sequence//!. le- 35: 18 
8: 77//Hs. 102877: U41315 

F-HEMBB1001562//ESTs//0. 95: 161: 61//Hs. 145075: AI208 
240 

F-HEMBB1001564//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0484//3.4e-49:526:73//Hs. 158 
095:AB007953 

F-HEMBB1001565//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//1.9e-44:324:84//Hs. 113283: AF018080 
F-HEMBB1001585 

F-HEHBB1001586//EST//0. 84: 132: 64//Hs. 145264: AI 2187 
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F-HEMBB1001588//Human clone 23695 mRNA sequence// 
6. 6e-20: 327: 67//Hs. 90798: U79289 
F-HEMBB1001603//ESTs//l . 3e- 12: 84: 96//Hs. 13380: R604 
14 

F- HEMBB1 00 1 6 1 8//ESTs//4 . 4e- 1 1 : 349: 63//Hs. 132046: AA 
693680 

F-HEMBB1001619//ESTs//2. le-06: 246: 63//Hs. 63428: AAO 
58314 

F- HEMBB 1 00 1 630//EST// L 4e- 07 : 334: 62//Hs. 145698: AI2 10 
66713 

F-HEMBB1001635//ESTs//0. 92: 282: 60//Hs. 126980: AA934 
077 

F-HEMBB1001637//ELK1, member of ETS oncogene famil 
y//l. le-27:395:64//Hs. 116549: AL009172 
F-HEMBB1001641//EST//0. 11: 53: 81//Hs. 112445: AA59427 
9 

F-HEMBB1001653//EST//0. 91: 124: 64//Hs. 144213: T40480 
F-HEMBB1001665//Human mRNA for apolipoprotein E re 
ceptor 2, complete cds//7. Oe- 13: 473: 63//Hs. 54481 : D 20 
86407 

F-HEMBB1001668//ESTs//0.94:83:69//Hs. 146202: AI 2525 
19 

F-HEMBB1001673//Homo sapiens mRNA for KIAA0646 pro 
tein, complete cds//2. 3e-172: 803: 98//Hs. 24439: AB01 
4546 

F-HEKBB1001684//ESTs, Highly similar to Tbcl [M.mu 
sculus]//5.4e-20: 110: 100//Hs. 106104: AA599496 
F-HEMBB1001685//EST//2. 2e-05: 112: 73//Hs. 130984: AI0 
15430 30 
F-HEMBB1001695//Human novel homeobox mRNA for a DN 
A bi ndi ng protei n//l . 6e-08: 425: 62//Hs. 37035: U07664 
F-HEMBB1001704//EST//5. 8e-20: 295: 69//Hs. 140231: AI0 
54398 

F-HEMBB1001706 

F-HEMBB1001707//EST//0. 091 : 241 : 60//Hs. 136830: AA769 
219 

F- HEMBB 1 00 1 7 1 7//ESTs//2 . 9e-06: 325: 60//Hs. 150063: AI 
298064 

F-HEMBB1001735//Small inducible cytokine A5 (RANTE 40 

S) //3. 2e-46: 326: 83//Hs. 155464: AF088219 

F-HEMBB1001736//ESTs, Weakly similar to E04D5.1 

[C. elegans]//5. 4e-99: 485: 97//Hs. 120581: W25578 

F- HEMBB1 00 1 74 7//ESTs//8 . 3e- 87 : 42 1 : 98//Hs . 1 3705 1 : AA 

884244 

F-HEMBB1001749//Homo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//3. 5e-75: 315:83//H 
s. 129735: AF010144 

F-HEMBB1001753//ESTs//0. 00013: 35: 100//Hs. 139643: HO 
6263 50 
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F-HEMBB1001756//ESTs//2. 3e-89: 433: 98//Hs. 128868: AA 
931077 

F-HEMBB1001760//ESTs//6. 5e-06: 503: 58//Hs. 21766: AI 3 
57639 

F-HEHBB1001762//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KI AA0507//2. 9e- 13: 498: 60//Hs. 158 
241:AB007976 

F-HEHBB1 001 785//EST//0. 16: 262: 60//Hs. 162526: AA5841 
02 

F-HEMBB1001797//ESTs//0. 37: 201 : 63//Hs. 91559: AA8063 
70 

F-HEMBB1001802//ESTs//1.6e-06: 447: 58//Hs. 134672: AI 
087951 

F-HEMBB1001812//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0487//1. 3e-54: 311: 81//Hs. 923 
81: AB007956 

F-HEMBB1001816//ESTs//2. 2e-39: 302: 84//Hs. 35985: AA7 
83017 

F-HEMBB1001831//Homo sapiens PAM COOH-terminal int 
eractor protein 1 (PCI PI) mRNA, complete cds//7.6e 
- 164: 763: 98//Hs. 159396: AF056209 
F-HEMBB1001834//TRICH0HYAUN//7. le-05: 548: 60//Hs. 8 
2276: L09190 

F-HEMBB1001836//Human mRNA for KIAA0033 gene, part 
ial cds//4. Oe-34: 272: 86//Hs. 22271 : D26067 
F-HEMBB1001839//Pymvate carboxylase/^. 050: 686: 59 
//Hs. 89890: S72370 

F-HEMBB1001850//EST//0. 0035: 204: 61//Hs. 7311: T23858 
F-HEHBB1001863//Small inducible cytokine A5 (RANTE 
S)//3. Oe-48: 357: 82//Hs. 155464: AF088219 
F-HEHBB1001867//ESTs//2. 2e-40: 265: 88//Hs. 146323: AI 
251752 

F-HEMBB1001868//ESTs//5.2e-06: 131: 73//Hs. 123362: AA 
811371 

F-HEMBB1001869//ESTs//L0e-86: 429: 96//Hs. 141208: AA 
825503 

F-HEMBB1001872 

F-HEMBB1001874//H, sapiens mRNA for CHD5 protein// 
0. 0033: 388: 60//Hs. 19923: Y12478 
F-HEHBB1001875//H. sapiens mRNA for RNA helicase (M 
yc- regulated dead boxprotein)//0.32:346:60//Hs. 100 
555: X98743 

F-HEHBB1001880//EST//4. Oe-28: 171: 92//Hs. 151194: AI 1 
25868 

F-HEMBB1001899//ESTs//0. 17: 242: 62//Hs. 136969: AA830 
918 

F-HEHBB1001905 

F-HEMBB1001906//ESTs//5. 6e-49: 290: 92//Hs. 127298: HO 
9155 

F-HEHBB1001908//Human monocytic leukaemia zinc fin 



(1901) 

3799 

ger protein (HOZ) mRNA, complete cds//1.2e-83:672: 
81//HS. 82210:1147742 

F-HEMBB1001910//EST, Weakly similar to albumin [fl. 
sapiens]//0.047: 206:62//Bs. 159777: Z19955 
F-HEMBB1001911 

F-HEMBB1001915//ESTs//0. 92: 136: 71//Hs. 144465: R6888 
2 

F-HEMBB1001921//EST//2. Oe-19: 398: 67//Hs. 44789: N361 
13 

F-HEMBB1001922//ESTs//4. 3e-05: 370: 59//Hs. 123669: AA 10 
805245 

F-HEMBB1001925//ESTs//5. 7e-27: 329: 71//Hs. 141071: Bl 
6398 

F-HEMBB1001930//EST//0. 043: 157: 63//Hs. 161927: AA483 
904 

F-HEMBB1001944//Human mRNA for KIAA0118 gene, part 
ial cds//5. 7e-55: 444: 80//Hs. 154326: D42087 
F-HEMBB1001945//ESTs//l. le-19: 142: 88//Hs. 7341: N578 
75 

F-HEMBB1001947//Human mRNA for KIAA0392 gene, part 20 
i ai cds//l . 8e-21 : 333: 66//Hs. 40100: AB002390 
F-HEMBB1001950//Homo sapiens Notch3 (N0TCB3) mRNA, 
compl ete cds//0. 020: 384: 60//Hs. 8546: U97669 
F-HEMBB1001952//EST//7.0e-13: 302: 63//Hs. 120089: AA7 
08101 

F- HEMBB 1 00 1 953//ATL- deri ved PMA- responsive (APR) p 
eptide//0. 97: 252: 60//fls. 96: D90070 
F-HEMBB1001957//ESTs//6. le-32: 446: 67//Hs. 51305: T47 
418 

F-HEMBB1001962//Cytochrome P450, subfamily I (arom 30 
atic compound-inducible), polypeptide 2//2.3e-31:3 
90:70//Hs.l361:M55053 

F-HEMBB1001967//H. sapiens mRNA for urea transporte 
r//9. 7e-52: 322: 88//Hs. 66710: X96969 
F-BEMBB1001973//Hyelin oligodendrocyte glycoprotei 
n {alternative products} 111. le- 48: 426: 78//Hs. 5321 
7: Z48051 
F-HEMBB1001983 

F-HEHBB1001988//ESTs//6. 5e-05: 237: 63//Bs. 49760: AA7 
41051 40 
F-HEMBB1001990//ESTs//0. 25: 171 : 64//Hs. 7961 : AA40120 
5 

F-HEMBB1001996//ESTs//l. 8e- 19: 436: 65//Bs. 125539: AI 
339103 

F-HEMBB1001997//EST//5. 3e-33: 294: 76//Hs. 161041: H82 
636 

F-HEMBB1002002//ESTs//l. 9e-06: 224: 67//Hs. 110915: AA 
132964 

F-HEMBB1002005//ESTs//5. 8e-17: 170: 78//Hs. 141825: AA 
017093 50 



WW 2002-191363 
3800 

F-HEMBB1002009//ESTs//0. 066: 441: 58//fls. 125313: AI 20 
1685 

F-HEHBB1002015//EST//2.3e-18:310:68//Bs.l45899:AI2 
74951 

F-HEMBB1002042//CYT0CHR0ME P450 IVB1//2. 9e- 11: 446: 
62//Bs. 687: X16699 

F-HEMBB1002043//ESTs, Weakly similar to T06E6.d 
[C. el egans] ll\ .0:217: 60//Hs. 3487: AA425553 
F-HEMBB1002044 
F-HEMBB10O2045 

F-HEMBB1002049//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds//0. 082: 201: 61//Hs. 88756: AB018256 
F-HEHBB1002050//Breakpoint cluster region protein 
BCR//0. 84: 267: 59//Hs. 2557: Y00661 
F-HEHBB1002068//Homo sapiens mRNA for KIAA0612 pro 
tein, partial cds//8.1e-07: 402: 61//Hs. 112499: AB014 
512 

F-HEHBB1002069 

F-HEMBB1002092//EST//5. le-15: 180: 75//Hs. 127928: AA9 
69239 

F-HEMBB1002094//EST//2. Oe-52: 264: 98//Bs. 71763: AA14 
6625 

F-HEMBB1002115//EST//0. 0083: 244: 64//Hs. 125353: AA87 
7080 

F-HEHBB1002134//ESTs//L 7e-69: 398: 91//Hs. 157492: AI 
361027 

F-HEHBB1002139//ESTs//0. 64: 145: 71//Hs. 157821: AI 362 
013 

F-HEHBB1002142//ESTs//0. 013: 311: 59//Hs. 150037: AI 29 
2214 

F-HEMBB1002152//ESTs//8.4e-12: 121:82//Hs. 1 19540: T9 
5254 

F-HEHBB1002189//EST//0. 26:81: 70//Hs. 147726: AI 22020 
8 

F-HEMBB1002190//Alcohol dehydrogenase 2 (class I), 
beta polypeptide//0. 16: 608: 58//Hs. 4:X03350 
F-HEHBB1002193//Humaii sky mRNA for Sky, complete c 
ds//6. 6e-35: 179: 100//Hs. 301: U18934 
F-HEHBB1002217//Homo sapiens mRNA for zinc finger 
protein 10//3.7e-25:405:67//Bs. 1041 15: X52332 
F-HEMBB1002218//EST//0. 015: 241: 61//Hs. 105298: AA489 
813 

F-HEMBB1002232//Small inducible cytokine A5 (RANTE 
S)//9. 0e-31: 365: 71//Es. 155464: AF088219 
F-HEHBB1002247 

F-HEMBB1002249//Homo sapiens haemopoietic progenit 
or homeobox BPX42B (BPX42B) mRNA, complete cds//6. 
8e-47: 418: 77//Hs. 125231: AF068006 
F-HB!BB1002254//Homo sapiens mRNA for KIAA0594 pro 
tein, partial cds//5. 0e-47: 437: 77//Hs. 154872: AB011 



(1902) 

3801 

166 

F-HEMBB1002255//ESTs//0. 017: 255: 61//Hs. 126786: U743 
14 

F-HEMBB1002266//Homo sapiens retinoblastoma-associ 
ated protein HEC mRNA, complete cds//0. 17:511:57//H 
s. 58169: AF017790 

F-HEMBB1002280//EST//4. 0e-35: 182: 98//Hs. 127701: AA8 
64998 

F-HEMBB1002300 

F-HEMBB1002306//Human G protein- coupled receptor 10 
(STRL22) mRNA, completecds//6.3e-14:228: 72//Hs. 464 
68: U45984 

F-HEMBB1002327//EST//4. 3e-21: 242: 75//Hs. 72377: AA16 
1083 

F-HEMBB1002329//ESTs, Weakly similar to C17GHU 
[C. el egans] //l . 7e-77: 399: 96//Hs. 105837: AA536054 
F- HEMBB 1 002340//I NSULI N- DEGRADI NG ENZYME//1.0: 319: 
60//Hs.l508:M21188 

F-HEMBB1002342//flomo sapiens mRNA for putative thi 
oredoxin-like protein//1.4e-155:724:98//Hs.42644:A 20 
J010841 

F-HEMBB1002358//Deoxythymidylate kinase//l. le-37: 1 
92: 98//Hs. 79006: L16991 

F-HEMBB1002359//Human Rev interacting protein Rip- 
1 mRNA, complete cds//l. 7e-06: 66: 96//Hs. 154762: U00 
943 

F-HEHBB1002364//EST//4. 7e-16: 201: 73//Hs. 149925: AI2 
88838 

F-HEMBB1002371//EST//2. 4e-07: 319: 61//Hs. 136459: AA5 
77796 30 
F-HEMBB1002381 

F-HEMBB1002383//vasoactive intestinal peptide rece 
ptor 2//0. 98: 190: 63//Hs. 2126: L36566 
F-HEMBB1002387//EST//2. le-07: 253: 61//Hs. 145993: AI 2 
77784 

F-HEMBB1002409//ESTs//l. 4e-ll: 94: 91//Hs. 125958: AI 2 
06456 

F-HEMBB1002415//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//2. Oe-32: 371: 73//Hs. 159 
897:AB007970 40 
F-HEMBB1002425//Fc fragment of IgA, receptor for// 
2. 7e-32: 156: 82//Hs. 54486: X54150 
F-HEMBB1002442 

F-HEMBB1002453//Human mRNA for KIAA0118 gene, part 
ial cds//5. 6e-53: 461: 77//Hs. 154326: D42087 
F-HEMBB1002457//ESTs//3. 4e-25: 184: 70//Hs. 140225: AA 
704101 

F-HEHBB1002458//ESTs//7. 0e-10: 343: 62//Hs. 163816: N7 
6274 

F-HEMBB1002477//Human Grb2- associated binder- 1 mRN 50 
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A, compl ete cds//6. Oe-89: 493: 92//Hs. 159605: U43885 
F-HEHBB1002489//Homo sapiens 195 kDa cornified env 
elope precursor mRNA, complete cds//0.019:228:63//H 
s. 74304: AF001691 

F-HEMBB1002492//EST//0. 24: 149: 62//fls. 146790: AI 1490 
51 

F-HEMBB1002495//Fc fragment of IgE, high affinity 
I, receptor for; betapolypeptide//1.3e-22:331:71// 
Hs.30:M89796 

F-HEMBB1002502//ESTs//l . 3e-41 : 380: 78//Hs. 61 199: AA0 
24494 

F-HEMBB1002509//ESTs//0. 017: 220: 63//Hs. 155263: AI 27 
3725 

F-HEMBB1002510//ESTs//6. 4e- 102: 476: 99//Bs. 152289: A 
1247354 

F-HEMBB1002520//Human Line-1 repeat mRNA with 2 op 
en reading frames//2.4e-50: 580: 72//Hs. 23094: M19503 
F-HEMBB1002522//EST//0. 010: 172: 62//fls. 147224: AI205 
719 

F-HEMBB1002531 

F-HEMBB1002534//Small inducible cytokine A5 (RANTE 
S)//3. 7e-59: 258: 88//Hs. 155464: AF088219 
F-HEHBB1002545//ESTs//3. 9e-24: 181: 86//Hs. 13753: AI0 
88102 

F-HEHBB1002550//Syntaxin 5A//0. 27: 354: 59//Hs. 15454 
6: U26648 

F-HEMBB1002556//ESTs//l. 7e-33: 286: 79//Hs. 146173: AA 
906191 

F-HEHBB1002579//EST//1. 0: 77: 68//Hs. 147935: AI 250286 
F-HEHBB1002582//ESTs//0. 00032: 178: 68//Hs. 139163: AA 
226095 

F-HEMBB1002590//ESTs//0.64: 132:63//Hs. 155688: AI 003 
657 

F-HEHBB1002596//ESTs//3. 4e- 19: 462: 64//Hs. 124399: AA 
832336 

F-HEMBB1002600//Homo sapiens tetraspan NET- 5 mRNA, 
compl ete cds//3. Oe- 152: 710: 98//Bs. 129826: AF089749 
F-HEMBB1002601//EST//9.6e-13: 368:62//Hs. 137080: AA8 
94817 

F-HEMBB1002603//EST//0. 10: 144:63//fls. 158180: AI 3679 
45 

F-HEMBB1002607//ESTs//0. 024: 345: 62//Hs. 143304: AI 08 
4058 

F-HEMBB1002610//EST//2. le-14: 291:64//Hs. 140573: AA8 
26323 

F-HEMBB1002613//ESTs//1.9e-17: 192:75//Hs. 141161: AA 
210711 

F-HEMBB1002614//ESTs//0. 0048: 136: 71//Hs. 106280: R13 
901 

F-HEHBB1002617//EST//0. 034: 320: 59//Hs. 41223: H89127 
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F-HEMBB1002623//ESTs//0. 88: 222: 60//Hs. 129920: AA167 
217 . 

F-HEMBB1002635//Human HAP kinase mRNA, complete cd 
s//3. le-23: 127: 100//Hs. 151051: U07620 
F-HEMBB1002664//EST//0. 00013: 203: 61//Hs. 117141: AA6 
78811 

F-HEMBB1002677//ESTs//2. 4e-22: 439: 66//Hs. 132046: AA 
693680 

F-HEMBB1002683//ESTs//0. 23: 224: 61//Hs. 128883: AI 026 
679 10 
F-HEMBB1002684//ESTs//7. 2e-09: 82: 87//Hs. 140457: H05 
124 

F-HEMBB1002686//EST//0. 25: 189: 62//Hs. 132431: AA9096 
74 

F-HEMBB1002692//ESTs//0. 00020: 162:66//Hs. 1 18180: N6 
8504 

F-HEMBB1002697//EST//7. 2e-17: 219: 74//Hs. 100459: T61 
992 

F-HEMBB1002699//Homo sapiens transmembrane activat 
or and CAML interactor(TACI) mRNA, complete cds// 20 
0.059: 297: 62//Hs. 158341: AF0236 14 
F-HEMBB1002702//ESTs//0. 26: 284: 61//Hs. 41250: H89588 
F-HEMBB1002705//ESTs, Weakly similar to HYPOTHETIC 
AL 38.5 KD PROTEIN INSUI2-TDH2 INTERGENIC REGION 
[Saccharomyces cerevi si ae] //0. 0048: 84: 83//Hs. 2081 
4: AI 242922 

F-HEMBB1002712//ESTs//0. 0025: 317: 58//Hs. 7344: AA972 
729 

F-MAMHA1000009//Human c-yes-1 mRNA//1.0e-48:447:77 
//Hs. 75680:115990 30 
F-HAMMA1000019 

F-HAMMA1000020//EST//2. 6e-84: 431: 95//Hs. 143333: H51 
750 

F-MAMHA1000025//EST//1. 0: 169: 59//Hs. 130165: AA90694 
5 

F-MAMMA1000043//Human NSCL-1 mRNA sequence/A). 94: 2 
62: 60//Hs. 30956: H96739 

F-MAMMA1000045//ESTs//l, 7e-48: 499: 75//Hs. 158469: AA 
897461 

F-MAMMA1000055//ESTS, Highly similar to TESTIN 2 40 
PRECURSOR [Mus muscul us] //2. 7e- 18: 330: 63//Hs. 5990 
6:AA001281 

F-MAMMA1000057//Homo sapiens DNA fragmentation fac 
tor 40 kDa subunit (DFF40) mRNA, complete cds//1.2 
e-50: 367: 75//Hs. 133089: AF064019 
F-HAMMA1000069//ESTs//0. 58: 286: 60//Hs. 134417: AI 336 
840 

F-MAMMA1000084//Human mRNA for KIAA0033 gene, part 
ial cds//l. le-48: 641: 70//Hs. 22271: D26067 
F-MAMMA1000085//Homo sapiens mRNA for KIAA0602 pro 50 
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tein, partial cds//0. 00013: 199: 69//Hs. 37656: AB01 11 
74 

F-MAMHA1000092//Homo sapiens telomeric repeat bind 
ing factor (TRF1) mRNA, complete cds//l. 2e-52:346: 
77//Hs. 90357: D40705 

F-MAMMA1000103//Homo sapiens mRNA for extracellula 
r matrix protein, complete cds//1.0: 151:64//Hs.350 
94:AB011792 
F-MAHMA1000117 

F-MAMMA1000129//RYAN0DINE RECEPTOR. SKELETAL MUSCL 
E//0. 0015: 492: 60//Hs. 89631: U48508 
F-MAMMA1000133//ESTs//l. 0: 125: 67//Hs. 118309: AA6534 
02 

F-MAMMA1000134//EST//1 . 2e-08: 75: 92/ /Vs. 160674: AI 24 
8319 

F-MAMMA1000139//EST//5. 5e-10: 139: 76//Hs. 159121: AI 3 
83843 

F-MAHMA1000143//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds//2. 2e- 26: 148: 97//Hs. 153121 :AB01 
4585 

F-MAMMA1000155//Homo sapiens homeobox transcriptio 
n factor barx2 (BARX2)mRNA, complete cds//3.3e-31: 
219: 87//Hs. 129724: AF031924 

F-MAHMA1000163//ESTs//l. 2e-59: 317: 94//Hs. 49559: AA4 
01050 

F-MAMHA1000171//ESTs//1.7e-09: 161:69//Hs. 1 19070: AA 
629695 

F-MAMMA1000173//Human drebrin E2 mRNA (DBN1) , comp 
lete cds//9. 2e-40: 686: 65//Hs. 89434: D17530 
F-MAMMA10OO175//ESTs//0. 65: 141: 68//Hs. 133152: H9165 
7 

F-MAMMA1000183//Human mRNA for RIAA0065 gene, part 
ial cds//l . Oe-92: 904: 72//Hs. 70617: D31763 
F-MAMMA1000198//ESTs//0. 0092: 235: 62//Hs. 98783: AI 09 
1739 

F-HAMMA1000221//EST//3. 3e-16:95:98//Hs. 128271: AA97 
3035 

F-MAMMA1000227//ESTs//0. 010: 268: 60//Hs. 116412: AA50 
6926 

F-MAMMA1000241//ESTs//0. 13: 140: 67//Hs. 12328: AI 3779 
13 

F-MAMMA1000251//EST//3. 7e-07: 118: 73//Hs. 153116: AA8 
56873 

F-MAHMA1000254//ESTs//0. 00023: 245: 59//Hs. 150513: AI 
247587 

F-HAHMA1000257//EST//4. 2e-10: 155: 74//Hs. 150409: AI0 
03543 

F-MAMMA1000264//ESTs//2. Oe- 18: 217: 75//Hs. 152748: N5 
3015 

F-MAMMA1000266//EST//0. 14:270:60//Hs. 132593: AI 0318 
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F- HAHHA 1 0002 70//Human mRNA for KIAA0118 gene, part 
i al cds//2. 5e-54: 354: 87//Hs. 154326: D42087 
F-MAMHA1000277//Hydroxysteroid (11-beta) dehydroge 
nase 2//1 . 0e-07: 306: 65//Hs. 1376: U26726 
F-MAMMA1000278//ESTs//4. Oe-09: 197: 67//Bs. 157034: AI 
347361 

F-MAMMA1000279//Complement component 5 receptor 1 
(C5a 1 igand) //8. 4e-34: 341: 68//Hs. 2161: M62505 
F-MAMHA1000284 10 
F-MAMHA1000287//Human mRNA for KIAA0118 gene, part 
ial cds//5. 4e-50: 245: 84//Hs. 154326: D42087 
F-MAMMA1000302//EST//5. 3e-40: 213: 98//Bs. 122363: AA7 
88641 

F-MAMMA10Q0307//Polycystic kidney disease 1 (autos 
omal domi nant) //0. 55: 510: 57//Hs. 75813: L33243 
F-MAMMA1000309//Apol i poprotei n E//9. 7e-06: 691 : 58// 
Hs. 76260: M12529 

F-MAMMA1000312//EST//0.042: 183:63//Hs. 158928: AI379 

519 20 

F-MAMMA1000313 

F-HAMHA1000331 

F-MAMMA1000339 

F-MAMMA1000340//ESTs, Highly similar to HYP0THETI 
CAL 29.4 KD PROTEIN INSTE6-L0S1 INTERGENIC REGION 
[Saccharomyces cerevi si ae] III, 9e- 1 1 : 87: 93//Hs. 1309 
6: AA180963 

F-HAMMA1000348//Homo sapiens KIAA0432 mRNA, comple 
te cds//3. 6e-23: 270: 72//Hs. 155174: AB007892 
F-HAMMA1000356//Homo sapiens mRNA, chromosome 1 sp 30 
ecific transcript KI AA0484//3. 7e-24: 233: 72//Hs. 158 
095: AB007953 

F-MAMMA1000360//Buman Une-1 repeat mRNA with 2 op 
en reading frames//9. Oe-75: 498: 85//Hs. 23094: M19503 
F-MAMMA1000361//Human mRNA for KIAA0118 gene, part 
ial cds//9. le-50: 304: 85//Hs. 154326: D42087 
F-MAMMA1000372//EST//1. 2e-53: 376: 86//Hs. 144295: AA1 
36569 

F-MAMMA1000385//ESTs//l. 4e-22: 220: 76//Hs. 142552: AA 
235344 40 
F-MAMHA1000388//Bomo sapiens UKLF mRNA for ubiquit 
ous Rruppel like factor, complete cds//1.2e-149:71 
0:98//Hs. 32170: AB015132 

F-MAHMA1000395//Acyl -Coenzyme A dehydrogenase, ver 
y long chain//0. 74: 330: 60//Hs. 82208: L46590 
F-MAMMA1000402//Human Une-1 repeat mRNA with 2 op 
en reading frames//2.4e-58: 834: 68//Hs. 23094:119503 
F-MAMMA1000410//Buman NADH: ubiquinone oxidoreducta 
se subunit B13 (B13) mRNA, complete cds//1.2e-08: 1 
17: 84//Hs. 83916: U53468 50 
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F-MAMMA1000413//ESTs//3. 3e-31: 209: 88//Hs. 146154: AI 
200725 

F-MAMMA1000414//ESTs//0. 82: 132: 62//Hs. 124857: AA687 
092 

F-MAMMA1000416//ESTs, Weakly similar to HYPOTHETIC 
AL 32.0 KD PROTEIN C09 

F5.2 IN CHROMOSOME III [C.elegans]//9.8e-33:267:81 
//Hs. 32370: AA521111 

F-MAMMA1000421//ESTs//7. 3e-33: 320: 75//Hs. 121659: HO 
2532 

F-MAMMA1000422//Homo sapiens protocadherin (PCDH8) 
mRNA, compl ete cds//0. 98: 553: 56//Hs. 19492: AF06157 

3 

F-MAMMA1000423//EST//0. 0075: 179: 63//Hs. 162974: AA67 
8459 

F-MAMMA1000424//ESTs//l. 3e-17: 313: 67//Hs. 139858: AI 
377641 

F-MAMMA1000429//Homo sapiens sorting nexin 3 (SNX 
3) mRNA, complete cds//5.1e-48:491:72//Hs. 12102: AF 
034546 

F-MAMMA1000431//ISLET AMYLOID POLYPEPTIDE PRECURS0 
R//5. le-39: 320: 81//Hs. 51048: X68830 
F-MAMMA1000444//Homo sapiens mRNA for KIAA0594 pro 
tein, partial cds//9. le-39: 342: 78//Hs. 154872: AB011 
166 

F-MAMMA1000446 

F-MAMMA1000458//ESTs, Weakly similar to similar to 
CCAAT/enhancer-binding protein [C.elegans]//5. le- 
08:58:93//Hs.9043:W21827 

F-MAMMA1000468//Homo sapiens mRNA for 6-phosphofru 
cto-2-klnase/fructose-2, 6-bisphosphatase, complet 
e cds//0. 58: 311: 63//Hs. 66721: D49818 
F-MAMMA1000472//ISLET AMYLOID POLYPEPTIDE PRECURS0 
R//2. le-44: 346: 80//Hs. 51048: X68830 
F-MAMMA1000478//Homo sapiens PYRIN (MEFV) mRNA, co 
mpiete cds//0.0017: 157: 73//Hs. 113283: AF018080 
F-MAMMA1000483//ISLET AMYLOID POLYPEPTIDE PRECURSO 
R//4. 5e-39: 400: 75//Hs. 51048: X68830 
F-MAMMA1000490//ESTs//3. 6e-52: 331 : 88//Hs. 163686: AA 
291948 

F-MAMMA1000500//EST//9. 7e-73: 346: 99//Hs. 98812: AA43 
4482 

F-MAMMA1000501//Small inducible cytokine A5 (RANTE 
S)//2. 3e-50: 325: 86//Hs. 155464: AF0882 19 
F-MAMMA1000516//0xytoci n receptor//l . 6e-29: 660: 64/ 
/Hs.2820:X64878 

F-MAMMA1000522//ESTs//2. 9e-23: 328: 70//Hs. 125142: AA 
421352 

F-MAMMA1000524//ESTs//l. le-08: 211: 65//Hs. 33467: R85 
497 
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F-MAMMA1000559//EST//4. 7e- 17: 207: 71//fls. 162733: AA6 
14352 

F-MAMMA1000565 

F-MAMMA1000567//Homo sapiens haemopoietic progenlt 
or homeobox HPX42B (HPX42B) mRNA, complete cds//5. 
8e-51: 404: 80//Hs. 125231: AF068006 
F-MAMMA1000576//ESTs//3. 8e-32: 236: 74//Hs. 140039: AA 
047045 

F-MAMMA1000583//ESTs//0. 00099: 123: 70//Hs. 135173: AI 
276780 10 
F-MAMMA1000585//Homo sapiens class-I MHC-restricte 
d T cell associated molecule (CRTAM) mRNA, complet 
e cds//8. 8e-45: 390: 78//Hs. 159523: AF001622 
F-MAMMA1000594//ESTs//8. 3e-42: 322: 81//Hs. 161660: AA 
167744 

F-MAHMA1000597//Homo sapiens RIAA0426 mRNA, comple 
te cds//2. 6e-37: 592: 68//fls. 97476: AB007886 
F-MAMMA1000605//Homo sapiens 4F5S mRNA, complete c 
ds//5. le-26: 228: 73//Hs. 32567: AF073519 
F-MAMMA1000612//Homo sapiens Gx protein (GX) mRNA, 20 
compl ete cds//0. 00091 : 300: 60//Hs. 29207: AF071494 
F-MAMMA1000616//ESTs//0. 41 : 373: 59//fls. 130699: AA621 
478 

F-MAMMA1000621//EST//0. 027: 146: 62//Hs. 148305: AA909 
605 

F-HAMHA1000623 

F-MAMMA1000625//Homo sapiens ES/130 mRNA, complete 
cds//0. 89: 428: 56//Hs. 98614: AF006751 
F-MAMMA1000643//Homo sapiens nephrocystin (NPHP1) 
mRNA, partial cds//0. 092: 365: 59//Hs. 75474: AF023674 30 
F-MAMHA1000664//ESTs//7. 6e-07: 259: 64//Hs. 140622: AA 
844353 

F-MAMMA1000669//Human kpni repeat mrna (cdna clone 
pcd-kpni-4), 3' end//9. Oe- 30: 531: 64//Hs. 139107: K0 
0629 

F-MAMM1000670//ESTs//6.6e-83:389: 100//Hs. 148595: A 
1244490 

F-MAMHA1000672//Bomo sapiens CAGH32 mRNA, partial 
cds//0. 17: 109: 73//Hs. 4316: U80743 
F-MAMMA1000684//Homo sapiens forkhead protein FREA 40 
C-2 mRNA, complete cds//3. 3e-07: 249: 62//Hs. 44481: U 
13220 

F-MAMMA1000696//Interleukin 10//5. 6e-47: 355: 82//H 
s.2180:M57627 

F-HAMHA1000707//ESTs//l . 4e-09: 225: 65//Hs. 138722: N5 
1081 

F-KAMHA1000713//Acetylcholinesterase {I4-E5 doman} 
[human, tumor cell lines, Genomic, 847 nt]//0. 16: 
84: 72//Hs. 157124: S71 129 

F-MAMHA1000714//Human clone 23947 mRNA, partial cd 50 
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s//0. 97: 263: 61//Es. 27414: U79275 
F-MAMMA1000718//ESTs, Weakly similar to putative p 
150 [H. sapiens]//5. Oe-07: 210: 66//Hs. 71148: AA854648 
F-MAMMA1000720//ESTs//1.4e-50: 301: 83//Hs. 138852: AA 
284247 

F-MAHMA1000723//ESTs, Weakly similar to 0RF2-like 
protein [H.sapiens]//8. le-22:288:72//Hs. 114685.AA7 
00024 

F-MAMMA1000731//Homo sapiens CHD1 mRNA, complete c 
ds//l. 5e-23: 292: 66//Hs. 22670: AF006513 
F-MAMMA1000732//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0484//4.8e-40:288:78//Hs. 158 
095:AB007953 

F-MAMMA1000733//RAS GTPASE- ACTIVATING- LIKE PROTEIN 
IQGAP1//0. 25: 467: 58//fls. 1742: L33075 
F-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA, c 
ompl ete cds//2. 3e- 169: 802: 98//Hs. 31575: AF100141 
F-MAHMA1000738//EST//1.0: 149:63//Hs. 136928: AA81258 
0 

F-MAMMA1000744//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//3.3e-51: 323: 88//Hs. 153468: AB01 
1147 

F-MAMHA1000746//ESTS//2. 3e-42: 409: 76//Hs. 61199: AA0 
24494 

F-MAMMA1000752//EST, Weakly similar to putative pi 
50 [H.sapiens]//1. le-14:285:68//Hs. 162011: AA513663 
F-MAMMA1000760//Myelin oligodendrocyte glycoprotei 
n {alternative products} //6. 2e-47: 341 :82//Hs. 5321 
7:Z48051 

F-MAMMA1000761//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SX WARNING ENTRY !!!! [H.sapiens]//9. 
8e-19: 131: 76//Hs. 118972: AA761369 
F-MAMMA1000775//EST//6. 9e-32: 424: 69//Hs. 44554: N342 
88 

F-MAMMA1000776//ESTS//5. 5e-43: 154:84//Hs. 141581: AA 
315361 

F-MAMMA1000778//EST//4. 4e-28: 226: 80//Hs. 128952: AA9 
84114 

F-MAMMA1000782//ESTs//0. 35: 270: 60//Hs. 29153: AA5511 
37 

F-MAMMA1000798//Hofflo sapiens clone 24407 mRNA sequ 
ence//l . 6e-23: 531 : 65//Hs. 12432: AF070575 
F-MAMMA1000802//ESTs//3. le-67:340:97//Hs. 126081: AA 
459849 

F-MAMMA1000824//ESTs//0. 98: 44: 90//Hs. 42802: N20130 
F-MAMMA1000831//ESTs//0. 0081: 194: 60//Hs. 150400: AI2 
98089 

F-MAMMA1000839//Small inducible cytokine A5 (RANTE 
S)//4. 7e-48: 241: 74//fls. 155464: AF088219 
F-MAMMA1000841 
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F-MAMMA1000842//Buman monocytic leukaemia zinc fin 
ger protein (MOZ) mRNA, complete cds//0.18:483:59/ 
/Bs. 82210: U47742 

F-MAMHA1000843//EST//0. 34: 1 13: 68//Bs. 58415: W74696 
F-MAMMA1000845//EST//2. 9e-06: 56: 80//Hs. 123243: AA80 
4877 

F-MAMHA1000851//EST//0. 78: 103: 65//Hs. 135656: AA9070 
22 

F-HAMHA1000855 

F-MAMHA1000856//Homo sapiens preprocathepsin P mRN 10 
A, partial cds//0. 14:320: 59//Hs. 71388: AF032906 
F-MAMMA1000859//S0X-3 PR0TEIN//0. 014: 474: 57//Hs. 15 
7429:X71135 

F-MAMMA1000862//EST//1. 0: 92: 66//Hs. 157599: AI 357342 
F-MAMMA1000863//ELK1, member of ETS oncogene famil 
y//l. 2e-30: 214: 75//Hs. 116549: AL009172 
F-HAMMA1000865//ESTs//0.99: 127:66//fls. 125230: AA873 
812 

F-MAMMA1000867//EST//0. 027: 236: 60//Hs. 147156: AI 191 
777 20 
F-MAMHA1000875//Human mRNA for KIAA0269 gene, comp 
lete cds//0. 96: 245: 59//Hs. 75850: D87459 
F-MAMMA1000876//ESTs//l. 5e-39: 192: 90//Bs. 132020: AA 
704147 

F-MAMMA1000877//ESTS, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [B. sapiens] //1.4e- 9 
1 : 484: 94//Bs. 138938: AA012894 
F-MAMMA1000880//EST//0. 014: 142: 66//Bs. 137044: AA878 
812 

F-MAMMA1000883//EST//1. 0: 166: 62//Bs. 126352: AA89446 30 
5 

F-MAMMA1000897//B. sapiens mRNA for inter- alpha- try 
psin inhibitor heavy chain H3//2. 6e-06: 211: 63//Hs. 
76716: X67055 

F-HAMMA1000905//Cartilage matrix protein//0.97: 19 
0:64//Bs. 150366:155683 

F-BAMMA1000906//ESTs//3. Oe-07: 145: 72//Bs. 133556: AA 
702506 

F-MAMMA1000908//ESTs//l. le-70: 484: 84//Hs. 142497: AA 
189081 40 
F-MAMMA1000914//Angiopoietin 1//0. 14: 450: 59//Hs. 24 
63: D13628 

F-MAMHA1000921//ESTs//6. 8e-96: 448: 99//Hs. 135721: AI 
125239 

F-MAMMA1000931//CD4 receptor {exons 1 and 2} [huma 
n, T-lymphocyte, mRNA, 3429 nt] 0e-25: 312: 66//B 
s. 116007: S79267 

F-MAMMA1000940//EST//2. 9e-42: 209: 76//fls. 140567: AA8 
25968 

F-MAMMA1000941//Dihydrolipoamide branched chain tr 50 
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ansacylase (E2 component of branched chain keto ac 
id dehydrogenase complex)//1.8e-38: 395: 71//Es. 8947 
9:X66785 

F-HAHMA1000942//ESTs//l. 9e- 19: 252: 71//Bs. 141575: AA 
211734 

F-MAMMA1000943//Human mRNA for KIAA0305 gene, comp 
lete cds//0. 077: 236: 63//Hs. 83790: AB002303 
F-MAMMA1000956//Homo sapiens hRVPl mRNA for RVP1. 
complete cds//8. 8e-33: 566: 64//Bs. 25640: AB000714 
F-MAHHA1000957//ESTS//1. 0: 177: 59//Hs. 149864: N80474 
F-MAHMA1000962//Bomo sapiens neuronal thread prate 
in AD7c-NTP mRNA, complete cds//l. le-56: 310: 85//B 
s. 129735: AF010144 

F-MAHMA1000968//ESTs//9. 2e-18: 128:89//Bs. 163980: AA 
715814 

F-MAMMA1000975//ESTs//3. 8e-08: 219: 66//Bs. 110937: AA 
137096 

F-MAMMA1000979//EST//0. 00022: 155: 65//Bs. 101379: Z39 
802 

F-MAMMA1000987//EST//1. le-48: 373:81//Hs. 139034: W27 
062 

F-MAMMA1000998//EST//2. 0e-07: 356: 62//Hs. 132467: AA9 
22007 

F-MAMMA1001003//ESTs//0. 47: 129: 67//Hs. 164016: AI003 
724 

F-MAHMA1001008//ESTs//1.9e-17: 153:82//Bs. 141161: AA 
210711 

F-MAMMA1001021//Bomo sapiens beta-dystrobrevin (BD 
TN) mRNA, complete cds//4. 7e-17: 100: 100//Bs. 13451: 
Y15718 

F-MAMMA1001024//ESTs//0. 97: 251: 62//Bs. 59389: R93968 
F-MAMMA1001030//Bomo sapiens orphan G protein-coup 
led receptor HG38 mRNA, complete cds//3.6e-32:753: 
61//Bs. 98384: AF062006 

F-MAHMA1001035//ESTs//6. 9e-28: 268: 77//Bs. 139536: AA 
180857 

F-HAHHA1001038 

F-MAMMA1001041//ALPRA-ACTININ 1, CYT0SKELETAL IS0F 
0RM//2. 7e- 10: 357: 65//Bs. 1 19000: M95178 
F-MAMMA1001050//EST//1. 8e-29: 321: 74//Bs. 161240: AI4 
19882 

F-MAMMA1001059//ESTs. Weakly similar to protein sy 
nthesis initiation factor 4A-II homolog//7.9e-87:4 
15:99//Bs. 135623: AA134719 

F-MAMMA1001067//EST//0. 30: 166: 60//Bs. 148441 : AI 1985 
03 

F-MAHMA1001073//ESTs//l . Oe-98: 476: 98//Hs. 98321 : AA4 
55585 

F-MAMHA1001074//ESTs//l. 6e-82: 396: 98//Bs. 118923: AA 
252116 
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F-MAMHA1001075//Homo sapiens (clone F4) transmembr 
ane protein mRNA sequence/73. 7e- 29: 559: 65//Hs. 1352 
51:L09749 

F-MAMMA1001078//Human Line-1 repeat mRNA with 2 op 
en readi ng frames//2. 7e-99: 689: 83//Hs. 23094: M19503 
F-MAMMA1001080//IG ALPHA- 2 CHAIN C REGI 0N//5. 8e-4 
3: 319: 81//Hs. 32225: AF067420 
F-MAMMA1001082//ESTs//6. 2e-28: 275: 77//Hs. 152685: AA 
613896 

F-MAHMA1001091//Homo sapiens mRNA for KIAA0711 pro 10 
tei n, compl ete cds//0. 0081 : 586: 57//Hs. 5333: AB01825 
4 

F-MAMMA1001092//Human kpni repeat mrna (cdna clone 
pcd-kpni-8), 3' end//5. le- 24: 328: 72//Hs. 103948: K0 
0627 

F-MAMMA1001 105//Homo sapiens OVO-like 1 binding pr 
otein (0V0L1) mRNA, complete cds//2. le-24: 507: 66// 
Hs. 97905: AF016045 

F-MAMMA1001110//Human mRNA for KIAA0125 gene, comp 
1 ete cds//0. 94: 448: 57//Hs. 38365: D50915 20 
F- MAMMA 1 00 1 1 26//Smal 1 inducible cytokine A5 (RANTE 
S) //4. 6e- 18: 123: 85//Hs. 155464: AF088219 
F-MAMMA1001133 
F-MAMMA1001139 

F-MAMMA1001143//ESTs//2.6e-18: 121:82//Hs. 135117:AI 
091534 

F-MAMMA1001145//ESTs//l. 5e-36: 442:69//Hs. 124712: H9 
0217 

F-MAMMA1001154//EST//0. 054: 208: 61//Hs. 162088: AA505 
741 30 
F-MAMMA1001161//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//6. 6e-38: 337: 77//Hs. 153468: AB01 
1147 

F-MAMMA1001 162//EST//4. 7e-16: 117: 90//Hs. 130894: AI0 
14299 

F-MAMMA1001181 

F- MAMMA 100 11 86//Human macrophage- derived chemokine 
precursor (MDC) mRNA, complete cds//6. 5e-47:313:81 
//Hs. 97203: U83171 

F-MAMMA1001191//ESTs//5.8e-34: 197:94//Hs. 121575: AA 40 
758083 

F-MAMMA1001198 

F-HAMMA1001202//ESTs//l. 5e-37: 210: 83//Hs. 79788: AA5 
27348 

F-MAMMA1001203//ESTs//1.2e-29: 199:76//Hs. 141605:H9 
2974 

F-MAMMA1001206//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H. sapiens] //5.5e- 2 
5:275:75//Hs. 105292: AA504776 

F-MAMMA1001215//ESTs//1.9e-06:300:63//Hs. 113566: TO 50 
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F-MAMMA1001220//Human mRNA for RIAA0118 gene, part 
ial cds//2. 7e-53: 367: 84//Hs. 154326: D42087 
F-MAMMA1001222//Homo sapiens mRNA for KIAA0634 pro 
tein, partial cds//1.8e-05: 435: 59//Hs. 30898: AB0145 
34 

F-MAMMA1001243//ESTs//5. 2e-19: 118: 94//Hs. 122830: AA 
765587 

F-HAMMA1001244 

F-MAMMA1001249//ESTs//l. 3e-89: 420: 99//Hs. 147744: AI 
220476 

F-MAMMA1001256//ESTs//2. le-34: 282: 80//Hs. 46158: AI 1 
60121 

F-MAMMA1001259//ESTs//2. 9e-07: 68: 95//Hs. 6193: AA045 
149 

F-MAMMA1001260//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds//2. 8e-41: 659: 64//Hs. 65238: AB014 
561 

F-MAMMA1001268//Human Line-1 repeat mRNA with 2 op 
en reading frames//l. 7e-33: 336: 74//Hs. 23094: M19503 
F-MAMMA1001271//Homo sapiens CAGH3 mRNA, complete 
cds//3. 4e-06: 487: 59//Hs. 21858: D80747 
F-MAMMA1001274//Human mRNA for KIAA0080 gene, part 
ial cds//5. le-62: 396: 76//Hs. 74554: D38522 
F-MAMMA1001280//ESTs//7. 3e-14: 273: 67//Hs. 126503: AA 
913832 

F-MAMMA1001292//Human mRNA for RIAA0176 gene, part 
ial cds//5. 6e-54: 616: 71//Hs. 4935: D79998 
F-MAMMA1001296//ESTs//4. 8e-34: 136: 85//Hs. 70279: AA7 
57426 

F-MAMMA1001298//ESTs//0. 021: 73: 80//Hs. 114233: N9130 
5 

F-MAMMA1001305//Human DNA sequence from PAC 127B20 
on chromosome 22qll.2-qter, contains gene for GTP 
ase-activating protein similar to rhoGAP protein, 
ribosomal protein L6 pseudogene, ESTs and CA repea 
t//l. 9e-58: 295: 97//Hs. 102336: Z83838 
F-MAMMA1001322//ESTs//9. 4e-18: 221: 74//Hs. 139132: AA 
211087 

F-MAMMA1001324//Human endogenous retrovirus pHE.l 
(ERV9)//6. 7e-75: 745: 73//Hs. 93174: X57147 
F-MAMMA1001330//ESTs//2. 6e-26: 169: 91//Hs. 4209: AA20 
5806 

F-MAMMA1001341//ESTS//0. 10: 267: 62//Hs. 155922: AI 147 
197 

F-MAMMA1001343//ESTs//0. 0024: 323: 62//Hs. 119238: AA4 
76267 

F-MAMMA1001346//Homo sapiens mRNA for KIAA0715 pro 
tein, parti al cds//0. 94: 89: 75//Hs. 109358: AB018258 
F-MAMMA1001383//Putative mismatch repair/binding p 
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rotein hMSH3//7. 3e-49: 273: 80//Hs. 42674: U61981 
; F-MAMMA1001388//INSULIN-LIRE GROWTH FACTOR BINDING 
PROTEIN COMPLEX ACIDLABILE CHAIN PRECURS0R//4,6e- 
09:415:58//Hs.839:M86826 

F-MAMMA1001397//Prostaglandin 12 (prostacyclin) sy 
nthase //l . 3e-26: 358: 67//Hs. 61333: D83402 
F-MAMMA1001408//ESTs//7. 2e-06: 123: 72//Hs. 26753: R60 
763 

F-MAMMA1001411//Autosomal dominant polycystic kidn 
ey disease type II//1. 0: 176: 64//Hs. 82001: U50928 10 
F-MAMMA1001419//Homo sapiens RIAA0395 mRNA, parti a 
1 cds//4. le-45: 409: 80//Hs. 43681: AL022394 
F-MAMMA1001420//Homo sapiens mRNA for alpha(l,2)fu 
cosyl transferase, complete cds//0. 00042: 125: 75//H 
s. 46328: D87942 

F-MAMMA1001435//Human HsUMIS mRNA for HsIimlS, co 
mplete cds//8. 2e-43: 543: 71//Hs. 37181: D64108 
F-MAMMA1001442//ESTs//7. 9e- 15: 103: 92//Hs. 25780: R51 
321 

F-MAMMA1001446//ESTs//3. 5e-44: 292: 73//Hs. 111583: AA 20 
463590 

F-MAMMA1001452//ESTs//0. 73: 152: 65//Hs. 163766: AI 424 
040 

F-HAMMA1001465//ESTs//l . Oe- 15: 201 : 75//Hs. 8836: AA18 
1053 

F-MAMMA1001476//Human mRNA for 5' -terminal region 
of UMK, complete cds//2.0e-24: 273: 72//Hs. 75939: D78 
335 

F-HAMMA1001487//ESTS, Weakly similar to 0RF2-like 
protein [H. sapiens]//3. 2e-25: 397: 68//Hs. 116874: AA5 30 
24909 

F-MAMMA1001501//CALPAIN 1, LARGE//3. le-53: 438: 81// 
Hs.2575:X04366 

F-MAMMA1001502//Human pl20E4F transcription factor 
mRNA, complete cds//0. 99: 258: 61//Hs. 154196: U87269 
F-MAMMA1001510//ESTs//8. 7e-09: 380: 61//Hs. 118701: AA 
420795 

F-MAMMA1001522//ESTs//7. le-44: 321: 80//Hs. 120170: AI 
018506 

F-MAMMA1001547 40 
F-MAMMA1001551//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds//7. 5e-130: 614: 98//Hs. 129937: AB00 
7931 

F-HAMMA1001575//ESTS, Weakly similar to zinc finge 
r protein C2H2-171 [H.sapiens]//0.71: 181:62//Hs. 11 
8866: AI 017072 

F-MAHMA1001576//Tubulin, gamma polypeptide/^. 7e- 9 
7: 529: 91//Hs. 150785: M61764 

F-MAMHA1001590//EST//1 . 7e- 13: 94: 92//Hs. 95900: AA160 
339 50 
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F-MAMMA1001600//EST//1. Oe-08: 81: 87//Hs. 149220: AI 24 
7132 

F-MAMMA1001604//EST//0. 0070: 157: 62//Hs. 162516: AA58 
3375 

F-MAMMA1001606//Human clone 23627 mRNA, complete c 
ds//0. 64: 336: 58//Hs. 23642: U79266 
F-MAMMA1001620//ESTs//6. 8e- 16: 99: 79//Hs. 164052: AA8 
36152 

F-MAMMA1001627//Pregnancy-associated plasma protei 
n A//0. 27: 379: 58//Hs. 158229: U28727 
F-MAMMA1001630//Human DNA sequence from clone 71L1 
6 on chromosome Xpll. Contains a probable Zinc Fing 
er protein (pseudo)gene, an unknown putative gene, 
a pseudogene with high similarity to part of anti 
gen KI-67, a putative Chondroitin 6-Sulfotransfera 
se LIKE gene and a RIAA0267 LIKE putative Na(+)/H 
(+) exchanger protein gene. Contains a predicted C 
pG island, ESTs, STSs and GSSs and genomic markers 
DXS1003 and DXS1055//1. 4e- 40: 447: 73//Hs. 154353 :AL0 
22165 

F-MAHHA1001633//Human zinc finger protein (LD5-1) 
mRNA, complete cds//3.6e-44: 611: 67//Hs. 57679: U5779 
6 

F-HAMMA1001635 

F-MAMMA1001649//ESTs//l. 4e-47: 238: 99//Hs. 124063: T7 
5524 

F-MAMHA1001654//Homo sapiens retinal rod Na-Ca+K e 
xchanger (NCKX1) mRNA, complete cds//0. 00069: 140:68 
//Hs. 59829: AB014602 

F-MAMMA1001663//Homo sapiens mRNA for KIAA0448 pro 
tein, complete cds//0. 015: 135: 71//Hs. 27349: AB00791 
7 

F-MAMMA1001670//ESTs, Highly similar to 52 KD R0 
PROTEIN [Homo sapiens]//0. 064: 472: 60//Hs. 110819: AI 
027548 

F-MAMMA1001671 

F-MAHMA1001679//ESTS//0. 94: 55: 83//Hs. 152506: AA5733 
17 

F-MAMMA1001683//ESTs//l. 6e-92: 480: 96//Hs. 118496: AA 
036889 

F-HAHHA1001686//ESTS//0. 00019: 171: 66//Hs. 140402: AI 
138765 

F-MAMMA1001692//ESTs//0. 97: 104: 70//Hs. 27596: AI 1885 
49 

F-MAMMA1001711//Human G protein- coupled receptor 
(STRL22) mRNA, completecds//8.0e-45:323:83//Hs.464 
68:U45984 

F-MAHHA1001715//ESTs//l. 3e-14: 188: 72//Hs. 130815: AA 
936548 . 

F-MAMMA1001730//ESTS//0. 048: 198: 65//Hs. 116412: AA50 
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F-HAMMA1001735//Buman beta- tubulin class III isoty 
pe (beta- 3) mRNA, complete cds//l . 5e- 1 1 1 : 725: 84//H 
s. 159154: U47634 

F-MAMMA1001740//EST//0. 77: 119: 65//Hs. 148140: AA8870 
98 

F-HAMMA1001743//ESTs//6. 5e-27: 195: 72//Es. 163688: H4 
8768 

F-MAMMA1001744//EST//0. 00019: 134: 70//Hs. 146863: AI 1 
61245 10 
F-MAMMA1001745//Human Line-1 repeat mRNA with 2 op 
en reading frames//4.7e-67: 822: 69//Hs. 23094: M19503 
F-MAMMA1001751//Homo sapiens two P domain potassiu 
m channel subunit (H0H01) mRNA, complete cds//1.0e 
-36: 583: 65//Bs. 79351: U33632 
F-MAMHA1001754//ESTs//5. le-97: 456: 99//Hs. 157928: AA 
775822 

F-HAMMA1001757//EST//0. 042: 177: 63//Hs. 144436: R0710 
9 

F-HAMMA1001760//Homo sapiens RET finger protein-li 20 
ke 1 anti sense transcript, parti al//6.6e-41: 309: 84 
//Us. 102576: AJ010230 

F-HAMMA1001764//ESTs//0. 057: 290: 60//Hs. 68647: AA524 
072 

F-HAMMA1001768//Human transcription factor, forkhe 
ad related activator 4(FREAC-4) mRNA, complete cds 
III, 2e-05: 504: 60//fls. 96028: AF042832 
F-MAMHA1001769//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//l. le-85: 686: 79//Hs. 113283: AF018080 
F-MAMMA1001771//Human semaphorin III family homolo 30 
g mRNA, compl ete cds//0. 00071 : 392: 60//Hs. 32981 : U38 
276 

F-MAMMA1001783//ESTs//8. 8e-23: 206: 79//Hs. 142524: HO 
2940 

F-MAMMA1001785//ESTs//l. 3e-52: 270: 97//Hs. 61809: AA5 
03549 

F-MAMHA1001788//Human kpni repeat mma (cdna clone 
pcd-kpni-8), 3' end//6.7e-21: 212: 77//Hs. 103948: K0 
0627 

F-MAMHA1001790//Homo sapiens RIAA0409 mRNA, partia 40 
1 cds//2. 2e-06: 139: 72//Hs. 5158: AB007869 
F-MAMMA1001806//ESTs//6. 4e-44: 373: 79//Hs. 105665: H7 



F-HAMHA1001812//ESTs//4. 8e-83: 407: 97//Hs. 98613: D83 
884 

F-MAMMA1001815//EST//2. le-56: 374: 85//fls. 141488: N47 
096 

F-HAMMA1001817//EST//8. 6e-39: 336: 78//Hs. 162236: AA5 
51582 

F- HAHHA1 001 8 1 8//EST//0. 32: 375: 58//Hs. 72729: AA16758 50 
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F-HAHHA1001820//Homo sapiens cytokine-like factor- 
1 precursor (CLF-1) mRNA, complete cds//0.082:153: 
66//Hs.l 14948: AF059293 

F-MAMHA1001824//EST//0. 0013: 195: 63//Hs. 129275: AA99 
2742 

F-MAHMA1001836//ESTs//7. 4e-52: 283: 95//Hs. 92290: R78 
691 

F-MAMMA1001837//Homo sapiens mRNA for zinc finger 
protein FPM315, complete cds//2.0e-29:641:62//Hs.5 
6808: D88827 

F-MAMMA1001848//ESTs//3. 5e-53: 264: 99//fls. 116430: AA 
644665 

F-HAHMA1001851//ESTs//0. 00050: 251: 64//Hs. 163776: AI 
393028 

F-MAMMA1001854 

F-MAHMA1001858//EST//1.0: 113:68//Hs. 132482: AA92221 
8 

F-MAMMA1001864//EST//L 3e-06: 399: 60//Hs. 161500: N68 
060 

F-MAMMA1001868//Homo sapiens nuclear receptor co-r 
epressor N-CoR mRNA, complete cds//0.084:672:58//fl 
s.l 52455: AF044209 

F-MAMMA1001874//ESTs//0. 97: 292: 58//Hs. 24553: AI 1506 
87 

F-HAHHA1001878 

F-MAMMA1001880//ESTs//9. 2e-09: 277: 62//Hs. 15776: T91 
944 

F-MAMMA1001890//EST//1. 7e-85: 440: 97//Hs. 128842: AA9 
77576 

F-MAHMA1001907//EST//2. 7e-26: 294: 74//Hs. 98794: AA43 
4078 

F-MAMMA1001908//ESTs//3. 2e-109: 505: 100//fls. 146145: 
AI 391521 

F-HAMHA1001931//ESTS//1.0: 108:67//Hs. 126624: AA7688 
74 

F-MAMMA1001956//Apolipoprotein E//1. 0: 322: 59//Hs. 7 
6260: H12529 

F-MAMHA1001963//ESTs//0. 84: 320: 60//Hs. 6523: AA21885 
9 

F-MAHMA1001969//Homo sapiens clone 23892 mRNA sequ 
ence//3. 6e-79: 423: 81//Hs. 91916: AF035317 
F-MAHHA1001970//0xytocin receptor//9. 7e-31: 626: 64/ 
/Hs.2820:X64878 

F-MAMMA1001992//EST, Weakly similar to reverse tra 
nscriptase [H. sapiens]//7. 9e-09: 150: 72//Hs. 118222: 
N91115 

F-MAMMA1002009//ESTS//2. 2e- 18: 234: 69//Hs. 21978: AA0 
09633 

F-MAHMA1002011//ESTs//0. 91: 276: 59//Hs. 141196: AA704 
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F-MAMMA1002032//ESTs//7. 8e-40: 344: 77//Hs. 141658: N7 
7915 

F-MAMMA1002033//ESTs//2. 5e-30: 293: 76//Hs. 139158: AA 
226159 

F-MAMMA1002041//Bomo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0484//1.2e-54:455:70//Hs. 158 
095:AB007953 

F-MAMMA1002042//ESTs//l . 4e-20: 199: 79//Hs. 140913: R4 
4580 10 
F-MAMMA1002047//EST//4. 2e-14: 170: 75//Hs. 124348: AA8 
30225 

F-MAMMA1002056//EST//2. le-49: 414: 80//Hs. 162335: AA5 
64256 

F-MAMMA1002058//EST//4. 7e-26: 268: 78//Hs. 140520: AA8 
09305 

F-MAMMA1002068//Human Line-1 repeat mRNA with 2 op 
en reading frames//8.5e-36: 382: 75//Hs. 23094: M19503 
F-MAMMA1002078 

F-MAMMA1002082 20 
F-MAMMA1002084//EST//0. 37: 351: 59//Hs. 46576: N46012 
F-MAMMA1002093//Homo sapiens mRNA for ATP-dependen 
t RNA hel i case, partial //0. 54: 388: 57//Hs. 99423: AJ0 
10840 

F-MAMMA1002108//Loricrin//0. 00066: 410: 56//Hs. 15565 
7:M61120 

F-MAMMA1002118//EST//0. 50: 202: 64//Hs. 126872: AA9329 
32 

F-MAMMA1002125//Small inducible cytokine A5 (RANTE 
S) III. 4e-39: 272: 86//Hs. 155464: AF088219 30 
F-MAMMA1002132//EST//6.4e-05:245:60//Hs. 149361: AI2 
72963 

F-MAMMA1002140//ESTs//5. 8e-33: 212: 77//Hs. 141203: H5 
2638 

F- MAMMA 1 002 1 43//SERUM PROTEIN MSE55//1. 9e-12: 192:7 
0//Hs. 148101 : H88338 

F-MAMMA1002145//EST//0. 12: 204: 60//Hs. 160983: AI 3928 
37 

F-MAMMA1002153 

F-MAMMA1002155//ESTs, Weakly similar to p40 [H.sap 40 
iens] //3. 6e-67: 335: 97//Hs. 88424: AA28 1385 
F-MAMMA1002156//Integrin, beta 3 (platelet glycopr 
otein Ilia, antigen CD61) //0. 99: 310: 58//Hs. 87149: M 
35999 

F-MAMMA1002158//EST//0. 015: 278: 58//Hs. 162666: AA605 
196 

F-MAMMA1002170//40S RIB0S0MAL PROTEIN S2//6.9e-82: 
573: 82//Hs.l 19389: X17206 

F-MAMMA1002174//Human N0F1 mRNA, complete cds//2.2 
e-42: 375: 78//Hs. 75859: U39400 50 
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F-MAMMA1002198//H. sapiens mRNA for thiol -specific 
antioxidant//3. 3e-36: 121: 98//Hs. 146354: Z22548 
F-MAMMA1002209//ESTs//l. le-84: 409: 98//Hs. 139235: AA 
278362 

F-MAMMA1002215//Loricrin//0. 0024: 369: 57//Hs. 15565 
7:M61120 

F-MAMMA1002219//ESTs, Weakly similar to coded for 
by C. elegans cDNA yk52M0.3 [C.elegans]//9.5e-41: 
202: 100//Hs. 1 18849: AA215645 
F-MAMMA1002230//ESTs//0. 92: 253: 60//Hs. 4222: AI 02406 
3 

F-MAMMA1002236//ESTs, Moderately similar to initia 
tion factor eIF-2B gamma subunit [R. norvegicus]// 
4. 6e-69: 344: 90//Hs. 76822: AI 359536 
F-MAMMA1002243//Homo sapiens serine threonine kina 
se 11 (STKU) mRNA, complete cds//0.99:454:56//Hs. 
122755: AF032986 

F-MAMMA1002250//Human involucrin mRNA//0. 0037: 396: 
62//Hs.l57091:M13903 

F-MAMMA1002267//ESTs//2. 0e-12: 296: 62//Hs. 155686: AI 
308841 

F-MAMMA1002268//Human N-type calcium channel alpha 
-1 subunit mRNA, complete cds//1.2e-06:427:61//Hs. 
69949: M94172 
F-MAMMA1002269 

F-MAMMA1002282//ESTs//5. 9e-65: 342: 95//Hs. 13962: T72 
715 

F-MAMMA1002292//EST//0. 0050: 346: 58//Hs. 97639: AA398 
440 

F-MAMMA1002293//Homo sapiens DNA fragmentation fac 
tor 40 kDa subunit (DFF40) mRNA, complete cds//2.8 
e-60: 387: 75//Hs. 133089: AF064019 
F-MAMMA1002294//Human growth/differentiation facto 
r 1 (GDF-1) mRNA, complete cds//4.3e-07:349:64//H 
s. 92614: M62302 

F-MAMMA1002297//EST//0. 98: 98: 68//Hs. 148207: AA89746 
0 

F-MAMMA1002298//Paired basic amino acid cleaving s 
ystem 4//0. 0061: 471: 57//fls. 77234: AB001914 
F-MAMMA1002299//ESTs//L0: 162:68//Hs. 134132: AA2059 
35 

F-MAMMA1002308//ESTs, Weakly similar to MM ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6. 9e-4 
1: 293: 83//Hs. 105292: AA504776 
F-MAMMA1002310//Homo sapiens serine protease- like 
protease (nesl) mRNA, complete cds//0. 0037: 173:67// 
Hs. 69423: AF055481 

F-MAMMA1002311//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0487//L8e-41:473:65//Hs.923 
81:AB007956 
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F-MAMMA1002312//ESTs//0. 0017: 279: 60//Hs. 163773: AA8 
06291 

F-MAMMA1002317//ESTs//l. 0: 131: 64//Hs. 66075: F08908 
F-MAMHA1002319//Hofflo sapiens clone 24566 mRNA sequ 
ence//l. 2e-28: 410: 68//Hs. 133342: AF070536 
F-MAMMA1002322//ESTs//l. 2e-47: 356: 82//Hs. 152413: AA 
780515 

F-MAMMA1002329//Horao sapiens clone 24444 RaP2 inte 
racting protein 8 (RPIP8) mRNA, complete cds//0.00 
79: 143: 67//Hs. 6755: AF055026 10 
F-MAMMA1002332//Human kpnl repeat mrna (cdna clone 
pcd-kpni -8) , 3' end//l . 2e-26: 342: 72//Hs. 103948: K0 
0627 

F-MAMHA1002333//Homo sapiens mRNA for KIAA0711 pro 
tein, complete cds//6.8e-07:669: 58//Hs.5333:AB0182 
54 

F-MAMMA1002339//H. sapiens mRNA for retrotransposon 
//3. 2e-40: 348: 73//Hs. 6940: Z48633 
F-MAMMA1002347//EST, Moderately similar to !!!! AL 
U SUBFAMILY J WARNINGEJJTRY [H. sapiens] //3.9e- 20 
14: 146: 81//Hs. 163073: R02591 
F-MAMMA1002351//ESTs//l. 2e-74: 371: 96//fls. 111429: W2 
8907 

F-MAMMA1002352//EST//1 . 7e-09: 198: 68//Hs. 149218: AI 2 
47086 

F-MAMMA1002353//ESTs//7. 4e-15: 163: 77//Hs. 157253: AI 
357539 

F-MAMMA1002355//Homo sapiens RIAA0441 mRNA, comple 
te cds//7. 7e-47: 307: 78//Hs. 32511: AB007901 
F-MAMMA1002356//ESTs//0. 012: 380: 58//Hs. 105349: AA77 30 
9733 

F-MAMMA1002359//EST//1. le-44: 264: 77//Hs. 141095: H23 
818 

F-MAMMA1002360//ESTs//7. 6e-15: 200: 70//Hs. 19770: AA4 
47830 

F-MAMMA1002361//ESTs//2. 5e-29: 277: 79//Hs. 155115: AA 
669923 

F-MAMMA1002362//EST//0. 25: 304: 58//Hs. 162427: AA5763 
45 

F-MAMMA1002380//FACT0R VIII INTR0N 22 PR0TEIN//0.2 40 
9:485:59//Hs.83363:M34677 

F-MAMMA1002384//ESTs//l. le-05: 220:65//Bs. 141388: R5 
2022 

F-MAMMA1002385//ESTs, Moderately similar to T1IC6. 
8 [C. el egans] //8. 4e- 118: 578: 97//Hs. 25516: AI 086362 
F-MAMMA1002392//EST//0. 85: 319: 57//fls. 126484: AA9136 
24 

F-MAMMA1002411//ESTs//0. 00044: 89: 76//Hs. 141685: AI 1 
42632 

F-MAMMA1002413//ESTs//0. 0020: 303: 61//Hs. 94903: W857 50 
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F-MAMMA1002417//ESTs//l. 4e-06: 223: 65//Hs. 143695: AA 
662745 

F-HAMMA1002427//ESTs//5. 4e-48: 356: 82//Hs. 146811: AA 
410788 

F-MAMMA1002428//EST//1. 0: 96: 71//Hs. 105130: AA482030 
F-MAMMA1002434//Human mRNA for KIAA0118 gene, part 
ial cds//2. 2e-52: 370: 83//Hs. 154326: D42087 
F-MAMMA1002446 

F-MAMMA1002454//ESTs//9. le-50: 163: 100//Bs. 80162: AA 
534809 

F-MAMMA1002461//Human diacyl glycerol kinase (DAGK) 
mRNA, compl ete cds//6. 3e-06: 595: 59//Hs. 99932: L387 
07 

F-MAMMA1002470 

F-MAMMA1002475//Human MAP kinase activated protein 
kinase 2 mRNA, complete cds//0.018:417:58//Hs.750 
74:1112779 

F-MAMMA1002480//ESTs//0. 0015: 258: 62//Hs. 132082: N67 
059 

F-MAMMA1002485//Hamo sapiens stanniocalcin-2 (STC- 
2) mRNA, complete cds//9. 4e- 120: 560: 98//Hs. 155223: 
AF055460 

F-MAMMA1002494//ESTs//2. 4e-68: 359: 95//Hs. 124652: AA 
857628 

F-MAMMA1002498//ESTs, Weakly similar to hypothetic 
al protein [H. sapiens]//4.0e-07: 257: 63//Hs. 133013: 
AA604920 

F-MAMMA1002524//Huntingtin (Huntington disease)// 
0. 0085: 215: 65//Hs. 79391: L12392 
F-MAMMA1002530//Homo sapiens cytosolic phospholipa 
se A2 gamma (cPLA2 gamma) mRNA, complete cds//4.5e 
- 162: 775: 97//Hs. 18858: AF065214 
F-MAMMA1002545//ESTs//6. 4e-46: 351: 81//Hs. 146811: AA 
410788 

F-MAMMA1002554 

F-MAMMA1002556//Human beige- like protein (BGL) mRN 
A, partial cds//0. 96: 187: 62//Hs. 62354: M83822 
F-MAMMA1002566//ESTs//0. 0033: 130: 68//Hs. 1 17018: AA8 
32421 

F-MAMMA1002571//EST//0. 28: 115:66//Hs. 156768: AI 3513 
68 

F-MAMMA1002573//ESTs//2. le-48: 265: 94//fls. 155128: AI 
224516 

F-MAMMA1002585 

F-MAMMA1002590//ESTs//3. 2e- 1 1 : 280: 63//Hs. 36049: AA4 
36831 

F-MAMMA1002597//ESTs//4. 8e-10: 118: 77//Hs. 156166: AI 
334107 

F-MAMMA1002598//Ribosomal protein L7//3.6e-23: 123: 
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100//Hs.l53:X57958 

F-MAMMA1002603//EST//0. 070: 99: 71//Hs. 122387: AA7892 
20 

F-MAMMA1002612//ESTs, Moderately similar to hCDCIO 
protei n [H. sapi ens] //8. 3e- 18: 353: 65//Hs. 60895: AA4 
28463 

F-MAMMA1002617//B94 PR0TEIN//0. 0097: 229: 62//Hs. 755 
22:M92357 
F-MAMMA1002618 

F-HAMMA1002619 10 
F-HAMMA1002622//Homo sapiens advillin mRNA, comple 
te cds//4. 7e-22: 157: 90//Hs. 47344: AF04 1449 
F-MAMMA1002623//EST//1. 5e-33: 168: 81//Hs. 141526: N52 
300 

F-HAMHA1002625 

F-HAHHA1002629//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0507//1. le-35: 355: 76//Hs. 158 
241:AB007976 

F-MAMMA1002636//Homo sapiens mRNA for RIAA0288 gen 
e, compl ete cds//l . 9e-05: 439: 61//fls. 91400: AB006626 20 
F-HAMMA1002637//KINESIN LIGHT CHAIN//2. Oe-47: 367: 7 
2//Hs. 117977: L04733 

F-HAMMA1002646//EST//L 2e-32: 302: 78//Bs. 112540: AA6 
01385 

F-MAMMA1002650//TRICH0HYAUN//1. 2e-08: 570: 63//Hs. 8 
2276: L09190 

F-HAMMA1002655//EST//8. 8e-40: 198: 100//Hs. 159724: AI 
393335 

F-MAMMA1002662//EST//0. 99: 95: 63//Hs. 144074: AI 00548 
9 30 
F-MAMMA1002665//Lysosomal -associated membrane prot 
ein 2//1. 8e-35: 722: 64//Hs. 8262: U36336 
F-MAMMA1002671//Cycl in-dependent kinase inhibitor 
1C (p57, Ri p2)//8.6e-06: 272: 64//Hs. 106070: U22398 
F-MAMMA1002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA0214 pro 
tein, complete cds//l. 2e-162: 752: 99//Hs. 3363: D8698 
7 

F-HAMMA1002685//ESTs//7. 5e-40: 373: 78//Hs. 163937: N6 
9915 40 
F-MAHMA1002698//ESTS//2. 5e-09: 190: 68//fls. 138292: AI 
220397 

F-MAMMA1002699//Bomo sapiens epsin 2b mRNA, comple 
te cds//4. 7e-56: 398: 81//Hs. 22396: AF062085 
F-HAMMA1002701//ESTs//4. 3e-10: 110: 80//Hs. 156041: AI 
274697 

F-MAMMA1002708//Homo sapiens mRNA for alpha(l,2)fu 
cosyl transferase, compl ete cds//i . le-51 : 307: 79//H 
s. 46328:087942 

F-MAMMA100271 1//EST//3. 6e-38: 186: 77//Hs. 139715: N25 50 
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F-MAMMA1002721//EST//3. 9e-06: 110: 71//Hs. 136758: AA7 
14692 

F-MAMMA1002727//EST//0. 97: 137: 63//Hs. 145153: AI 1501 
65 

F-MAMMA1002728//ESTs, Highly similar to PAB-DEPEN 
DENT P0LY(A) -SPECI FI CRI BONUCLEASE [Saccharomyces c 
erevisiae]//2.6e-12: 129:81//Hs. 154181: AA193502 
F-MAMMA1002744//ESTs//0. 0026: 420: 58//Hs. 95793: AA61 
7853 

F-MAMMA1002746//ESTs//0. 28: 117: 69//Hs. 12925:T66312 
F-MAMMA1002748 

F-HAMMA1002754//ESTs//l. le-34: 340: 77//Bs. 163641: R6 
1848 

F-MAMHA1002758//Homo sapiens KIAA0442 mRNA, parti a 
1 cds//l. le-27: 151: 98//Hs. 32168: AB007902 
F-MAM»A1002764//ESTs//l. 7e-45: 323: 84//Hs. 155243: N7 
0293 

F-MAMHA1002765//EST//3. 2e-ll: 145: 73//Hs. 162551: AA5 
84782 

F-HAHMA1002769 

F-MAMMA1002775//Huinan ABL gene, exon lb and intron 
lb, and putative H8604 Met protein (M8604 Met) g 
ene//7. 6e-84: 417: 97//Hs. 77705: U07563 
F-MAHMA1002780//EST//0. 78: 210: 63//Hs. 149413: AI 2739 
88 

F-HAHHA1002782 

F-MAMMA1002796//ESTs//0. 021: 122: 65//Hs. 132221: AI 38 
0710 

F-MAHMA1002807//EST//1. 0e-31: 184: 71//Hs. 161497: N66 
919 

F-MAMMA1002820//ESTs//0. 21: 292: 59//Hs. 132513: AI 378 
514 

F-MAMHA1002830//Homo sapiens mRNA for KIAA0563 pro 
tein, complete cds//2.4e-57: 286:88//Hs. 15731:AB011 
135 

F-HAHHA1002833//Human mRNA for RIAA0033 gene, part 
ial cds//9. le-52: 583: 72//Hs. 22271: D26067 
F-MAMHA1002835 

F-MAMHA1002838//ESTs, Weakly similar to NADH-UBIQU 
I NONE 0X1 D0REDUCTASE CHAIN 1 [Locusta migratoria]/ 
/7. 7e-38: 179: 78//Hs. 141344: H29951 
F-HAMMA1002842//ESTs//l. 7e-19: 134: 89//Hs. 111583: AA 
463590 

F-MAHMA1002843//Homo sapiens mRNA for KIAA0810 pro 
tein, partial cds//5.4e-137: 635: 99//Hs. 7531 :AB0183 
53 

F-MAHMA1002844//ESTs, Weakly similar to Y53C12A.3 
[C. elegans] //l. 6e-07: 329: 58//Hs. 107747: AI 357868 
F-MAHHA1002858 
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F-MAMMA1002868//EST//4. le-23: 180: 77//Hs. 163196: AA7 
67643 

F-MAMHA1002869//Human PINCH protein mRNA, complete 
cds//7. Oe-88: 696: 78//Hs. 83987: U09284 
F-MAMHA1002871//ESTs//3. 4e-93: 466: 96//Hs. 11873: T68 
423 

F-MAMM1002880//EST//2. Oe-09: 364: 59//Hs. 145181: AI 1 
83632 

F-MAMMA1002881//Bomo sapiens mRNA for 25 kDa tryps 
in inhibitor, completecds//3. 8e-30: 680: 61//Hs. 1297 10 
32: D45027 

F-MAMMA1002886//Long (electrocardiographic) QT syn 
drome 2//0. 00075: 504: 60//Hs. 19944: U04270 
F-MAMMA1002887//ESTs//0. 044: 144: 68//Hs. 133152: H916 
57 

F-MAMHA1002890//EST//1. 7e-05: 74:86//Hs. 116013: AA61 
2666 

F-MAMMA1002892//EST//2. le-67: 383: 93//Hs. 22815: R442 
65 

F-MAMMA1002895//Human transcription factor ERF-1 id 20 
RNA, complete cds//0. 00053: 382: 57//Hs. 61796: U85658 
F-MAMHA1002908//EST//0. 0022: 132: 68//Hs. 161697: AA22 
4952 

F-MAMMA1002909//ESTs//9. le-21: 343: 70//Hs. 142068: AA 
176125 

F-MAMMA1002930//ESTs//0. 55: 72: 72//Hs. 132440: AA9237 
30 

F-MAMMA1002937//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 84 [H. sapiens]//7. 9e- 103: 485: 99//Hs, 1029 
28: AI 346344 30 
F-HAMHA1002938//Homo sapiens mRNA for KIAA0698 pro 
tein, complete cds//1.6e-194: 910: 98//Hs. 31720: AB01 
4598 

F-MAMMA1002941//ESTs//9.5e-19: 196:67//Hs. 137945: AI 
423389 

F-HAMMA1002947//ESTs//l. 2e-96: 460: 99//Hs. 156001: AI 
313418 

F-MAMMA1002964//Homo sapiens KIAA0424 mRNA, parti a 
1 cds//0. 48: 250: 60//Hs. 54697: AB007884 
F-HAMMA1002970//EST//2. Oe- 16: 132: 84//Hs. 136518: AA6 40 
01400 

F-HAMMA1002972 

F-MAMMA1002973//ESTs//3. 2e-43: 225: 74//Hs. 155179: AA 
223932 

F-MAMMA1002982//ESTs//0. 0017: 162: 66//Hs. 152669: AA6 
04944 

F-MAMMA1002987//EST//0. 044: 254: 59//Hs. 135014: AI 095 
645 

F-MAHMA1003003//Coagulation factor III (thrombopla 
stin, tissue factor) //3.9e- 22: 185: 83//Hs. 62192: J02 50 
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F-MAMMA1003004//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//1. Oe-16: 343: 61//Hs. 159 
897:AB007970 

F-MAMMA1003007//EST//6. 6e- 10: 265: 66//Hs. 144389: AA5 
30979 

F-MAMMA1003011//Homo sapiens hi stone macroH2A1.2 m 
RNA, complete cds//6.2e-51: 620: 69//Hs. 75258: AF0541 
74 

F-MAHMA1003013//Human H0X4C mRNA for a homeobox pr 
otein//0. 73: 347: 58//Hs. 74061:X59372 
F-MAMMA1003015//EST//2.5e-ll: 137:77//fls. 141312:H73 
062 

F-MAHMA1003019//ESTs//0. 0099: 182: 65//fls. 60787: AI 37 
4951 

F-MAHMA1003026//EST//1. 0: 136: 67//Hs. 9123: T50137 
F-MAMMA1003031//EST//1. 3e-ll: 244:67//Hs. 136611:AA6 
69549 

F-MAMMA1003035 

F-MAMMA1003039//ESTs//l. 4e-23: 265: 74//H.S. 33393: R83 
391 

F-MAHMA1003040//Homo sapiens tapasin (NGS-17) mRN 
A, compl ete cds//l . 5e-93: 339: 85//Hs. 5247: AF029750 
F-MAMMA1003044//Cycl i n D2//1 . 0: 234: 61//Hs. 75586: Dl 
3639 

F-MAMMA1003047//H. sapiens mRNA for F25B3.3 kinase 
like protein from C.elegans//1.0: 209: 60//Hs. 99491: 
Y12336 

F-MAMMA1003049//EST//0. 99: 126: 67//Bs. 162634: AA6017 
42 

F-MAMMA1003055//ESTs//0. 00011: 130: 70//Hs. 130539: R6 
8518 

F-MAMMA1003056 

F-HAMMA1003057//ESTs, Moderately similar to hypoth 
etical protein MD6 [M.musculus]//1.3e-88:334:97//H 
s. 96500: AI 206781 

F-HAMHA1003066//ESTs//0. 77: 88: 71//Hs. 143618: AI0226 
18 

F-MAHHA1003089//Homo sapiens mRNA for KIAA0631 pro 
tein, partial cds//4,5e^51: 329: 71//Hs. 75154: AB0145 
31 

F-MAMMA1003099//Homo sapiens actin-binding protein 
homol og ABP-278 mRNA, compl ete cds//8. 5e-44: 288: 88 - 
//Hs. 81008: AF043045 

F-MAHHA1003104//H. sapiens mRNA for ASH-like phosph 
odi esterase 3a//l. 0: 213: 60//Hs. 42945: Y08136 
F-MAMHA1003113//flomo sapiens mRNA for hair keratin 

acidic 3-II//0. 99: 200: 64//Hs. 32950: X82634 
F-HAHMA1003127//Homo sapiens brush border myosin I 

(BBMI) mRNA. compl etecds//5. 4e- 27: 421 :66//Hs. 539 
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F-MAMMA1003135//Envoplakln//0. 56: 250: 62//Hs. 25482: 
U53786 

F-MAMMA1003140 

F-MAMHA1003146//Homo sapiens mRNA for GalT3 protei 
n//7. 2e-82: 397: 97//Hs. 151344: Y15062 
F-MAMMA1003150//Homo sapiens mRNA for KIAA0515 pro 
tein, partial cds//0. 00019: 297: 61//Hs. 108945: AB011 
087 

F-MAMMA1003166//Glycoprotein lb (platelet), beta p 10 
olypeptide//! . 2e-31: 487: 65//Hs. 3847: U59632 
F-NT2RM1000001//Human plectin (PLEC1) mRNA, comple 
te cds//0. 16: 244: 63//Hs. 79706: U53204 
F-NT2RM1000018//Human mRNA for KIAA0066 gene, part 
ial cds//l. 5e-66: 385: 92//Hs. 82510: D31886 
F-NT2RM1000032 

F-NT2RM1000035//Human mRNA for RIAA0199 gene, part 
ial cds//4. le-110: 849: 81//Hs. 78442: D83782 
F-NT2RM1000037//Homo sapiens mRNA for KIAA0690 pro 
tein, partial cds//3.5e-108: 542: 95//Hs. 60103: AB014 20 
590 

F-NT2RM1000039//Human plectin (PLEC1) mRNA, comple 
te cds//0. 1 1 : 545: 57//Hs. 79706: U53204 
F-NT2RM1000055//ESTs, Highly similar to TIP120 [R. 
norvegi cus] //3. 2e-69: 353: 96//Hs. 154980: AA948067 
F-NT2RM1000059//Homo sapiens T cell immune respons 
e cDNA7 (TIRC7) mRNA, complete cds//0.029:281:59//H 
s. 46465: U45285 

F-NT2RM1000062//ESTs//0. 30: 368: 59//Hs. 131675: AA843 
210 30 
F-NT2RM1000080//Homo sapiens chromosome 9, PI clon 
e 1 1659//2. 8e- 102: 493: 97//Hs. 3439: AC004472 
F-NT2RM1000086//Homo sapiens mRNA for RIAA0661 pro 
tein, complete cds//5.8e- 116: 550: 97//Hs. 65238: AB01 
4561 

F-NT2RM1000092//Murine leukemia viral (bmi-1) onco 
gene homolog//0. 42: 190: 63//Hs. 431: L13689 
F-NT2RM1000118//Bomo sapiens clone 23763 unknown m 
RNA, partial cds//0. 00086: 126: 70//Hs. 92693: AF0071 5 
5 40 
F-NT2RM1000119//Peroxisome receptor 1//0. 00055: 45 
8: 58//Hs. 158084: Z48054 
F-NT2RM1000127 
F-NT2RM1000131 

F-NT2RM1000132//Homo sapiens NADH: ubiquinone oxido 
reductase NDUFS6 subunit mRNA, nuclear gene encodi 
ng mitochondrial protein, complete cds//3.7e- 92: 44 
8:97//Hs.49767:AF044959 

F-NT2RM1000153//Homo sapiens mRNA for MTG8-related 
* protein MTG16a, complete cds//l. 0: 546: 58//Hs. 1100 50 
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F-NT2RM1000186//Homo sapiens clone 23763 unknown m 
RNA, partial cds//0. 00081: 126: 70//Hs. 92693: AF007 15 
5 

F-NT2RM1000187//ESTs//3. 4e-79: 400: 96//Hs. 54971: AI4 
24382 

F-NT2RM1000199//Homo sapiens mRNA for KIAA0722 pro 
tei n, compl ete cds//0. 87: 454 : 59//Hs. 47061 : AF045458 
F-NT2RM1000242 

F-NT2RM1000244//Homo sapiens centrosomal Nek2-asso 
ciated protein 1 (C-NAP1) mRNA, complete cds//0.9 
7: 135: 66//Hs. 27910: AF049105 

F-NT2RM1000252//TRICH0HYAUN//0. 030: 273: 58//Hs. 822 
76: L09190 

F- NT2RM1000256//G1 utami ne- f ructose-6- phosphate tra 
nsaminase//l. 5e- 13: 248: 69//Hs. 1674: M90516 
F-NT2RM1000257//ESTs, Highly similar to similar to 
mago nashi [H. sapiens] 111. 9e-98: 530: 93//Hs. 10465 
0:AI 037879 

F-NT2RM1000260//Human mRNA for KIAA0130 gene, comp 
lete cds//2. le-58: 460: 80//Hs. 23106: D50920 
F-NT2RM1000271//ESTs//0. 93: 224: 60//Hs. 91226: AA6490 
47 

F-NT2RM1000272 

F-NT2RM1000280//ESTs, Highly similar to VACUOLAR 
ATP SYNTHASE SUBUNIT D[Bos taurus]//1.3e-21:308:73 
//Hs. 15071 :AA781 144 
F-NT2RM1000300 

F-NT2RH1000314//Human mRNA for RIAA0159 gene, comp 
lete cds//2. 6e-128: 708: 92//Hs. 5719: D63880 
F-NT2RM1000318//Human mRNA for ribosomal protein L 
39, complete cds//l. 8e-35: 182: 99//Hs. 9837: D79205 
F-NT2RM1000341//ESTs//2. 3e-72: 381: 95//Hs. 23070: AA6 
31976 

F-NT2RM1000354//EST//5. 2e-27: 202: 84//Hs. 151 186: Al 1 
25798 

F-NT2RM1000355//ESTs, Weakly similar to putative 
[M.musculus]//7. 7e-75:387:95//Hs. 108619: W28608 
F-NT2RH1000365//ESTs//l. 7e-99: 495: 97//Hs. 103926: AA 
165691 

F-NT2RM1000377//ESTs, Weakly similar to protei n-ty 
rosi ne-phosphatase [H. sapi ens] 111. 4e-91 : 481 : 95//H 
s. 163707: AA137181 

F-NT2RM1000388//65 KD YES- ASSOCIATED PR0TEIN//O.3 
6:340:57//Hs.8939:X80507 

F-NT2RH1000394//HI STONE H3. 3//8. 5e-91: 474: 93//Hs. 1 

18838: HI 1353 

F-NT2RM1000399 

F-NT2RM1000421 

F-NT2RM1000430//Homo sapiens erythroblast macropha 
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ge protein EHP mRNA, complete cds//1.2e-85:418:97/ 
/Hs. 20815: AF084928 

F-NT2RM1000499//ESTs, Weakly similar to KIAA0167 p 
rotein [H. sapiens]//!. 6e- 38: 201: 97//Es. 106262:AI05 
2382 

F-NT2RM1000539//EST//0. 070: 145: 62//Hs. 149711: AI 284 
660 

F-NT2RM1000553//EST//2. 2e-48: 265: 95//Hs. 99230: AA44 
9847 

F-NT2RM1000555//ESTs//0. 82: 193: 61//Hs. 96944: AI 3599 10 
57 

F-NT2RM1000563//Human plectin (PLEC1) mRNA, comple 
te cds//l . 0: 336: 58//Hs. 79706: U53204 
F-NT2RM1000623//Homo sapiens mRNA for KIAA0287 gen 
e, partial cds//0.98: 226: 61//Hs. 17931 :AB006625 
F-NT2RM1000648//ESTs, Weakly similar to similar to 
M. musculus MER5 andother AHPC/TSA proteins [C.el 
egans]//6. 2e-51: 254: 98//fls. 132096: AA314601 
F-NT2RM1000661//Homo sapiens translation initiatio 
n factor 4e mRNA, complete cds//8.5e-55:276:97//H 20 
s. 19122: AF038957 

F-NT2RM1000666//Homo sapiens BAI 1 mRNA, complete 
cds//0. 87: 274: 60//Hs. 113936: AB005297 
F-NT2RM1000669//ESTs//5. 5e-63: 481 : 85//Hs. 90527: AI 1 
88279 

F-NT2RH1000672 

F-NT2RM1000691//Homa sapiens mRNA for HRIHFB2060, 
partial cds//7. Oe- 121: 582: 98//Hs. 146282: ABO 15348 
F-NT2RM1000699//ESTs//l . le-89: 435: 97//Hs. 28964: AA7 
15101 30 
F-NT2RH1000702//ESTs//5. 4e-90: 429: 99//Hs. 151001: AA 
564706 

F-NT2RM1000725//Homo sapiens mRNA for neuropathy t 
arget esterase//l . 5e-66: 435: 85//Hs. 5038: AJ004832 
F-NT2RM1000741//Homo sapiens mRNA for KIAA0567 pro 
tein, partial cds//2. 6e- 127: 690: 92//Hs. 147946: AB01 
1139 

F-NT2RM1000742//Homo sapiens AC133 antigen mRNA, c 
omplete cds//8. 2e-68: 524: 83//Hs. 112360: AF027208 
F-NT2RH1000746//ESTs//2. 6e-37: 231: 89//Hs. 94446: AA8 40 
45465 

F-NT2RM1000770//Homo sapiens KIAA0425 mRNA, comple 
te cds//3. 3e-09: 321 : 63//Hs. 150390: AB007885 
F-NT2RH1000772//Eukaryotic translation initiation 
factor 3 (eIF-3) p36 subunit//0.053: 271:60//Hs. 139 
745: U39067 

F-NT2RM1000780//Human Line-1 repeat mRNA with 2 op 
en reading frames//6. 9e-20: 128: 94//Hs. 23094: M19503 
F-NT2RM1000781//ESTs//4. 4e-60: 346: 92//Bs. 35089: N50 
845 50 



M2 0 0 2- 1 9 1 3 6 3 
3828 

F-NT2RM1000800 
F-NT2RH1000802 

F-NT2RM1000811//Homo sapiens AC133 antigen mRNA, c 
ompl ete cds//l . 2e-64: 490: 84//Hs. 1 12360: AF027208 
F-NT2RM1000826//ESTs//0. 82: 193: 61//Hs. 96944: AI 3599 
57 

F-NT2RM1000829//Mannose-binding lectin, soluble (o 
psonic defect) //0. 92: 283: 58//fls. 2314: X15422 
F-NT2RM1000833//Hydroxysteroid (11-beta) dehydroge 
nase 2//0. 022: 178: 67//Hs. 1376: U26726 
F-NT2RM1000850//fiuman protein tyrosine kinase rela 
ted mRNA sequence//3.8e-06: 384: 59//Hs. 90314: L05148 
F-NT2RM1000852//Hamo sapiens mRNA for ATP-dependen 
t RNA helicase, parti al//3.0e- 149: 726: 97//fls. 9942 
3: AJ010840 

F-NT2RM1000857//ESTs//0. 52: 274: 60//Hs. 112095: AA447 
643 

F-NT2RH1000867//ESTs, Highly similar to signal pep 
tidase: SUBUNIT//5. 3e-54: 277: 96//Hs. 11125: AI015619 
F-NT2RM1000874//ESTs//0. 032: 185: 64//Hs. 97713: AA442 
239 

F-NT2RM1000882//Homo sapiens chromosome 11, BAC CI 
T-HSP-311e8 (BC269730) containing the hFENl gene// 
4. Oe-155: 750: 97//Hs. 132898: AC004770 
F-NT2RM1000883//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds//8.8e-158:762:97//Hs. 
26285: AF082516 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds//6. 3e- 19: 310: 67//Hs. 65238: AB014 
561 

F-NT2RH1000894 
F-NT2RM1000898 

F-NT2RM1000905//EST//4. 8e-07: 77: 84//Hs. 148017: AI 26 
8701 

F-NT2RM1000924//H0KE0B0X PROTEIN HOX-A5//0.00051:4 
58: 59//Hs. 37034:126679 

F-NT2RM1000927//Homo sapiens mRNA for KIAA0807 pro 
tein, partial cds//0. 084: 386: 58//Hs. 101474: AB01835 
0 

F-NT2RM1000962//Human mRNA for KIAA0252 gene, part 
ial cds//0. 98: 299: 59//Hs. 83419: D87440 
F-NT2RM1000978 

F-NT2RM1001003//Homo sapiens alpha-catenin related 
protein (ACRP) mRNA, complete cds//1.3e-161:760:98 
//fls. 58488: U97067 

F-NT2RH1001008//ESTs//1.3e-12: 144:75//Hs. 133122: AI 
025200 

F-NT2RM1001043//EST//0. 24: 117: 64//Hs. 161536: N80395 
F-NT2RM1001044//ESTs, Weakly similar to C43E11.9 
[C. el egans] //3. Oe-98: 491 : 96//Hs. 102173: AA045270 
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F-NT2RM1001059//Human plectin (PLEC1) mRNA, comple 
te cds//0. 52: 533: 57//Hs. 79706: U53204 
F-NT2RM1001066//ESTs//l. 2e-l 14: 538: 99//Hs. 129020: A 
1380703 

F-NT2RM1001072//Human beige-like protein (BGL) mRN 
A, partial cds//0. 69: 586: 56//Hs. 62354: H83822 
F-NT2RM1001074//Macrophage stimulating 1 (hepatocy 
te growth factor- 1 i ke) //0. 0019: 294: 64//Hs. 30223: X9 
0846 

F-NT2RM1001082//Archain//3. 9e-37: 290: 81//Hs. 33642: 10 
X81198 

F-NT2RM1001085 

F-NT2RM1001092//Zinc finger protein 43 (HTF6)//1.9 
e-57: 770: 68//Hs. 74107: X59244 
F-NT2RM1001102//ESTs//l. 2e-35: 638: 63//Hs. 131737: AI 
343331 

F-NT2RM1001105//WEE1-UKE PROTEIN KINASE//0. 0024: 2 
46: 63//Hs. 75188: U10564 

F-NT2RM1001 1 12//ESTs//8. 9e-82: 437: 93//Hs. 6330: H384 
95 20 
F-NT2RM1001115 

F-NT2RM1001139//Keratin 9//1. 5e-05: 518: 59//Hs. 278 
3:Z29074 

F-NT2RM2000006//ESTs//3. 9e-16: 96: 98//Hs. 101117: AA5 
76113 

F-NT2RM2000013//RNA polymerase II polypeptide B (1 
40 kD) //6. 3e- 13: 640: 59//Hs. 148027: X63563 
F-NT2RM2000030 

F-NT2RM2000032//ESTs//7. le-18: 138:68//Hs. 114031:AA 
700958 30 
F-NT2RM2000042//ESTs//0. 0091 : 241 : 61 //Hs. 147895: AI 2 
86243 

F-NT2RM2000092 

F-NT2RM2000093//ESTs//2. 6e-40: 226: 94//Bs. 163521: H4 
2085 

F- NT2RM2000 1 0 1 //ESTs// 1 . 0: 235: 61//Hs. 48860: N27428 
F-NT2RM2000124//Protein kinase. cAMP- dependent, ca 
talytic, alpha//5. 8e-46: 287: 88//Hs. 77271:X07767 
F-NT2RM2000191//Homo sapiens cGMP phosphodiesteras 
eAl (PDE9A) mRNA, complete cds//3.0e- 139: 566: 97// 40 
Hs. 18953: AF067223 

F-NT2RM2000192//EST//3.5e-07: 168:65//Hs. 163122: AA7 
56999 

F-NT2RH2000239//ESTs, Weakly similar to K04G2.6 
[C. elegans]//3. 6e-93: 489: 95//Hs. 143499: R72672 
F-nnnnnnnnnnnn//ESTs//l. Oe-70: 269: 97//Hs. 156175: AI 
334328 

F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 pro 
tein, complete cds//l. Oe- 129: 615: 98//Hs. 111862: ABO 
11162 50 
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F-NT2RM2000259//ESTs//6. le-30: 172:85//Hs. 1 16406: AA 
209520 

F-NT2RM2000260//ESTs//2. 5e-25: 133: 93//Hs. 14169: AA2 
03500 

F-NT2RM2000287//ESTs//6. 2e- 13: 97: 83//Hs. 1 18523: H98 
981 

F-NT2RM2000322//Interferon regulatory factor 5//0. 
84: 208: 61//Hs. 54434: U51127 

F-NT2RM2000359//Homo sapiens mRNA for KIAA0560 pro 
tein, complete cds//2. 8e-176: 805: 99//Hs. 129952: ABO 
11132 

F-NT2RM2000363//ESTs//l. 2e-24: 139: 96//Hs. 48818: N63 
543 

F-NT2RM2000368//Homo sapiens protein kinase C-bind 
ing protein RACR7 mRNA, partial cds//3. 7e-96: 599: 8 
6//Hs. 75871 : U48251 
F-NT2RM2000371 

F-NT2RM2000374//ESTs//3. 2e-13: 98: 91//Hs. 65853: AI05 
0866 

F-NT2RM2000395//Growth arrest-specific 1//0.80: 12 
9:67//Hs.65029: L13698 

F-NT2RM2000402//Human p76 mRNA, complete cds//7.2e 
-23: 714: 59//Hs. 28757: U81006 
F-NT2RM2000407//ESTs//9. 4e-92: 458: 96//Hs. 148873: T3 
3582 

F-NT2RM2000420//EST//1 . 8e-61 : 296: 99//Hs. 147186: AI 1 
93053 

F-NT2RH2000422//Soiute carrier family 6 (neurotran 
smitter transporter, serotonin), member 4//1.5e-0 
6: 260: 61//Hs. 553: L05568 

F-NT2RM2000452//ESTs//l. 0: 132: 62//Hs. 110004: AI0973 
79 

F-NT2RM2000469//ESTS//0. 34: 249: 60//Hs. 149575: AI 281 
807 

F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 pro 
tein, partial cds//2.4e-16: 386: 63//Hs. 8309: AB01829 
0 

F-NT2RM2000502//Human nicotinamide N-methyltransfe 
rase (NNMT) mRNA. complete cds//0.99:272:61//Hs.76 
669: U08021 

F-NT2RM2000504//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds//1.6e-172: 824: 97//Hs. 4812: AF 
061243 

F-NT2RM2000522//Homo sapiens Nck-2 (NCK2) mRNA, co 
mplete cds//0. 18: 313: 60//Hs. 129725: AF047487 
F-NT2RH2000540//ESTs, Weakly similar to C27F2.7 ge 
ne product [C.elegans]//2.7e-41:231:94//Hs.7049:AI 
141736 

F-NT2RM2000556//ESTs//3. le-33: 183: 96//Hs. 136990: AA 
769220 



(1917) 

3831 

F-NT2RM2000566//I ntegri n, al pha 7B//2. Oe- 155: 751 : 9 
7//Hs. 74369: AF032108 

F-NT2RM2000567//RYAN0DINE RECEPTOR, SKELETAL MUSCL 
E//6. 3e-09: 689: 59//Hs. 89631: U48508 
F-NT2RH2000569//ESTs//5. 4e- 17: 170: 77//Hs. 158277: HO 
9128 

F-NT2RM2000577//ESTs, Highly similar to ISOLEUCYL 
-TRNA SYNTHETASE, MITOCHONDRIAL [Saccharomyces cer 
evisiae]//L 4e-33: 214: 92//Hs. 55609: W37993 
F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 pro 10 
tein, complete cds//1.8e-175: 820: 98//Hs. 3363:08698 
7 

F-NT2RM2000588//ESTs//l . 5e-33: 183: 97//Hs. 136990: AA 
769220 

F-NT2RM2000594 

F-NT2RM2000599//Homo sapiens Mad4 homolog (Mad4) m 
RNA, compl ete cds//0. 017: 253: 65//Hs. 102402: AF04096 
3 

F-NT2RM2000609//ESTs//l. 0: 220: 59//Hs. 110155: AA0073 
13 20 
F-NT2RM2000612//ESTs//0. 97: 208: 59//Hs. 73217: AA8465 
48 

F-NT2RM2000623//Homo sapiens mRNA for KIAA0521 pro 
tei n, parti al cds//0. 024: 326: 59//Hs. 6150: AB01 1093 
F-NT2RM2000624//ESTs//2. 3e- 1 18: 557: 99//Hs. 145904: A 
A203258 

F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds//2. Oe- 143: 664: 98//Hs. 19542: AB018 
272 

F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 pro 30 
tein, partial cds//2.4e-139: 664: 98//Hs. 7278: AB0145 
58 

F-NT2RM2000639//ESTs//0. 98: 144: 65//Hs. 154364: Al 189 
702 

F-NT2RH2000649//Homo sapiens mRNA for KIAA0676 pro 
tein, partial cds//3. 4e- 169: 518: 99//Hs. 115763: AB01 
4576 

F-NT2RM2000669//ESTs//l. 3e-56: 283: 98//Hs. 156342: Al 
337371 

F-NT2RM2000691//Homo sapiens actin-related protein 40 
Arp3 (ARP3) mRNA, complete cds//6.7e-86:746:74//H 
s.5321:AF006083 

F-NT2RM2000714//Human mRNA for KIAA0231 gene, part 
i al cds//2. 2e-50: 748: 64//Hs. 7938: D86984 
F-NT2RM2000718//Homa sapiens mRNA for HRIHFB2436, 
partial cds//7. 6e- 126: 594: 98//Hs. 136058: AB015342 
F-NT2RM2000735//Zinc finger protein 43 (HTF6)//2.7 
e-112: 756: 82//Hs. 74107: X59244 
F-NT2RM2000740//ESTs, Highly similar to HYP0THETI 
CAL 132.7 KD HEU CASEIN ALG7-ENP1 INTERCENIC REGI0 50 
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N tSaccharomyces cerevisiae] //4. 2e-85: 464: 91//Hs. 1 
61551: W24286 

F-NT2RM2000795//Homo sapiens tapasin (NGS-17) mRN 
A, compl ete cds//L Oe-82: 640: 81//Hs. 5247: AF029750 
F-NT2RM2000821//Human mRNA for KIAA0340 gene, part 
i al cds//0. 32: 679: 59//Hs. 105919: AB002338 
F-NT2RM2000837//ESTs//2. 3e-105: 501: 98//Hs. 101514: A 
1346701 

F-NT2RM2000951//Horao sapiens XYLB mRNA for xylulok 
inase, complete cds//2. 8e- 185: 847: 99//Hs. 137580: AB 
015046 

F-NT2RM2000952//ESTs, Weakly similar to lethal (2)d 
enticleless [D.melanogaster]//6. 2e-94: 441: 99//Hs. 5 
9075: Al 023761 

F-NT2RM2000984//Human mRNA for KIAA0246 gene, part 
ial cds//0. 94: 351: 62//Hs. 84753: D87433 
F-NT2RM2001004//ESTS//5. Oe- 10: 247: 64//Hs. 36049: AA4 
36831 

F-NT2RH2001035//ESTs, Highly similar to P0P2 PR0T 
EIN [Saccharomyces cerevisiae] //2. 9e- 48: 282: 93//H 
s. 17035: Al 080471 
F-NT2RM2001065 

F-NT2RM2001100//Homo sapiens mRNA for serin protea 
se with IGF-bindlng motif, complete cds//1.7e-08:4 
49: 62//Hs. 75111: D87258 

F-NT2RM2001105//Homo sapiens proline and glutamic 
acid rich nuclear protein isofonn mRNA, partial cd 
s//0. 00079: 274: 59//Hs. 102732: U88153 
F-NT2RM2001131//TRICH0HYAUN//2. 5e-20: 684: 62//Hs. 8 
2276: L09190 
F-NT2RH2001141 

F-NT2RM2001152//ESTs//0. 53: 333: 58//Hs. 153087: AA649 
042 

F-NT2RM2001177 

F-NT2RM2001194//ESTs, Weakly similar to T28H10.2 
[C. elegans] //2. 4e-23: 149: 93//Hs. 10618: Al 288739 
F-NT2RM2001196//ESTs//4. Oe-98: 486: 97//Hs. 59628: W91 
959 

F-NT2RM2001201//Human mRNA for KIAA0005 gene, comp 
lete cds//2. 8e-44: 554: 69//Hs. 155291: D13630 
F-NT2RM2001221//Homo sapiens mRNA for KIAA0806 pro 
tein, complete cds//0. 97: 165: 64//Hs. 24279: AB018349 
F-NT2RH2001238//EST//6. 8e-67: 420: 89//Hs. 130586: AI0 
04766 

F-NT2RM2001243//V-jun avian sarcoma virus 17 oncog 
ene horaolog//0. 87: 125: 64//Hs. 75889: U65928 
F-NT2RM2001247//Homo sapiens antigen NY-CO- 16 mRN 
A, complete cds//0. 0066: 321: 61//Hs. 132206: AF039694 
F-NT2RM2001256 

F-NT2RM2001291//ESTs//l. le-86: 459:93//Hs. 10267: W27 
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F- NT2RM200 1 306//Homo sapiens paraoxonase (P0N2) mR 
NA, complete cds//1.0: 182: 65//Hs. 75221: AFOO 1601 
F-NT2RM2001312//ESTs//2. Oe-35: 338: 70//Hs. 141440: N2 
1615 

F-NT2RM2001319//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//5.2e-30:277:77//Hs.253 
47: AI 138605 

F-NT2RM2001324//Homo sapiens mRNA for beta-spectri 
n III, complete cds//0. 031: 245: 62//Hs. 26915: AB0085 10 
67 

F-NT2RM2001345//ESTs//9. 2e-91: 428: 99//Hs. 151001: AA 
564706 

F-NT2RM2001360//ESTs//0. 98: 45: 80//Hs. 133520: AA8789 
05 

F-NT2RM2001370//Buman transportin (TON) mRNA, comp 
lete cds//0. 72: 224: 61//Hs. 82925: U70322 
F-NT2RM2001393//Mannosidase, alpha B, lysosomal// 
0. 42: 383: 57//Hs. 108969: U68382 

F-NT2RM2001420//EST//1 . 0: 287: 62//Hs. 125285: AA83037 20 
8 

F-NT2RM2001424//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein//2. 3e-97: 453: 99//Hs. 155218: AJ0075 
09 

F-NT2RM2001499//Ecotropic retroviral receptor//5.4 
e-47: 589: 68//Bs. 2928: X57303 
F-NT2RM2001504//Homo sapiens agrin precursor mRNA, 
parti al cds//0. 25: 328: 60//Hs. 68900: AF016903 
F-NT2RM2001524//ESTs//l. 0e-ll: 93: 90//Bs. 33687: R859 
69 30 
F-NT2RM2001544//ESTs//1.0e-25: 157: 92//Bs. 137451 :AA 
351459 

F-NT2RM2001547//ESTs//2. Oe-29: 168: 96//Bs. 116392: AA 
936262 

F-NT2RM2001575//Sjogren syndrome antigen Al (52kD, 
ribonucleoprotein autoantigen SS-A/Ro)//6.9e-28:5 
82:64//Bs.l042:M62800 

F-NT2RM2001582//ESTs, Moderately similar to red-1 
[M. muscul us] //0. 0032: 57: 89//Hs. 1 14722: AA448077 
F-NT2RM2001588//Bomo sapiens RIAA0442 mRNA, partia 40 
1 cds//2.3e-ll: 282: 65//Hs. 32168: AB007902 
F-NT2RM2001592//ESTs//4. 8e-73: 372: 95//Bs. 163801: AI 
391729 

F-NT2RM2001605//Bomo sapiens clone 23592 mRNA sequ 
ence//7. 3e-87: 749: 75//Hs. 76272: S66431 
F-NT2RM2001613//ESTs, Highly similar to PROTEIN T 
RANSP0RT PROTEIN SEC61ALPHA SUBUNIT [Canis familia 
ris]//1.3e-17: 181: 75//Hs. 131840: AI016073 
F-NT2RH2001632//EST//8. 7e-18: 222: 76//Hs. 160402: AI3 
93918 50 
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F-NT2RM2001635//Homo sapiens mRNA for KIAA0618 pro 
tei n, compl ete cds//3. Oe- 154: 740: 98//Hs. 15832: AB01 
4518 

F-NT2RM2001637//ESTs//2. 2e-06: 386: 61//Hs. 145198: AI 
276952 

F-NT2RM2001641//ESTs, Highly similar to NADH-CYT0 
CHROME B5 REDUCTASE [Bos taurus]//3.5e-13:94:92//H 
s. 22142: AA814725 

F-NT2RM2001648//ESTs, Highly similar to PROTEIN T 
RANSP0RT PROTEIN SEC61ALPHA SUBUNIT [Canis familia 
ris]//l. 3e-17: 181: 75//Hs. 131840: AI 016073 
F-NT2RM2001652//ESTs//2. 5e-06:82:80//Hs. 128203: AA9 
72301 

F-NT2RM2001659//ESTs//2. 8e-15: 92: 98//Hs. 123321: AA8 
10287 

F-NT2RM2001664//Homo sapiens IkappaB kinase compl e 
x associated protein (IKAP) mRNA, complete cds//l. 
2e-173: 802: 99//Hs. 31323: AF044195 
F-NT2RM2001668//ESTs, Weakly similar to DNA MISMAT 
SCH REPAIR PROTEIN MSH6 [H.sapiens]//1. le-136:671: 
97//Hs. 27721: U17907 

F-NT2RM2001670//Homo sapiens mRNA for KIAA0557 pro 
tein, partial cds//l. le- 25: 352: 70//Hs. 101414: AB011 
129 

F-NT2RM2001671//ESTs//l. 8e-08: 63: 98//Hs. 158069: AI 3 
65356 

F-NT2RM2001675 

F-NT2RM2001681//ESTs//0. 16: 197: 63//Hs. 20585: R10305 
F-NT2RM2001688//ESTs//l. 8e-24: 130: 100//Hs. 162504: A 
A668211 

F-NT2RM2001695//EST//5.6e-51: 189:89//Hs. 162197: AA5 
35216 

F-NT2RM2001696//ESTs, Highly similar to gene ERCC5 
protein [H. sapiens]//5. 8e-16: 144: 84//Hs. 14671: T79 
937 

F-NT2RM2001698//ESTs//0. 14: 184: 63//Hs. 148080: AI 277 
415 

F-NT2RM2001699//ESTs//6. 5e-14: 136: 79//Hs. 127790: AI 
003817 

F-NT2RM2001700//Homo sapiens putative seven pass t 
ransmembrane protein (TM7SF1) mRNA, complete cds// 
0. 95: 270: 61//Hs. 15791 : AF027826 
F-NT2RM2001706//ESTs//2. 8e-47: 304: 86//Hs. 146811: AA 
410788 

F-NT2RM2001716//Semenogelin I//0.98: 153:64//Hs. 196 

8:M81650 

F-NT2RM2001718 

F-NT2RM2001723//Homo sapiens clone 23770 mRNA sequ 
ence//4. 4e-28: 163: 95//Hs. 12457: AF052123 
F^NT2RM2001727//Homo sapiens mRNA for KIAA0462 pro 
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tein, partial cds//2. Oe- 112: 530: 98//Hs. 129937: ABOO 
7931 

F-NT2RM2001730//Homo sapiens mRNA for KIAA0560 pro 
tein f complete cds//0. 95: 269: 58//Hs. 129952: AB01113 
2 

F-NT2RM2001743 

F-NT2RM2001753//Human AF-6 mRNA, complete cds//0.0 
95: 350: 59//Hs. 100469: AB01 1399 
F-NT2RM2001760//ESTs, Highly similar to PROTEIN T 
RANSPORT PROTEIN SEC61ALPHA SUBUNIT [Canis familia 10 
ris]//l. 3e-17: 181: 75//Hs. 131840: AI016073 
F-NT2RM2001768//ESTs//0. 61: 189: 62//Hs. 144847: AI222 
742 

F-NT2RM2001771//Zinc finger protein 10 (K0X 1)//1. 
le-66: 669: 71//Hs. 2479: X78933 
F-NT2RM2001782//YY1 transcription factor/A). 094: 14 
9:65//Hs.97496:M77698 

F-NT2RM2001784//ESTs//8. 2e-31: 190: 92//Hs. 144587: AI 
193595 

F-NT2RM2001785//Homo sapiens chromosome 11, BAC CI 20 
T-HSP-311e8 (BC269730) containing the hFENl gene// 
1. 6e-48: 476: 74//Hs. 132898: AC004770 
F-NT2RM2001797//Human mRNA for KIAA0065 gene, part 
ial cds//6. le-66: 481: 72//Hs. 70617: D31763 
F-NT2RM2001800//Human mRNA for transcriptional act 
ivator hSNF2b, complete cds//0.49: 142: 66//Hs. 7820 
2: U29175 

F-NT2RM2001803//Homo sapiens IkappaB kinase comple 
x associated protein (IKAP) mRNA, complete cds//2. 
7e- 179: 827: 99//Hs. 31323: AF044195 30 
F-NT2RM2001805//EST//1 . 0: 45: 80//Hs. 159007: AI 381341 
F-NT2RM2001813//EST//0. 41: 268: 58//Hs. 150031: AI 2920 
68 

F-NT2RM2001823//H. sapiens mRNA for 218kD Mi-2 prot 
ein//9. 7e-21: 554: 60//Hs. 74441: X86691 
F-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, 
compl ete cds//l . 2e- 132: 738: 90//Hs. 7753: AF013759 
F-NT2RM2001840//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//5.8e-58: 329:86//Hs. 1 13283: AF018080 
F-NT2RM2001855//ADP-ribosylation factor 5//1.0: 30 40 
1:60//Hs. 77541: M57567 

F-NT2RM2001867//ESTs. Weakly similar to ZK792.1 
[C. elegans] //3. 0e-28: 421: 66//Hs. 8763: W30741 
F-NT2RM2001879//ESTs//6. 3e-43: 234: 94//Hs. 122546: AA 
186723 

F-NT2RM2001886//Homo sapiens mRNA for RIAA0710 pro 
tein, complete cds//6. le- 189: 866: 97//Hs. 4198: AB014 
610 

F-NT2RM2001896//Bomo sapiens mRNA for JM23 protei 

n, complete coding sequence (clone IMAGE 34581 and 50 
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IMAGE 45355 and LLNLcllOI 133Q7 (RZPD Berlin))//3. 
Oe- 13: 606: 57//Hs. 23170: AJ005892 
F-NT2RM2001903//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds//9. 4e-178: 859: 97//Hs. 129937: ABOO 
7931 

F-NT2RM2001930//Homo sapiens semaphorin F homolog 
mRNA, complete cds//4. 2e-08: 481: 59//Hs. 27621: U5284 
0 

F-NT2RM2001935//ESTs, Highly similar to MULTIDRUG 
RESISTANCE PROTEIN HOMOLOG 50 [Drosophila melanog 
aster] //0. 37: 424: 60//Hs. 1 18634: U66688 
F-NT2RM2001936//Homo sapiens clone 614 unknown mRN 
A, complete sequence//2. 2e-139: 653: 98//Hs. 21811: AF 
091080 

F-NT2RM2001950//ESTs//0. 12:91: 76//Hs. 107295: W80392 
F-NT2RM2001982 

F-NT2RM2001983//Homo sapiens Tax interaction prote 
in 2 mRNA, partial cds//l. 2e-21: 123: 98//Hs. 6454: AF 
089816 

F-NT2RM2001989//Homo sapiens mRNA for DRIM protein 
//0. 71: 319: 59//Hs. 104135: AJ006778 
F-NT2RM2001997//ESTs//l. 7e-25: 135: 100//Hs. 126894: A 
A932538 

F-NT2RM2001998//ESTs, Weakly similar to Mi-2 prote 
in [H. sapiens]//0. 99: 271: 60//Hs. 63888: AA203398 
F-NT2RM2002004//Homo sapiens mRNA for KIAA0731 pro 
tein, partial cds//3.5e-37: 509: 65//Hs. 6214: AB01827 
4 

F-NT2RM2002014//Homo sapiens mRNA for CRM1 protei 
n, complete cds//0. 79: 429: 58//Hs. 79090: D89729 
F-NT2RM2002030//Glutamine-fructose-6-phosphate tra 
nsaminase//9. Oe-89: 822: 73//Hs. 1674: M90516 
F-NT2RM2002049//ESTs//0. 99: 109: 71//Hs. 19303: AA9284 
27 

F-NT2RM2002055//ESTs//l. le-91: 453: 98//Hs. 158370: AI 
382154 

F-NT2RM2002088//ESTs//6. le-75: 302: 96//Hs. 153471: AI 
198377 

F-NT2RM2002091//RYAN0DINE RECEPTOR, SKELETAL MUSCL 
E//0. 69: 293: 58//Hs. 89631 : U48508 
F-NT2RM2002100//Homo sapiens mRNA for ATP-dependen 
t RNA helicase, parti al//2.5e- 165: 776: 98//Hs. 9942 
3: AJ010840 

F-NT2RM2002109//Homo sapiens glioma amplified on c 
hromosome 1 protein (GAC1) mRNA, complete cds//7.6 
e-145: 684: 98//Hs. 26312: AF030435 
F-NT2RM2002128 

F-NT2RM2002142//ESTs//0. 0031: 183: 66//Hs. 144505: AA7 
57274 

F-NT2RM2002145//Hamo sapiens erythroblast macropha 
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ge protein EMP mRNA, complete cds//1.4e-144: 800:92 
//Hs. 20815: AF084928 

F-NT2RM2002178//Homo sapiens mRNA for RIAA0467 pro 
tein, partial cds//1.7e-165:787:97//Hs.lll47:AB007 
936 

F-NT2RM2002580//Xeratin 10 (epidermolytic hyperker 
atosis; keratosis palmaris et plantaris)//0.064:29 
l:61//Hs. 99936: X14487 

F-NT2RM4000024//RNA polymerase II polypeptide B (1 
40 kD) //8. Oe- 10: 610: 59//Hs. 148027: X63563 10 
F-NT2RM4000027//ESTs//l. 6e-64: 352: 94//Hs. 21331: H93 
074 

F-NT2RM4000030//ESTs//L0: 115:63//Hs. 131055: AI 3914 
64 

F-NT2RM4000046//ESTs//2. 6e-09: 207: 65//Hs. 143533: AI 
094674 

F-NT2RM4000061//ESTs//0. 89: 207: 60//Hs. 98445: AI 0385 
11 

F-NT2RM4000085//ESTs, Weakly similar to The KIAA01 
34 gene product is related to human RNA helicase 20 
A. [H. sapiens]//l. 6e-30: 369: 70//Hs. 114623: AI 204280 
F-NT2RM4000086 

F-NT2RM4000104//Homo sapiens chromosome 16 zinc fi 
nger protein ZNF210 (ZNF210) mRNA, complete cds// 
1. 3e-24: 345: 69//Hs. 13128: AF060865 
F-NT2RM4000139 
F-NT2RM4000155 

F-NT2RM4000156//ESTs//5.9e-73: 345: 100//Hs. 155958: A 
A573632 

F-NT2RM4000167//Bomo sapiens kinesin family member 30 
protein KIF3A mRNA, complete cds//9.8e-30:676:61/ 
/Hs. 159228: AF041853 

F-NT2RM4000169//ESTs//2. Oe- 103: 483: 99//Hs. 43729: AA 
497044 

F-NT2RM4000191//TRICHOHYAUN//0. 011: 324: 60//Hs. 822 
76: L09190 

F-NT2RM4000197//ESTs//l. 5e-48: 311: 88//Hs. 136144: W2 
7744 

F-NT2RM4000199//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H. sapi ens] //0. 13:32 40 
2: 61//Bs. 145088: AI 221 147 
F-NT2RM4000200 

F-NT2RM4000202//Homo sapiens mRNA for RIAA0288 gen 
e, complete cds//0. 0027: 424: 60//Hs. 91400: AB006626 
F-NT2RH4000210//Homo sapiens mRNA for K1AA0712 pro 
tein, complete cds//4. 4e-l 84: 856: 98//Hs. 111138: ABO 
18255 

F-NT2RM4000215//SET translocation (myeloid leukem 
ia-associated)//0. 0013: 358: 60//Hs. 75055: M93651 
F-NT2RM4000229//Bomo sapiens mRNA for KIAA0722 pro 50 
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tein, complete cds//0. 65: 572: 60//Hs. 47061 : AF045458 
F-NT2RM4000233//ESTs//2. 0e-37: 269: 85//Hs. 148873: T3 
3582 

F-NT2RH4000244//EST//0. 83: 319: 57//Hs. 162412: AA5734 
39 

F-NT2RM4000251//ESTs, Weakly similar to CUT1 PR0TE 
IN [Schizosaccharomyces pombe]//L le-16: 112: 92//H 
s. 93841 :AA442297 

F-NT2RM4000265//Homo sapiens mRNA for alpha(l,2)fu 
cosyl transferase, complete cds//1.8e-48:229:83//H 
s. 46328:087942 

F-NT2RM4000290//fluman transducin-like enhancer pro 
tein (TLE3) mRNA, complete cds//2.5e-154:609:93//H 
s. 31305: H99438 

F-NT2RM4000324//Homo sapiens hCPE-R mRNA for CPE-r 
eceptor, compl ete cds//0. 070: 460: 59//Hs. 5372: AB000 
712 

F-NT2RM4000327//ESTs//0. 019: 269: 60//Hs. 153697: AI 24 
0707 

F-NT2RM4000344//ESTs, Highly similar to YME1 PR0T 
EI N [Saccharomyces cerevi siae] //2. 7e-83: 432: 95//H 
s. 12796: W27884 

F-NT2RM4000349//Human mRNA for KIAA0005 gene, coaip 
lete cds//5. 2e-53: 666: 68//Hs. 155291: D13630 
F-NT2RM4000354//ESTs, Weakly similar to lethal (2) d 
enti cl el ess [D. mel anogaster] //0. 0078: 55: 92//Hs. 590 
75: AI 023761 

F-NT2RM4000356//ESTs//l. 0: 225: 60//Hs. 161175: AI 4184 
25 

F-NT2RH4000366//Homo sapiens mRNA for KIAA0642 pro 
tein, partial cds//5.3e- 135: 628: 99//Hs. 8152: AB0145 
42 

F-NT2RM4000368//ESTs//4. 9e- 13: 323: 63//Hs. 143695: AA 
662745 

F-NT2RM4000386//Human DNA sequence from clone 1052 

H9 on chromosome Xq25. Contains the SH2D1A gene for 
SH2 domain protein 1A, Duncan's disease (lymphopr 

oliferative syndrome) (DSHP), part of a 60S Acidic 
Ribosomal protein 1 (RPLP1) LIKE gene and part of 
a mouse D0C4 LIKE gene. Contains EST s and 

GSSs//2. O e-7 2 : 8 4 3 : 6 8//H s. 

2 3 7 9 6 : AL0 2 2 7 1 8 

F-NT2 RM4 0 0 0 3 9 5//N i t r i c ox 
ide synthase 2 A (inducibl 
e, hepatocytes) //O. 6 3:16 
6 : 6 5//H s. 9 4 6 : X 7 3 0 2 9 
F-NT2RM40004 1 4//Homo sapi 
ens XYLB mRNA for xylulok 
inase, complete cds//4. 9 e 
-17:114:9 4//H s. 1 3 7 5 8 0 : ABO 
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1 5 0 4 6 

F - N T 2 R M 4 0 0 0 4 2 1 

F-NT 2 RM4 0 00 4 2 5//Homo s a p i 
ens mRNA for K I A A 0 5 9 4 pro 
t e i n , partial c d s // 1 . 1 e - 4 
2:4 3 2: 7 4//Hs. 154872 : ABO 11 

1 6 6 

F-NT2RM4 0 00 4 3 3//Co 1 ony s t 
imulating factor 3 recept 
or (granulocyte) // 0.0 2 3:5 10 
4 3:5 8 //H s . 2 1 7 5 : M5 9 8 2 0 
F-NT 2 RM4 0 0 0 4 5 7 

F-NT2RM 400047 l//Huma n t r a 
nscriptional corepressor 
hKAPl/Tl FIB mRNA, complet 
e c d s//0. 0 6 0: 1 7 8:6 3//H s. 6 
6369 :U95040 

F-NT 2RM4 0 00 4 8 6//EST s//9. 2 
e - 4 8 : 2 3 7 : 9 9//H s . 1 6 0 6 8 5 : A I 

2 8 0 0 0 4 20 
F - N T 2 R M 4 0 0 0 4 9 6 // E S T s //0 . 0 

6 9:2 5 2:6 1 //H s . 155958 :AA 57 

3 6 3 2 

F-NT 2 RM4 0 0 0 5 1 1//E ST//0. 9 
2:19 1 : 5 8 //H s. 61517 :AA 0289 
1 5 

F-NT 2 RM4 0 0 0 5 1 4 

F-NT2RM40005 1 5//ESTs//7. 3 
e-9 3 : 4 5 0 : 9 8//Hs. 1 2 0 9 7 5 :AA 
0 3 44 0 9 30 
F-NT 2 RM4 0 0 0 5 2 0//E ST s//0. 1 
3:1 8 3:6 5 //H s. 1 4 4 8 2 8 :AI 221 
3 0 5 

F-NT 2 RM 400053 l//ESTs, H i g 
hly similar to ZINC FING 
ER PROTEIN MLZ-4 [Musmusc 
ulus] // 1. 8e- 1 5 3 : 7 5 6:9 6 //H 
s . 1 2 5 8 7 0 : A I 3 6 4 9 6 7 
F-NT 2 RM4 0 0 0 5 3 2//E ST s // 7 . 7 
e-4 3: 3 8 8: 7 8//Hs. 1 0 5 6 6 5 :H7 40 
8 9 8 7 

F-NT2RM4 000534 
F - N T 2 R M 4 0 0 0 5 8 5 

F-NT 2 RM4 0 0 0 5 9 0//Homo s a p i 
ens mRNA for KIAA0469 pro 
U i n, complete c d s // 1 . 2 e — 
19:5 9 3:62 //H s. 7764 : AB007d 
3 8 

F-NT 2 RM4 0 00 5 9 5 //EST s, H i g 
hly similar to HYPOTHETI 50 
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CAL 54. 9 KD PROTEIN C02F 
5. 7 IN CHROMOSOME III [C a 
enorhabditis elegans] // 3 . 
1 e- 1 0 4 : 5 3 2 : 9 6//Hs. 6 0 9 2 :T7 
5 2 2 7 

F-NT2RM4000603//Human mRNA for KIAA0392 gene, part 
ial cds//L 7e-15: 305: 68//Hs. 40100: AB002390 
F-NT2RM4000611//EST//0. 76: 268: 58//Hs. 150031: AI 2920 
68 

F-NT2RM4000616 
F-NT2RM4000674 
F-NT2RM4000689 

F-NT2RM4000698//Apolipoprotein E//1. 0: 290: 59//Hs. 7 

6260:112529 

F-NT2RM4000700 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA, partial cds//3.5e-91:744:77/ 
/Hs. 42400: AF022789 

F-NT2RM4000717//ESTs, Highly similar to BONE MORP 
HOGENETIC PROTEIN 1 PRECURSOR [Hus musculus]//2.6e 
-163: 771: 97//Hs. 6823: W18181 
F-NT2RM4000733//PUTATIVE TACHYKININ RECEPT0R//0. 7 
0: 257: 60//Hs. 957:184605 

F-NT2RM4000734//Homo sapiens mRNA for KIAA0760 pro 
tei n, parti al cds//l . 2e- 159: 743: 98//Hs. 137168: AB01 
8303 

F-NT2RM4000741 

F-NT2RM4000751//ESTs, Highly similar to ZINC FING 
ER PROTEIN MLZ-4 [Musmusculus]//1. le-75: 388: 96//H 
s.l 12361 :R99396 

F-NT2RM4000764//ESTs//3. 8e- 104: 539: 95//Hs. 24739: H6 
7815 

F-NT2RM4000778//ESTs//l. 5e-85: 419: 97//Hs. 99838: AA2 
04731 

F-NT2RM4000779//Homo sapiens mRNA for KIAA0451 pro 
tei n, compl ete cds//l . 8e- 173: 810: 98//Hs. 18586: AB00 
7920 

F-NT2RM4000787//EST//0. 011: 182: 65//Hs. 159928: AA969 
186 

F-NT2RM4000790//Homo sapiens chromosome 19, cosmid 
R27216//4. 5e-156: 736: 98//Hs. 25817: AC005306 
F-NT2RM4000795//ESTs, Highly similar to LIVER CAR 
BOXYLESTERASE PRECURSOR [Homo sapiens]//6. 7e-19: 16 
0:80//Hs. 124902: AI 337820 

F-NT2RM4000796//Human K+ channel subunit gene, com 
pi ete cds//0. 96: 292: 62//Hs. 124212: M64676 
F-NT2RM4000798//ESTs//L 9e-34: 271: 82//Hs. 128203: AA 
972301 

F-NT2RM4000813//Homo sapiens snRNA activating prot 
ein complex 190kD subunit (SNAP190) mRNA, complete 
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cds//0. 052: 238: 64//Hs. 1 13265: AF032387 
F-NT2RM4000820//ESTs//0. 053: 274: 61//fls. 23748: H1656 
8 

F-NT2RM4000833 

F-NT2RM4000848//Human mRNA for KIAA0324 gene, part 
ial cds//0. 97: 374: 61//Hs. 7841: AB002322 
F-NT2RM4000852//EST//1 . 0: 222: 60//Hs. 120354: AA71893 
4 

F-NT2RM4000855//ESTs, Highly similar to RAS-RELAT 
ED C3 BOTULINUM TOXINSUBSTRATE 2 [Homo sapiens]// 10 
4. 4e-29: 164: 95//Hs. 115095: AI 392943 
F-NT2RM4000887 

F-NT2RM4000895//Homo sapiens HuUAPl mRNA for UDP-N 
-acetyl glucosamine pyrophosphorylase, complete cds 
//6. 8e-22: 407: 64//Hs. 21293: AB011004 
F-NT2RM4000950 

F-NT2RM4000971//ESTs//3.6e-27: 142: 100//Hs. 130912: A 
1014546 

F-NT2RM4000979//Homo sapiens R1AA0415 mRNA, comple 

te cds//3. 7e-63: 571 : 77//Hs. 7289: AB007875 20 

F-NT2RM4000996//Zinc finger protein 3 (A8-51)//8.7 

e-34: 381: 67//Hs. 2481: X78926 

F-NT2RM4001002//Homo sapiens mRNA for KIAA0729 pro 

tein, partial cds//l. 6e-171:803:98//Hs. 19542: AB018 

272 

F-NT2RM4001016//Homo sapiens mRNA for RIAA0639 pro 
tein, partial cds//l. le-126: 584:99//Hs. 15711: AB014 
539 

F-NT2RM4001032//Homo sapiens mRNA for RIAA0711 pro 
tein, complete cds//4. 8e-05: 469: 58//Hs. 5333: AB0182 30 
54 

F-NT2RM4001047//ESTs, Moderately similar to M025 P 
R0TEIN [M.musculus]//7. Oe-56: 340: 92//Hs. 87310: AI 24 
7543 

F-NT2RM4001054//HIGH AFFINITY IMMUNOGLOBULIN GAMMA 
FC RECEPTOR I "A FORM" PRECURS0R//0. 79: 142: 69//H 
s. 77424: M63835 
F-NT2RM4001084 

F-NT2RM4001092//Human mRNA for KIAA0050 gene, comp 
1 ete cds//0. 045: 235: 62//Hs. 108947: D30758 40 
F-NT2RM4001116 

F-NT2RM4001140//Human engrailed protein (EN2) gen 
e, 5' end//0. 00029: 225: 61//Hs. 134989: L12701 
F-NT2RM4001151//ESTs//l. le-07: 190:65//Hs. 151691: AA 
443730 

F-NT2RM4001155//ESTs//2.2e-12: 181:74//Hs. 128826: AI 
004145 

F-NT2RM4001160//EST//0.83: 166:61//Hs. 117051: AA6773 
51 

F-NT2RM4001187 50 
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F-NT2RM4001191//ESTs//l. 3e-42: 248: 93//Hs. 13475: R18 
220 

F-NT2RM4001200//Zinc finger protein 10 (K0X l)//4. 
Oe-68: 799: 69//Hs. 2479: X78933 
F-NT2RM4001203//Homo sapiens rab3-GAP regulatory d 
omain mRNA, complete cds//l. 4e-153: 707: 99//Hs. 1493 
4:AF004828 

F-NT2RM4001204//ESTs, Moderately similar to HYP0T 
HETICAL 59. 1 RD PROTEIN ZK637.1 IN CHROMOSOME III 
[Caenorhabdi ti s el egans] //0. 19: 291 : 62//Hs. 31582: AA 
877205 

F-NT2RM4001217//Homo sapiens nuclear matrix protei 
n NRP/B (NRPB) mRNA, complete cds//7.0e-63:715:70/ 
/Hs. 104925: AF059611 

F-NT2RM4001256//ESTs, Weakly similar to probable C 
BP3 protein homolog [C. el egans] //l. le-67:208:96//H 
s. 26676: AA033997 

F-NT2RM4001258//Homo sapiens mRNA for KIAA0481 pro 
tein, complete cds//0. 0019: 435: 59//Hs. 6360: AB00795 
0 

F-NT2RM4001309//Human Chromosome 16 BAC clone CIT9 
87SK-254P9//0. 019: 356: 59//Hs. 26971: AC003003 
F-NT2RM4001313//H. sapiens mRNA for phosphatidylino 
si tol 3-kinase//8. Oe-79: 474: 89//Hs. 32971: Z46973 
F-NT2RM4001316//ESTs//i. 2e-14: 126: 84//Hs. 154344: AA 
258335 

F-NT2RM4Q01320//Human mRNA for Neuroblastoma, comp 
lete cds//3. 6e-43: 642: 66//Hs. 87435: D89016 
F-NT2RM4001340//EST//0. 40: 135: 70//Hs. 161198: AI4189 
88 

F-NT2RM4001344//ESTs, Highly similar to HYP0THETI 
CAL CTP-BI NDING PROTEIN IN PMI40-PAC2 INTERGENIC R 
EGI0N [Saccharomyces cerevisiae]//0. 0096: 284: 58//H 
s. 120997: R56714 

F-NT2RM4001347//ESTs, Weakly similar to weakly sim 
ilar to ANR repeat region of Fowl pox virus BamHI-o 
rf7 protein [C. elegans]//3. 7e-52: 252: 100//Hs. 1530 
1:AA167818 

F-NT2RM4001371//EST//0. 52: 262: 59//Hs. 145991: AI2776 
56 

F-NT2RM4001382//Homo sapiens RanBP7/importin 7 mRN 
A, compl ete cds//7. 2e- 169: 790: 98//Hs. 5151 : AF098799 
F-NT2RM4001384 

F-NT2RM4001410//ESTs//l. le-47: 290: 91//Hs. 72447: AA1 
60575 

F-NT2RM4001411//Homo sapiens mRNA for APS, compl et 
e cds//2. 5e-23: 475: 64//Hs. 105052: AB000520 
F-NT2RM4001412 

F-NT2RM4001414//ESTs, Moderately similar to F18547 
J [H. sapiens]//5. 2e-18: 133: 87//Hs. 28209: AI 07381 7 
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F- NT2RM400 1 437//Human mRNA for KIAA0118 gene, part 
ial cds//2.5e-42: 611: 70//Hs. 154326: D42087 
F-NT2RM4001444 

F-NT2RM4001454//ESTs//3. 9e-31: 169: 96//Hs. 117982: AA 
644658 

F-NT2RM4001455//ESTs//0. 0054: 48: 100//Hs. 14920: AA91 
0914 

F-NT2RM4001483//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN ZFP-36 [H. sapiens] //l. le- 71: 313: 99//Hs. 1 
63754: AA587784 10 
F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds//3.9e-157: 724: 99//Hs. 153121: ABO 
14585 

F-NT2RM4001519//ESTs//0. 66: 264: 59//fls. 139891: AA553 
619 

F-NT2RM4001522//ESTs, Weakly similar to D9481.12 g 
ene product [S.cerevisiae]//1.3e-114:536:99//Hs.88 
820: AA456247 
F-NT2RM4001557 

F-NT2RM4001565//ESTs//l . 7e- 107: 509: 99//Hs. 146139: A 20 
A731487 

F-NT2RM4001566//Human phosphatidyl inositol 3-kinas 
e catalytic subunit pllOdelta mRNA, complete cds// 
1.0: 255: 60//fls. 14207: U86453 
F-NT2RM4001569//ESTs//l . 4e-86: 417: 98//Hs. 153044: AI 
198859 

F-NT2RM4001582 

F-NT2RM4001592//EST//0.61: 142:64//Hs. 162900: AA6645 
66 

F-NT2RM4001594//Homo sapiens mRNA for KIAA0522 pro 30 
tein, parti al cds//0. 0072: 484: 60//Hs. 129892: AB01 10 
94 

F-NT2RM4001597//ESTs, Moderately similar to red-1 
[M. musculus]//2. 3e-72: 387: 95//Hs. 114722: AA448077 
F-NT2RM4001605//Homo sapiens mRNA for RIAA0791 pro 
tein, complete cds//l. le-163: 750: 99//Hs. 23255: AB01 
8334 

F-NT2RM4001611//ESTs, Weakly similar to F25H9.6 
[C. elegans]//8. 6e-05: 91: 79//Hs. 24647: W19739 
F-NT2RM4001629//ESTs, Moderately similar to 55 KD 40 
ERYTHROCYTE MEMBRANEPR0TEI N [Homo sapiens]//0.004 
2: 153: 68//Hs.l 14832: AI 147946 
F-NT2RM4001650//Human mRNA for KIAA0341 gene, part 
i al cds//0. 95: 328: 60//Hs. 101761 : AB002339 
F-NT2RM4001662//Human mRNA for KIAA0322 gene, part 
i al cds//8. 3e-83: 449: 93//Hs. 153685: AB002320 
F-NT2RM4001666//ESTs//2. le-1 1: 78: 96//Hs. 152446: AA5 
.55323 

F-NT2RM4001682//EST//0. 027: 145: 70//Hs. 133253: AI 052 
638 50 
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F-NT2RM4001710//ESTs//0. 098: 140: 62//Hs. 5796: AA7673 
84 

F-NT2RM4001714//Human mRNA for RIAA0202 gene, part 
ial cds//2. 2e-86: 748: 74//Hs. 80712: D86957 
F-NT2RM4001715//ESTs//l. 3e-104: 490: 99//Hs. 127336: A 
1332905 

F-NT2RM4001731//Human involucrin mRNV/0. 23: 432: 59 
//Hs. 157091 :M13903 

F-NT2RM4001741//Human mRNA for RIAA0320 gene, part 
ial cds//6. 9e-80: 737: 73//Hs. 150443: AB002318 
F-NT2RM4001746//H. sapiens NF-H gene, exon 1 (and j 
oi ned CDS) 111. le-07: 418: 61//Hs. 75735: X15306 
F-NT2RM4001754//ESTs, Weakly similar to RETROVIRUS 
-RELATED POL P0LYPR0TEIN [Mus musculus]//2.0e-27:2 
05: 83//Hs. 110601: AA206719 

F-NT2RM4001758//H. sapiens mRNA for sen ne/threonin 
e protein kinase EHK//2. le-86: 729: 75//Hs. 157199: X9 
7630 

F-NT2RM4001776//Homo sapiens mRNA for KIAA0727 pro 
tei n f parti al cds//7. 4e- 175: 803: 99//Hs. 39871 : AB018 
270 

F-NT2RM4001783//ESTs, Weakly similar to T12D8.1 
[C. elegans]//3. le-71: 376: 95//Hs. 108396: AA160677 
F-NT2RM4001810//Homo sapiens centrosomal Nek2-asso 
ciated protein 1 (C-NAP1) mRNA, complete cds//0.9 
9:446: 58//Hs. 27910: AF049105 
F-NT2RM4001813//Homo sapiens clone 24820 mRNA sequ 
ence//6.6e-14: 249: 70//Hs. 146312: AF070547 
F-NT2RM4001819//Cell division cycle 2-1 ike 1 (PITS 
LRE proteins) //l. 4e-35: 195: 95//Hs. 963: M37712 
F-NT2RM4001823//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 91 [H. sapi ens] //2.3e-40: 252: 90//Hs. 11929 
4: AI 379442 

F-NT2RM4001828//Zinc finger protein 157 (HZF22)// 
1. 8e-75: 688: 72//Hs. 89897: U28687 
F-NT2RM4001836//NUCLE0BINDIN PRECURS0R//0. 0022: 58 
8:59//Hs.953:M96824 

F-NT2RM4001841//ESTs//0.86: 156:67//Hs. 146276: AI214 
204 

F-NT2RM4001842//ESTs//0. 20: 191: 62//Hs. 107657: AA126 
814 

F-NT2RM4001856 

F-NT2RM4Q01858//Human putative cerebral cortex tra 
nscriptional regiilatorT-Brain-1 (Tbr-1) mRNA, comp 
lete cds//8. 0e-10: 244: 66//Hs. 22138: U49250 
F-NT2RM4001865//Homo sapiens mRNA for atopy relate 
d autoantigen CALC//2. 3e-150: 704: 98//Hs. 61628: Y177 
11 

F-NT2RM4001876//Human mRNA for KIAA0231 gene, part 
ial cds//9. le-44: 621: 66//Hs. 7938: D86984 
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F-NT2RM4001880 

F-NT2RM4001905//ESTs//7. Sell: 137: 75//Hs. 86950: AI 2 
04212 

F-NT2RM4001922//ESTs//2. 5e-51: 291: 93//Hs. 26660: AI3 
12633 

F-NT2RM4001930//Homo sapiens mRNA for putative glu 
cosyl transferase, partial cds//0. 98: 359: 57//Hs. 155 
356:AJ224875 
F-NT2RM4001938 

F-NT2RM4001940//Horao sapiens timeless homolog mRN 10 
A, complete cds//3. 6e-172: 808: 98//Hs. 118631: AF0981 
62 

F-NT2RM4001953//Human mRNA for KIAA0118 gene, part 
i al cds//5. 0e-54: 362: 83//Hs. 154326: D42087 
F-NT2RM4001965//ESTs, Weakly similar to KIAA0157 g 
ene product is novel. [H.sapiens]//1.8e-65:337:96// 
Hs. 130135: AA905493 

F-NT2RM4001969//ESTs//0. 00024: 261 : 63//Hs. 157579: AI 
312862 

F-NT2RM4001979//Homo sapiens mRNA for KIAA0798 pro 20 
tein, complete cds//3.2e-63: 527: 76//Hs. 159277: AB01 
8341 

F- NT2RM400 1 984//EST//7 . le-05: 235: 61//Hs. 105444: AA5 
08082 

F-NT2RM4001987//Homo sapiens mRNA for KIAA0467 pro 
tein, partial cds//0. 73: 181: 65//Hs. 11147: AB007936 
F-NT2RM4002013//ESTs//0. 97: 185: 63//Hs. 103345: AI 302 
271 

F-NT2RM4002018//ESTs//2. 5e-76: 398: 94//Hs. 119544: T9 
5601 30 
F-NT2RM4002034 

F-NT2RM4002044//ESTs//9. 6e-83: 410: 97//Hs. 128162: AA 
815048 

F-NT2RM4002054//EST//8. 5e-12: 176: 71//Hs. 137181: R56 
912 

F-NT2RM4002055//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds//3. 3e-173: 803: 98//Hs. 153026: AB01 
4540 

F-NT2RM4002062//ESTs, Weakly similar to ASPARTYL-T 
RNA SYNTHETASE [Thermus aquaticus thermophilus]// 40 
7. Oe-94: 396: 94//Hs. 59346: AI 126802 
F-NT2RM4002063 

F-NT2RM4002066//Homo sapiens 0PA- containing protei 
n mRNA, complete cds//l. 1 e- 74: 889: 69//Hs. 85313: AF0 
71309 

F-NT2RM4002067//ESTs//2. 3e-34: 455: 69//Hs. 118273: AA 
626040 

F-NT2RM4002073//Insul in-like growth factor binding 
protein 2//3.2e-10:470:61//fls.l62:X16302 
F-NT2RM4002075//Homo sapiens actin binding protein 50 
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MAYVEN mRNA, completecds//2. 9e-24: 588: 61//fls. 1229 
67: AF059569 

F-NT2RM4002093//Polypyrimidine tract binding prote 
in (hnRNP I) {alternative products}//9.2e-34:532:6 
5//Hs. 146459: X66975 

F-NT2RM4002109//Homo sapiens mitotic centromere-as 
sociated kinesin mRNA, complete cds//0. 99: 408: 62//H 
s. 69360: U63743 

F-NT2RM4002128//Homo sapiens mRNA for KIAA0642 pro 
tein, partial cds//0.93:202:63//Hs.8152:AB014542 
F-NT2RM4002140//Human p300 protein mRNA, complete 
cds//0. 99: 320: 59//Hs. 25272: U01877 
F-NT2RH4002145//CARB0XYPEPTI DASE N 83 KD CHAIN//2. 
7e-06: 388: 59//Hs. 73858: J05158 
F-NT2RM4002146//ESTs, Highly similar to similar to 
mago nashi [H. sapiens] //l. 6e-135: 646: 97//Hs. 10465 
0:AI 037879 

F-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA, 
parti al cds//l . 4e- 150: 763: 95//Hs. 22464: AF084535 
F-NT2RM4002174 

F-NT2RM4002189//Mucin 2, i ntestinal /tracheal //0. 08 
7: 298: 61//Hs. 315:121998 

F-NT2RM4002194//Human semaphorin III family homolo 
g mRNA, complete cds//7.3e-ll:454:60//Hs.32981:U38 
276 

F-NT2RM4002205//EST//2. 6e-21: 270: 71//Hs. 120013: AA7 
07454 

F-NT2RM4002213//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds//0. 52: 313: 61//Hs. 118087: AB01 1182 
F-NT2RM4002226//ESTs, Highly similar to GTPASE AC 
TIVATING PROTEIN ROTUND [Drosophila melanogaster]/ 
/8. 4e-125: 588: 98//Hs. 23900: U82984 
F-NT2RM4002251//ESTs//l. 0: 77: 74//Hs. 155135: AA91096 
6 

F-NT2RM4002256//ESTs//7. 5e-28: 358: 74//Hs. 13356: AI 2 
05764 

F-NT2RM4002266//Human kinase Hytl (Mytl) mRNA, com 
plete cds//0. 73: 502: 57//Hs. 77783: AF0141 18 
F-NT2RM4002278//EST//0. 33: 138: 63//Hs. 144096: AI 0321 
80 

F-NT2RM4002281 

F-NT2RM4002287//ESTs//0. 00037: 55: 98//Hs. 11 134: T629 
79 

F-NT2RH4002294//Human mRNA for KIAA0281 gene, comp 
lete cds//6. 7e-50: 511: 72//Hs. 31463: D87457 
F-NT2RM4002301 

F-NT2RM4002323//ESTs//3. 6e-09: 105: 87//Hs. 131737: AI 
343331 

F-NT2RM4002339 

F-NT2RH4002344//EST//0. 16: 166:64//Hs. 128600: AA9064 



(1925) 

3847 

54 

F-NT2RM4002373//Homo sapiens mRNA for RIAA0649 pro 
tein, complete cds//9. le-151: 708: 98//Hs. 26163: AB01 
4549 

F-NT2RM4002374//Homo sapiens mRNA for KIAA0720 pro 
tei n t parti al cds//0. 0040: 303: 63//Hs. 23741 : AB01826 
3 

F-NT2RM4002383//ESTs//8. Oe- 16: 153: 78//Hs. 155243: N7 
0293 

F-NT2RM4002390 10 

F-NT2RM4002398 

F-NT2RM4002409 

F-NT2RM4002438//ESTs, Weakly similar to probable C 
BP3 protein homolog [C.elegans]//1. le-55: 282: 96//H 
s. 26676: AA033997 

F-NT2RM4002446//Homo sapiens clone 24574 mRNA sequ 
ence//0. 59: 339: 60//Hs. 18686: AF0521 51 
F-NT2RM4002452 

F-NT2RM4002457//Homo sapiens mRNA for epiregulin, 
complete cds//3. 2e-25: 228: 81//Hs. 115263: D30783 20 
F-NT2RM4002460//EST//1.0: 142:65//Hs. 145370: AI 25278 
0 

F-NT2RM4002479//Homo sapiens RNA heli case- related 
protei n mRNA, compl etecds//8. 9e- 165: 777: 98//Hs. 876 
5:AF083255 

F-NT2RM4002482//Homo sapiens mRNA for KIAA0691 pro 
tein, complete cds//7.3e-95: 464: 97//Hs. 94781: AB014 
591 

F-NT2RM4002493 

F-NT2RM4002499//ESTs//l . 3e-44: 653: 67//Hs. 23790: N99 30 
347 

F-NT2RM4002504//Small inducible cytokine A5 (RANTE 
S)//4. 3e-30: 225: 83//fls. 155464: AF088219 
F-NT2RM4002527//Human pre-B cell enhancing factor 
(PBEF) mRNA, compl etecds//0. 99: 290: 60//fls. 154968: U 
02020 

F-NT2RM4002532//Human mRNA for KIAA0238 gene, part 
i al cds//l . 0: 232: 61//Hs. 82042: D87075 
F-NT2RM4002534//Homo sapiens angiotensin/vasopress 
in receptor AII/AVP mRNA, complete cds//1.0: 100:70 40 
//fls. 159483: AF054176 

F-NT2RM4002558//Homo sapiens amphiphysin II mRNA, 
compl ete cds//0. 17: 393: 61//Hs. 6619: U84004 
F-NT2RM4002565//Homo sapiens mRNA for Asparaginyl 
tRNA Synthetase, complete cds//1.0: 226: 60//Hs. 8404 
3: D84273 

F-NT2RM4002567//ESTs, Weakly similar to C17G10.1 
[C. elegans]//3. 3e-88: 484: 93//fls. 105837: AA536054 
F-NT2RM4002571//ESTs, Weakly similar to UDP-CalNA 
c : pol ypepti de N- acetyl gal actosami nyl transferase 50 
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[H. sapi ens] //0, 059: 121 : 70/ /Hs. 155413: AA429394 
F-NT2RM4002593//ESTs//l. Oe- 15: 103: 95//Bs. 108920: W2 
8151 

F-NT2RM4002594//Homo sapiens 26S proteasome regula 
tory subunlt (SUG2) mRNA, complete cds//1.0e-06:49 
9:59//Hs. 79357:078275 

F-NT2RM4002623//ESTs//l . 2e- 1 1 : 92: 92//Hs. 164046: T97 
402 

F-NT2RP1000018//Homo sapiens mRNA for KIAA0687 pro 
tein, partial cds//2.0e- 102: 746: 81//Hs. 3628: AB0145 
87 

F-NT2RP1000035//Homo sapiens mRNA for NSl-binding 
protein (NSl-BP)//3. 7e-155: 747: 96//Hs. 159597: AJ012 
449 

F-NT2RP1000040//ESTs//l. 3e-58: 338: 92//Hs. 17534: H16 
907 

F-NT2RP1000063//ESTs//0. 0013: 72: 83//Hs. 108196: W816 
47 

F-NT2RP1000086//Human mRNA for KIAA0360 gene, part 
ial cds//5. 4e-185: 548: 91//Hs. 79971:X98834 
F-NT2RP1000101//Homo sapiens hook2 protein (H00K2) 
mRNA, complete cds//0. 33: 247: 61//Hs. 30792: AF04492 

4 

F-NT2RP1000111 

F-NT2RP1000112//TTO protein kinase//3. 2e- 40: 324:81 
//Hs.2052:M86699 

F-NT2RP1000124//ESTs//2. 4e-42: 268: 89//fls. 146078: AI 
084025 

F-NT2RP1000130//ESTs, Moderately similar to HEPAT0 
MA-DERIVED GROWTH FACTOR [H.sapiens]//1.4e-71:382: 
94//Hs. 127842: W38901 

F-NT2RP1000163//Homo sapiens cell cycle progressio 
n 2 protein (CPR2) mRNA, complete cds//2. le-06:77: 
90//HS. 3760: AF01 1792 

F-NT2RP1000170//EST//0. 68: 130: 63//Hs. 146994: AI 1844 
30 

F-NT2RP1000174//Homo sapiens clone 24432 mRNA sequ 
ence//8. 3e- 140: 679: 97//Hs. 78019: AF070535 
F-NT2RP1000191//ESTs//l. 3e-71: 405: 93//Hs. 24054: N46 
499 

F-NT2RP1000202//H. sapiens mRNA for cytokine induci 
ble nuclear protein//2.0e-05: 591: 58//Hs. 74019: X837 
03 

F-NT2RP1000243 
F-NT2RP1000259 

F-NT2RP1000272//Homo sapiens TLS-associated protei 
n TASR-2 mRNA, complete cds//5.4e-109:528:97//Hs.4 
214:AF067730 

F-NT2RP1000324//ESTs//3. 4e-98: 499: 96//Hs. 42530: N41 
661 
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F-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRN 
A, nuclear gene encoding mitochondrial protein, co 
mplete cds//l. 3e-148: 693: 98//Hs. 31584: AF053551 
F-NT2RP1000333//Homo sapiens monocyte/macrophage I 
g- related receptor MIR- 10 (MIR cl-10) mRNA, comple 
te cds//0. 28: 328: 60//Bs. 22405: AF004231 
F-NT2RP1000348//Human plectin (PLEC1) mRNA, comple 
te cds//0. 018: 337: 62//Hs. 79706: U53204 
F-NT2RP1000357 

F-NT2RP1000358//DYNAMIN-1//0. 96: 273: 59//Hs. 126: L07 10 
807 

F-NT2RP1000363//flomo sapiens mRNA for RIAA0638 pro 
tei n, parti al cds//3. 2e- 126: 497: 86//Hs. 77864: AB014 
538 

F-NT2RP1000376//Homo sapiens calcium- independent p 
hospholipase A2 mRNA, complete cds//5.9e-178:877:96 
//Hs. 120360: AF064594 

F-NT2RP1000409//ESTs//5. 4e-59: 415: 83//fls. 140578: AA 
828031 

F-NT2RP1000413//Homo sapiens mRNA for KIAA0587 pro 20 
tein, complete cds//3.0e-179: 710: 98//Hs. 21862: AB01 
1159 

F-NT2RP1000416//E5Ts, Highly similar to BONE M0RP 
H0GENETIC PROTEIN 1 PRECURSOR [Mus musculus]//7.3e 
-177: 857: 97//Hs. 6823: W18181 
F-NT2RP1000418//Homo sapiens calcium- activated pot 
assium channel (KCNN3)mRNA, complete cds//0. 46: 22 
2: 60//Hs. 89230: AF031815 

F-NT2RP1000439//EST//0. 98: 339: 56//Hs. 137377: AA1016 
03 30 
F-NT2RP1000443//Human SLP-76 associated protein mR 
MA, compl ete cds//l . 0: 356: 59//Hs. 58435: AF001862 
F-NT2RP1000460 

F-NT2RP1000470//Human DNA from chromosome 19-speci 
fic cosmid R27090, genomic sequence//3.7e-134:665: 
96//Hs. 143187: AC002985 

F-NT2RP1000478//Human beta-tubulin class III isoty 
pe (beta- 3) mRNA, complete cds//6.2e-57:440:80//H 
s. 159154: U47634 

F-NT2RP1000481//ESTs//4. 8e-21: 154: 87//Hs. 17392: AA5 40 
35102 

F-NT2RP1000493 

F-NT2RP1000513//ESTs//2. 2e-71:409: 91//Hs. 121029: AA 
480977 

F-NT2RP1000522//Bomo sapiens clone DT1P1A11 mRNA, 
CAG repeat region//0. 21: 255: 62//fls. 98834: U92992 
F-NT2RP1000547//H. sapiens mRNA for transmembrane p 
rotein rnp24//l. 9e-06: 337: 63//Hs. 75914: X92098 
F-NT2RP1000574//Homo sapiens homeobox protein MEIS 
2 (MEIS2) mRNA, partial cds//i.4e-82:295:92//Hs. 10 50 
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4105:AF017418 

F-NT2RP1000577//Human sialoprotein mRNA, complete 
cds//0. 014: 235: 65//Hs. 121552: J05213 
F-NT2RP1000581//V0N WILLEBRAND FACTOR PRECURSOR// 
1. 6e-33: 223: 89//Hs. 110802: X04385 
F-NT2RP1000609//Homo sapiens chromosome 11, BAC CI 
T-HSP-311e8 (BC269730) containing the hFENl gene// 
2. 2e-49: 506: 73//Hs. 132898: AC004770 
F-NT2RP1000629//Human clathrin assembly protein 50 
(AP50) mRNA, completecds//3.6e-19:556:62//Hs. 1529 
36: D63475 
F-NT2RP1000630 

F-NT2RP1000677//Human breast tumor autoantigen mRN 
A, complete sequence//2.4e-05: 389: 59//Hs. 3844: U245 
76 

F-NT2RP1000688//ESTs, Weakly similar to T06E6.d 
[C. elegans]//2. 5e-43: 232: 95//Hs. 3487: AA425553 
F-NT2RP1000695//ESTs, Weakly similar to C27F2.7 ge 
ne product [C.elegans]//9. 2e-53: 312: 90//Hs. 7049: AI 
141736 

F-NT2RP1000701//Myogenic factor 3//0.81: 186: 63//H 
s.2834:AF027148 

F-NT2RP1000721//Homo sapiens mRNA for repressor pr 
otein, partial cds//4.0e-33: 278: 78//Hs. 58167:03061 
2 

F-NT2RP1000730//ESTs, Weakly similar to putative p 
150 [H. sapiens]//6. 2e-40: 297: 84//Hs. 18122: AI 338045 
F-NT2RP1000733//G1 to S phase transition l//1.4e-3 
1: 286: 78//Hs. 2707: X17644 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndr 
ome candidate 2 protein (WHSC2) mRNA, complete cds 
//2. 6e- 123: 604: 96//fls. 21771: AF101434 
F-NT2RP1000746 
F-NT2RP1000767 

F-NT2RP1000782//Buman globin gene//3.6e-21: 140:91/ 
/Hs. 100090: M69023 

F-NT2RP1000796//H. sapiens mRNA for R0X protein//0. 
17: 404: 57//Hs. 25497: X96401 

F-NT2RP1000825//Human DNA sequence from PAC 127B20 
on chromosome 22qll. 2-qter, contains gene for GTP 
ase- activating protein similar to rhoGAP protein, 
ribosomal protein L6 pseudogene, ESTs and CA repea 
t//2. 7e-23: 147: 91//Hs. 102336: Z83838 
F-NT2RP1000833//Homo sapiens cGMP phosphodi esteras 
e Al (PDE9A) mRNA, complete cds//5.4e-143:424:96// 
Hs. 18953: AF067223 

F-NT2RP1000834//ESTs//0. 18: 280: 60//Hs. 157215: AI 332 
903 

F-NT2RP1000836//EST//0. 60: 103: 66//Hs. 145708: AI 2679 
90 
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F-NT2RP1000846//EST//1 . 2e-15: 322: 65//Hs. 149925: AI2 
88838 

F-NT2RP1000851//ESTs//6. le-96: 459: 98//Hs. 121586: AA 
423875 

F-NT2RP1000856//Huraan globin gene//6. 7e-22: 140: 91/ 
/Hs. 100090: M69023 

F-NT2RP1000860//Homo sapiens KL04P mRNA, complete 
cds//2. 2e-107: 551: 95//Hs. 125156: AF064094 
F-NT2RP1000902//EST//1 . 8e-28: 218: 85//Hs. 145258: AI 2 
18683 10 
F-NT2RP1000915//ESTs//8.8e-ll: 102: 81//Hs. 163740: AI 
248847 

F-NT2RP1000916//ESTs, Weakly similar to coded for 
by C. elegans cDNA cm04e9 [C.elegans]//2.2e-27: 15 
9: 94//Hs. 122153: AA780270 

F-NT2RP1000943//Human hSIAH2 mRNA, complete cds// 
0.45: 130: 68//Hs. 20191: U76248 
F-NT2RP1000944//EST//0. 99: 116: 63//Hs. 116633: AA6684 
00 

F-NT2RP1000947//Human E2 ubiquitin conjugating enz 20 
yme UbcHSB (UBCH5B) mRNA, complete cds//2.7e-26: 18 
5: 87//Bs. 108332: U39317 

F-NT2RP1000954//Homo sapiens BACH1 mRNA, complete 
cds//0. 81: 329: 56//Hs. 154276: AB002803 
F-NT2RP1000958//ESTs//l. 3e-20: 129: 92//Hs. 163740: AI 
248847 

F-NT2RP1000959//Ribosomal protein, large, P0//0.3 
6: 76: 73//Hs. 73742: M17885 

F-NT2RP1000966//NUCLEOLIN//1 . 2e-72: 353: 98//Hs. 7911 
0:M60858 30 
F-NT2RP1000980//ESTs//l. 6e- 109: 555: 96//Hs. 84429: N2 
8866 

F-NT2RP1000988//Human chromosome 3p21.1 gene seque 
nce//2. 6e-73: 665: 80//fls. 82837: L13435 
F-NT2RP1001011 

F-NT2RP1001013//ESTS//3. 4e-40: 393: 74//Hs. 120206: AI 
089163 

F-NT2RP1001014 

F-NT2RP1001033//Tubulin, gamma polypeptide//0.0004 
1: 313: 59//Hs. 150785: M61764 40 
F-NT2RP1001073//G1 ucocorti coid receptor//l . 0: 204: 6 
1//Hs. 75772: M10901 

F-NT2RP1001079//ESTs//1.0: 174:62//Hs. 158209: AI 3605 
31 

F-NT2RP1001080//Homo sapiens forkhead protein (FKH 
RL1) mRNA, complete cds//0. 57: 215: 64//Hs. 14845: AFO 
32886 

F-NT2RP1001113//ESTs, Weakly similar to coded for 
by C. elegans cDNA CEESB82F [C.elegans]//1.4e-65:2 
93: 95//Hs. 32751 : H38087 50 
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F-NT2RP1001173 

F-NT2RP1001177//Homo sapiens histone macroH2A1.2 m 
RNA, complete cds//6. le-26: 259: 74//Hs. 75258: AF0541 
74 

F-NT2RP1001 185//EST//1 . 4e-27: 266: 77//Bs. 122245: AA7 
81524 

F-NT2RP1001199//ESTs//0.97: 75: 73//Hs. 131498: AI 0221 
50 

F-NT2RP1001247//Human endometrial bleeding associa 
ted factor mRNA, complete cds//1.6e-19: 120:95//Hs. 
25195: U81523 

F-NT2RP1001248//ESTs//3.0e-21: 143:93//Hs. 157243: AI 
337094 

F-NT2RP1001253//PUTATIVE GLUCOSAMINE- 6- PHOSPHATE I 
S0MERASE//1. 2e-89: 344: 93//Hs. 3090: AJ002231 
F-NT2RP1001286//H. sapiens mRNA for adenosine triph 
osphatase, calcium//0. 026: 392: 57//Hs. 5541 : Y15724 
F-NT2RP1001294 
F-NT2RP1001302 

F-NT2RP1001310//Homo sapiens creatine transporter 
mRNA, complete cds//3.6e-07: 379: 61//Hs. 154503: U363 
41 

F-NT2RP1001311//ESTS//9. 5e-73: 403: 93//Hs. 24739: H67 
815 

F-NT2RP1001313//Homo sapiens chromosome 11, BAG CI 
T-HSP-311e8 (BC269730) containing the hFENl gene// 
3. le-87: 437: 97//Hs. 132898: AC004770 
F-NT2RP1001361//ESTS, Highly similar to NADH-UBIQ 
UINONE 0X1 DOREDUCTASESUBUNI T B14.5B [Bos taums]// 
6. 8e- 101: 480: 94//Hs. 75017: AA166853 
F-NT2RP1001385//EST//0. 86: 127: 65//Hs. 156304: AI 3368 
59 

F-NT2RP1001395//Homo sapiens stannin mRNA, complet 
e cds//0. 75: 355: 58//Hs. 76691 : AF070673 
F-NT2RP1001410//Thromboxane A2 receptor//l . 0: 157:6 
3//Hs. 89887:038081 

F-NT2RP1001424//ESTs//5. 3e-20: 118: 95//Hs. 159792: R6 
0700 

F-NT2RP1001432//ESTs//5. 3e-20: 118: 95//Hs. 159792: R6 
0700 

F-NT2RP1001449//Homo sapiens clone 24733 mRNA sequ 
ence//5. 7e-86: 422: 97//Hs. 21970: AF052149 
F-NT2RP1001457//H. sapiens DAP-kinase mRNA//0. 40: 23 
l:61//Hs. 153924: X76104 
F-NT2RP1001466 

F-NT2RP1001475//ESTs//l . 2e-98: 495: 97//Hs. 14347: AA2 
87742 

F-NT2RP1001482 
F-NT2RP1001494 

F- NT2RP1 001 543//ESTs//l . 2e-38: 207: 98//Hs. 131063: AI 
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F- NT2RP1 00 1 546//Homo sapiens mRNA for DAP-1 beta, 
complete cds//0. 00077: 254: 64//Hs. 75814: AB000277 
F-NT2RP1001569 

F-NT2RP1001616//Homo sapiens Tax interaction prote 
in 1 mRNA, partial cds//2. 5e-41: 496: 74//Hs. 12956: U 
90913 

F-NT2RP1001665//ESTs//9. 4e-58: 31 1 : 96//fls. 127391 : AA 
954420 

F-NT2RP2000001//Homo sapiens clone 617 unknown mRN 10 
A, complete sequence//4.7e-137: 685: 96//Hs. 93677: AF 
091081 

F-NT2RP2000006//ESTs, Weakly similar to B0035.14 
[C. elegans] //8. 2e-47: 300: 89//Hs. 6473: AA853955 
F-NT2RP2000007//Human mRNA for KIAA0392 gene, part 
ial cds//l. le-15: 241: 68//Hs. 40100: AB002390 
F-NT2RP2000008//fluman mRNA for KIAA0065 gene, part 
ial cds//l . 5e-29: 526: 66//Hs. 70617: D31763 
F-NT2RP2000027//ESTs, Highly similar to LINE-1 RE 
VERSE TRANSCRIPTASE H0H0L0G [Homo sapiens]//2.0e-2 20 
6: 214: 82//Hs. 140385: AA773359 
F-NT2RP2000032//ESTs//0. 91: 368: 57//Hs. 131209: AI 038 
867 

F-NT2RP2000040//Homo sapiens mRNA for KIAA0747 pro 
tein, partial cds//6. le-78: 383: 97//Hs. 8309: AB01829 
0 

F-NT2RP2000045//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cds 
//7. 8e-97: 467: 97//Hs. 6216: AF061749 
F-NT2RP2000054//HOHEOBOX/POU DOMAIN PROTEIN RDC-1/ 30 
/l. 0: 110: 70//Bs. 74095: L20433 
F-NT2RP2000056//Human HPTP epsilon mRNA for protei 
n tyrosine phosphataseepsilon//l. 2e-27: 146: 100//H 
s. 155991 :X54134 

F-NT2RP2000067//Human DNA sequence from clone 1052 
M9 on chromosome Xq25. Contains the SH2D1A gene for 
SH2 domain protein 1A, Duncan's disease (lymphopr 
oliferative syndrome) (DSHP), part of a 60S Acidic 
Ribosomal protein 1 (RPLP1) LIKE gene and part of 
a mouse D0C4 LIKE gene. Contains ESTs and GSSs// 40 
8. le-41 : 767: 61//Hs. 23796: AL022718 F-NT2RP2 
OOOO 70//Homo sapiens chro 
mo some 5, BAC clone 203ol 
3 (LBNL H155), complete se 
q u e n c e // 6. 5e~0 8 :. 344:58 //H 
s. 159402: AC005609 
F-NT2 R P2 O OO O 7 6//H. sapiens 
mRNA for TFI IA//0. 0 0 0 2 3: 
3 5 6:6 2//H s . 1 2 1 6 8 6 : D 1 4 8 8 7 
F - N T 2 R P 2 O O O O 7 7 //H o m o s a p i 50 
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ens growth arrest specifi 
c 11 (GASH) mRNA, comple 
te cds//6. 8 e - 7 9 : 2 7 8 : 9 7//H 
s. 54877: AF050078 
F-NT2RP2 OOOO 7 9//EST s // 1 . 2 
e-3 6 : 2 0 2 : 9 4 //H s . 1 7 6 O 6 : A 1 2 
7 9 8 7 9 

F-NT2RP 2 0 000 8 8//Homo s a p i 
ens mRNA for KIAA0795 pro 
tein, partial cds // 7 . 1 e — 1 
6 0: 7 5 2 :9 8//Hs. 2 2 9 2 6 : AB018 
3 3 8 

F-NT2RP200009 1 
F-NT2RP2 000 0 9 7 

F-NT2RP2000098//ESTs//0. O 
86 : 92 : 69//Hs. 159389 :AI371 
9 6 3 

F-NT2RP2000 1 0 8 //Hum a n mRN 
A for KIAA0 3 9 2 gene, part 
ial c d s // 1 . 4 e - 1 8 : 2 0 O : 7 7 // 
Hs. 40100: AB002390 
F-NT2RP2000 1 1 4//Homo s a p i 
ens mRNA for GM3 synthas 
e, complete cds//l. 6 e — 11 
5:5 5 1:9 7 //H s . 17706:AB0183 
5 6 

F-NT2RP20OO1 2 0//ESTs, We a 
kly similar to HYPOTHETIC 
AL 68. 7 KD PROTEIN ZK 7 5 7. 
1 IN CHROMOSOME III [C. el 
egans]//0. O 1 9 : 7 2 : 8 1//H s . 5 
268 :W2 2670 

F-NT2RP2000 1 2 6 //Homo s a p i 
ens chromodomain — he li case 
— DNA— binding protein mRN 
A, complete c d s // 1 . 4 e — 12 
0 : 60 7 : 96//Hs. 159273 :AF054 
1 7-7 

F-NT2RP200013 3//Ne u r o n a 1 
p e n t r a x i n II // 0 . 0 0 0 1 4:4 0 
1 : 6 1//H s. 3 2 8 1 :U29195 
F-NT2RP2000 1 4 7 //Hum a n c 1 a 
thrin assembly protein 50 
(AP50) mRNA, completecds 
//2. 2 e- 1 8 : 5 5 9 : 6 0//H s. 1529 
36 :D63475 

F-NT2RP2 0 00 1 5 3//Homo s a p i 
ens splicing factor (CC1. 
3) mRNA, complete cds//0. 
3 3:8 5:7 0//H s. 2 5 6:1 1 0 9 1 0 
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F-NT2RP2000 1 5 7//ESTs//0. 5 
3:75:81 //H s. 2 4 8 8 5 :R4 9 2 9 1 
F-NT2RP2000 1 6 l//ESTs//2. 6 
e-0 6 : 8 9 : 8 4 //H s. 2 1 7 3 8 : AI 18 
8 19 0 

F-NT 2 RP2000173 

F-NT2RP2000175 

F-NT2RP2000183//Homo sapiens mRNA for dihydropyrim 

idinase related protein 4, complete cds//0.0018:32 

4: 58//Hs. 100058: AB006713 10 

F-NT2RP2000195//ESTs, Weakly similar to C37E2.2 

[C. elegans] //3. 6e-37: 233: 90//Hs. 56750: AI 148761 

F-NT2RP2000205//ESTs//5. 6e-58: 317: 93//Bs. 49559: AA4 

01050 

F-NT2RP2000208 

F-NT2RP2000224//Homo sapiens hLRpl05 mRNA for LDL 
receptor related protein 105, complete cds//0.007 
1: 243: 61//Bs. 143641: AB009462 
F-NT2RP2000232//EST//0.0087: 187:62//Hs. 151024: Z399 
90 20 
F-NT2RP2000233//Homo sapiens Notch3 (N0TCH3) mRNA, 
compl ete cds//0. 17: 342: 59//Hs. 8546: U97669 
F-NT2RP2000239//Human mRNA for KIAA0380 gene, comp 
1 ete cds//l . 0: 227: 60//Hs. 47822: AB002378 
F-NT2RP2000248//EST//0. 49: 117: 70//Hs. 61016: AA01971 
9 

F-NT2RP2000257//Macrophage stimulating 1 (hepatocy 
te growth factor-like)//0. 51: 227: 60//Hs. 30223: X908 
46 

F-NT2RP2000258//ESTs//3. le-48: 261 : 94//Hs. 128230: AA 30 
972691 

F-NT2RP2000270//ESTs//2. 9e-38: 357: 75//Hs. 140329: AA 
714011 

F-NT2RP2000274//ESTs//l . le- 106: 508: 98//Hs. 47646: AA 
307599 

F-NT2RP2000283//EST//1. 0: 139: 63//fls. 128256: AA97291 
0 

F-NT2RP2000288 
F-NT2RP2000289 

F-NT2RP2000297//Human repressor transcriptional fa 40 
ctor (ZNF85) mRNA, complete cds//4. 2e-60: 744: 70//H 
s. 37138: U35376 

F-NT2RP2000298//ESTs//6. le-46: 322: 85//Hs. 159490: AI 
123467 

F-NT2RP2000310//Human proline dehydrogenase/prol i n 
e oxidase (PR0DH) mRNA, complete cds//4.3e-13: 140: 
80//Hs. 58218: U82381 

F-NT2RP2000327//ESTs//4. 3e-18: 108: 98//Hs. 126212: AI 
417006 

F-NT2RP2000328//ESTs//6. 3e-88: 437: 96//Hs. 127336: AI 50 
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F-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MIT0CH0 
NDRI AL//6. 6e-41 : 607: 66//Hs. 101642: X60673 
F-NT2RP2000337//Homo sapiens neurocan (CSPG3) mRN 
A, complete cds//0. 96: 126: 69//Hs. 153706: AF026547 
F-NT2RP2000346//Homo sapiens apoptosis associated 
protein (GADD34) mRNA.complete cds//1.2e-130:627:9 
7//Hs. 76556: U83981 

F-NT2RP2000369//Homo sapiens mRNA for KIAA0630 pro 
tein, partial cds//0. 56: 464: 57//Hs. 12259: AB014530 
F-NT2RP2000412//ESTs//l. 0: 214: 60//Hs. 91226: AA64904 
7 

F-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, 
complete cds//l. 6e-67: 375: 93//Hs. 808: L28010 
F-NT2RP2000420//ESTs, Moderately similar to zinc f 
inger protein [H.sapiens]//3.9e-75: 413: 92//Hs. 3677 
9: AA626790 

F-NT2RP2000422//Homo sapiens N- acetyl glucosamine- p 
hosphate mutase mRNA, complete cds//6.7e-128:609:96 
//Hs.5819:AF102265 

F-NT2RP2000438//ESTs//l . 3e-05: 50: 98//Hs. 156532: AA9 
13381 

F-NT2RP2000448//EST//1. le-24: 136:98//Hs. 160402: AI3 
93918 

F-NT2RP2000459//H. sapiens mRNA for imogen 38//1.9e 
-22: 158: 87//Hs. 154655: Z68747 
F-NT2RP2000498//ESTs//l. Oe-17: 181: 79//Hs. 155243: N7 
0293 

F-NT2RP2000503//ESTs//4. 5e-41 : 205: 100//Hs. 62751 : AA 
765702 

F-NT2RP2000510 
F-NT2RP2000516 

F-NT2RP2000523//ESTs, Highly similar to AP0LIP0PR 
0TEIN B MRNA EDITING PROTEIN [Rattus norvegi cus] // 
3. 2e-15: 167: 75//Hs. 10984: AA806768 
F-NT2RP2000603//Homo sapiens mRNA for KIAA0572 pro 
tei n, parti al cds//5. 6e-38: 196: 98//Hs. 14409: AB01 1 1 
44 

F-NT2RP2000617//Myosin. heavy polypeptide 6, cardi 
ac muscle, alpha (cardiomyopathy, hypertrophic 1)/ 
/L 0: 242: 57//Hs. 114001: Z20656 
F-NT2RP2000634//Homo sapiens mRNA for KIAA0614 pro 
tein, partial cds//4.2e-151: 732: 97//Hs. 7314: AB0145 
14 

F-NT2RP2000644//ESTS//0. 035: 276: 60//Hs. 43660: N3317 
4 

F-NT2RP2000656 

F-NT2RP2000658//ESTs//0. 032: 281: 59//Hs. 124853: AA42 
0602 

F-NT2RP2000668 
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F-NT2RP2000678//ESTs//2. 9e- 16: 310: 65//Hs. 126867: AI 
093453 

F-NT2RP2000704//ESTs, Highly similar to PUTATIVE 

SER1 NE/THREONI NE- PROTEI N KINASE C41C4.4 IN CHROHOS 

OME II PRECURSOR [Caenorhabditis elegans]//2.4e-3 

1 : 233: 78//Hs. 1 14905: AA088442 

F-NT2RP2000710 

F-NT2RP2000715 

F-NT2RP2000731 

F-NT2RP2000758//EST//1. Oe-14: 199: 71//Hs. 162409: AA5 10 
73242 

F-NT2RP2000764//ESTs, Weakly similar to NIFS-LIKE 
54.5 KD PROTEIN [Saccharomyces cerevisiae]//1.6e-7 
4: 445: 89//Hs. 21421: AA911739 
F-NT2RP2000809//ESTs//l. 2e-36: 235: 89//Hs. 154580: N3 
4101 

F-NT2RP2000812//Homo sapiens pendrin (PDS) mRNA, c 
ompl ete cds//0. 22: 351 : 58//Hs. 159275: AF030880 
F-NT2RP2000814 

F-NT2RP2000816//Homo sapiens mRNA for KIAA0610 pro 20 
tein, partial cds//l. 0: 311: 61//Hs. 118087: AB01 1182 
F-NT2RP2000819 

F-NT2RP2000841//Human mRNA for KIAA0294 gene, comp 
lete cds//3. 4e-28: 390: 70//Hs. 20695: AB002292 
F-NT2RP2000842//Human lysophosphatidic acid recept 
or homolog mRNA, complete cds//9. 5e-29: 167: 94//Hs. 
75794: U80811 

F-NT2RP2000845//ESTs//l . 0e-83: 403: 98//Hs. 156828: AI 
336850 

F-NT2RP2000863//ESTs, Highly similar to HYPOTHETI 30 
CAL 36.7 KD PROTEIN C2F7.02C IN CHROMOSOME I [Schi 
zosaccharomyces pombe] //6. 4e-34: 207: 92//Hs. 135235: 
AI081880 

F-NT2RP2000880//Homo sapiens mRNA for KIAA0741 pro 
tein, complete cds//7.7e-142: 732: 94//Hs. 3615: AB018 
284 

F-NT2RP2000892//ESTs, Weakly similar to mitogen-ac 
tivated kinase kinasekinase 5 [B\ sapiens] //0. 50: 18 
9: 65//Hs. 46146: AA418097 

F-NT2RP2000931//MATRIN 3//1. le-130: 610:98//Hs. 7882 40 
5:AB018266 

F-NT2RP2000932//Homo sapiens BAC clone GS166A23 fr 
om 7p21//5. 5e-66: 326: 97//Hs. 15144: AC005014 
F-NT2RP2000938//ESTs//l. 8e-28: 296: 75//Hs. 22822: H06 
408 

F-NT2RP2000943//Homo sapiens mRNA for KIAA0755 pro 
tein, complete cds//l. 9e- 113: 533: 98//Hs. 19822: AB01 
8298 

F-NT2RP2000965//ESTs//5. 3e-59: 328: 94//Hs. 35575: R96 
494 50 



1$P|2 0 0 2- 1 9 1 3 6 3 
3858 

F-NT2RP2000970 

F-NT2RP2000985//ESTs, Weakly similar to HYPOTHETIC 
AL 96.8 KD PROTEIN INSIS2-MTD1 INTERGENIC REGION 
[Saccharomyces cerevisiae] //7. 3e-76: 385: 96//Hs. 218 
75:AA243700 

F-NT2RP2000987//ESTs//5. 6e-ll: 177: 72//Hs. 15776: T91 
944 

F-NT2RP2001036//ESTs//2. 0e-55: 352: 88//Hs. 122131: AA 
789292 

F-NT2RP2001044//EST//0. 069: 267: 60//Hs. 102808: N6711 
7 

F-NT2RP2001056//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//1.0e-145:696:97//Hs.67 
619: AB007957 
F-NT2RP2001065 

F-NT2RP2001070//Human mRNA for KIAA0315 gene, part 
i al cds//l . 0: 310: 60//Hs. 3989: AB002313 
F-NT2RP2001081 

F-NT2RP2001094//ESTs//0. 0071: 262: 64//Hs. 128115: AI3 
56560 

F-NT2RP2001119//Small inducible cytokine A5 (RANTE 
S)//2. 2e-34: 311: 78//Hs. 155464: AF0882 19 
F-NT2RP2001127//Human mRNA for KIAA0234 gene, comp 
lete cds//3. 5e-33: 519: 63//Hs. 80358: U52191 
F-NT2RP2001137//ESTs, Highly similar to RAB GDP D 
ISS0CIATI0N INHIBITORALPHA [Bos taums]//6.4e-34:2 
01: 91//Hs.l 18470: AI 336362 

F-NT2RP2001149//EST//3. 9e-27: 244: 78//Hs. 162236: AA5 
51582 

F-NT2RP2001168//ESTs//0. 0023: 216: 62//Hs. 134938: AIO 
91361 

F-NT2RP2001173//Homo sapiens mRNA for KIAA0480 pro 
tein, complete cds//7.4e- 114: 567: 96//Hs. 26247: AB00 
7949 

F-NT2RP2001174//H. sapiens ZNF81 gene//0.21:256:59/ 

/Hs. 104020: X68011 

F-NT2RP2001196 

F-NT2RP2001218//ESTs//l. le-65: 337: 96//Hs. 115710: AA 
524598 

F-NT2RP2001226//Guanylate cyclase 1, soluble, alph 
a 2//0. 030: 395: 59//Hs. 2685: Z50053 
F-NT2RP2Q01233//Zinc finger protein 136 (clone pHZ 
-20)//4. 4e-58: 656: 70//Hs. 69740: U09367 
F-NT2RP2001245//EST//0. 018: 228: 62//Hs. 116798: AA633 
813 

F-NT2RP2001268//Homo sapiens mRNA for KIAA0810 pro 
tein, partial cds//8. le-108: 514: 97//Hs. 7531 :AB0183 
53 

F-NT2RP2001277//EST//0. 42: 127: 66//Hs. 42834: N20277 
F-NT2RP2001290//Homo sapiens alpha SNAP mRNA, comp 



(1931) 

3859 

lete cds//l. 8e-62: 527: 76//Hs. 75848: U39412 
F-NT2RP2001295//ESTs//3. 4e-?9: 90: 100//Hs. 123321: AA 
810287 

F-NT2RP2001312//ESTs//1.0: 121: 61//fls. 160261: AI 1463 
87 

F-NT2RP2001327//Human B12 protein mRNA, complete c 
ds//l. 9e-30: 359: 71//Bs. 76090: M80783 
F-NT2RP2001328//ESTs//5. 2e- 103: 532: 94//Hs. 69476: AA 
628522 

F-NT2RP2001347//ESTs//4. 3e-28: 217: 82//Hs. 31775: H41 10 
883 

F-NT2RP2001366//ESTs, Weakly similar to ZK1058.5 
[C. el egans] //l . 8e-72: 418: 91//Hs. 107039: W27244 
F-NT2RP2001378 

F-NT2RP2001381//ESTs//0. 59: 235: 62//Hs. 118569: AI377 
558 

F-NT2RP2001392//Homo sapiens chromosome 5, BAC clo 
ne 203ol3 (LBNL H155) .complete sequence//0.28:225: 
62//Hs. 159402: AC005609 

F-NT2RP2001394//ESTs//8. 3e-22: 133: 78//fls. 109655: AI 20 
189767 

F-NT2RP2001397//ESTs//0. 090: 265: 60//Hs. 152775: AA63 
3088 

F-NT2RP2001420 

F-NT2RP2001423//ESTs, Weakly similar to hypothetic 
al protei n [H. sapi ens] //0. 030: 443: 59//Hs. 140506: AA 
308018 

F-NT2RP2001427//EST//1. 9e-19: 174: 79//Hs. 132635: AI0 
32875 

F-NT2RP2001436//EST//0. 16: 132: 66//Hs. 128265: AA9729 30 
66 

F-NT2RP2001440//Tyrosi ne 3-monooxygenase/tryptopha 
n 5-monooxygenase activation protein, eta polypept 
ide//9. 8e-56: 603: 72//Hs. 75544: Z82248 
F-NT2RP2001445//ESTs//2. 2e-26: 193: 86//Hs. 128610: AA 
504218 

F-NT2RP2001449 
F-NT2RP2001450 
F-NT2RP2001467 

F-NT2RP2001506 40 
F-NT2RP2001511//ESTs, Weakly similar to F48F7.1 
[C. el egans] //3. 2e-83: 409: 98//Hs. 156161: AI 333779 
F-NT2RP2001520//Homo sapiens mRNA for mitochondria 
1 carrier protein ARALARl//6.4e-138:657:97//Hs.427 
7: Y14494 

F-NT2RP2001526//EST//1.0: 180:61//Hs. 136311: AA43713 
4 

F-NT2RP2001536//Homo sapiens X-ray repair cross-co 

mplementing protein 3(XRCC3) mRNA, complete cds// 

5. 2e- 105: 384: 94//Hs. 99742: AF035586 50 
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F-NT2RP2001560 

F-NT2RP2001569//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//1.4e-124:590:98//Hs.67 
619:AB007957 

F-NT2RP2001576//Erythrocyte membrane protein band 
4. 9 (demati n) //0. 046: 521 : 60//Hs. 75936: U28389 
F-NT2RP2001581//EST//1. 0: 28: 96//Hs. 148002: AI 264876 
F-NT2RP2001597//Casein kinase 2, alpha prime polyp 
eptide//0. 069: 165: 65//Hs. 82201: M55268 
F-NT2RP2001601//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds//2. 3e-138: 647: 98//Hs. 27197: AB018 
340 

F-NT2RP2001613 

F-NT2RP2001628//ESTs//4. 9e-45: 238: 96//Hs. 135222: AI 
082229 

F-NT2RP2001634//Homo sapiens alpha-catenin related 
protein (ACRP) mRNA,complete cds//4.9e-124:604:96 
//Hs. 58488: U97067 

F-NT2RP2001660//Homo sapiens putative 13 S Golgi t 
ransport complex 90kDsubunit brain- specific isofor 
m mRNA, complete cds//l. 3e- 145: 687: 97//Hs. 159558: A 
F058718 

F-NT2RP2001663//Enolase 1, (alpha)//4.2e-38:372:74 
//Hs.675:M14328 

F-NT2RP2001675//X-UNKED HELICASE II//0. 040: 454: 58 
//Hs. 96264: U72936 

F-NT2RP2001677//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds//0. 028: 285: 63//Hs. 6162: AB018314 
F-NT2RP2001678//Homo sapiens semaphorin F homolog 
mRNA, complete cds//1.7e-34: 328: 76//Hs. 27621: U5284 
0 

F-NT2RP2001699//EST//0. 029: 94: 68//fls. 125936: AA8890 
91 

F-NT2RP2001720//ESTs, Highly similar to Rap2 inter 
acting protein 8 [M.musculus]//1.0: 173:62//Hs. 1073 
61: AI 197870 
F-NT2RP2001721 

F-NT2RP2001740//Homo sapiens Rigui (RIGUI) mRNA, c 
omplete cds//0. 58: 403: 57//Hs. 8114: AF022991 
F-NT2RP2001748//Farnesyl diphosphate synthase (far 
nesyl pyrophosphate synthetase, di methyl allyl trans 
transferase , geranyl transtransf erase) //l . 2e- 1 9: 1 5 
1:86//Hs. 77393: D14697 

F-NT2RP2001762//Homo sapiens exonuclease la (EX01 
a) mRNA, complete cds//5.2e- 34: 191: 96//Hs. 47504: AF 
091754 

F-NT2RP2001813//EST//0.46: 183:57//Hs. 144096: AI 0321 
80 

F-NT2RP2001839//EST//2. 5e-12: 86: 94//Hs. 133226: AI 05 
2250 
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F- NT2RP200 1 86 1 //Homo sapiens mRNA for paraplegin// 
0.068: 146: 71//Hs. 78497: Y16610 
F-NT2RP2001869//Hoino sapiens ZNF202 alpha (ZNF202) 
mRNA, complete cds//0. 0013: 174: 62//Hs. 9443: AF0272 
19 

F-NT2RP2001876//Allograft inflammatory factor 1// 
2. 2e-08: 162: 67//Hs. 76364: Y14768 
F-NT2RP2001883 

F-NT2RP2001898//75 RD INOSITOLS, 4, 5- TRIPHOSPHATE 
5-PH0SPHATASE PRECURS0R//3. Oe-113: 633: 90//Hs. 1421 10 
89:M74161 

F-NT2RP2001900//EST//1. 9e-14: 132: 84//Hs. 130049: AA9 
02650 

F-NT2RP2001907//ESTs, Weakly similar to ankyrin 3, 
long form [H. sapi ens] //0. 37: 263: 62//Hs. 106377: H29 
757 

F-NT2RP2001926//ESTs//l. le-87: 430: 97//Hs. 133487: AI 
393754 

F-NT2RP2001936 

F-NT2RP2001943 20 
F-NT2RP2001946//ESTs//l. 0: 110: 69//Hs. 7941: AA894797 
F-NT2RP2001947 

F-NT2RP2001969//ESTs//3. 3e-93: 433: 93//Hs. 9622: W444 
89 

F-NT2RP2001976//Homo sapiens RIAA0432 mRNA, cample 
te cds//0. 20: 238: 63//Hs. 155174: AB007892 
F-NT2RP2001985//Homo sapiens mRNA for KIAA0545 pro 
tein, partial cds//7. 4e-05: 235: 62//Hs. 129943: AB011 
117 

F- NT2RP2001 991 //EST//0. 0027: 163: 68//Hs. 162458: AA57 30 
9196 

F-NT2RP2002025//Homo sapiens mRNA for KIAA0756 pro 
tein, partial cds//3. 2e-62: 314: 97//Hs. 116604: AB018 
299 

F-NT2RP2002032 

F-NT2RP2002033//EST//1. 2e-16: 224: 74//Hs. 150409: AI0 
03543 

F-NT2RP2002041//EST//0. 022: 139: 69//Hs. 127219: AA939 
336 

F-NT2RP2002046//ESTs//l . le-35: 218: 92//Hs. 130678: R5 40 
1509 

F-NT2RP2002047//ESTs//0. 43: 131: 64//Hs. 153939: AI 284 
198 

F-NT2RP2002058//Homo sapiens mRNA for RIAA0741 pro 
tein, complete cds//0. 96: 137: 71//Hs. 3615: AB018284 
F-NT2RP2002066//Homo sapiens transmembrane recepto 
r UNC5C (UNC5C) mRNA, complete cds//3. le-36:509: 66/ 
/Hs. 44553: AF055634 

F-NT2RP2002070//ESTs//0. 00027: 107: 72//Hs. 4852: R842 
41 50 
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F-NT2RP2002076//Homo sapiens clone 24804 mRNA sequ 
ence//3. 4e- 129: 643: 96//Hs. 1 1039: AF052183 
F-NT2RP2002078//EST//1. 0: 83: 65//Hs. 115996: AA609014 
F-NT2RP2002079//ESTs//6. 2e-06: 326: 60//Hs. 134202: AI 
313156 

F-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein//3. 2e-112: 533: 97//Hs. 155218: AJ007 
509 

F-NT2RP2002105//Homo sapiens serine threonine kina 
se 11 (STK11) mRNA, complete cds//6. le-07:408:60// 
Hs. 122755: AF032986 

F-NT2RP2002124//ESTs//l. 3e-90: 459: 96//Hs. 142053: AA 
224286 

F-NT2RP2002137//ATPase, Ca++ transporting, plasma 
membrane 4//0. 0032: 319: 59//Hs. 995: M83363 
F-NT2RP2002154//Homo sapiens mRNA for C17orfl prot 
ein//1.0: 149:65//Hs. 100217: AJ0081 12 
F-NT2RP2002172//EST//4. 4e-14: 276: 67//Hs. 148392: AI0 
85314 

F-NT2RP2002185//ESTs, Weakly similar to ubiquitin 
S6(l) [D.melanogaster]//6. 8e-61: 354: 91//Hs. 109966: 
C06057 

F-NT2RP2002192//Human 75-kD autoantigen (PM-Scl) m 
RNA, complete cds//3.7e-37: 194: 97//Hs. 91728: M58460 
F-NT2RP2002193//Homo sapiens protein inhibitor of 
activated STAT proteinPIASx- alpha mRNA, complete c 
ds//6. 8e- 15: 228: 67//Hs. 111323: AF077954 
F-NT2RP2002208 

F-NT2RP2002219//ESTs//0. 0059: 247: 61//Bs. 36495: AA15 
1628 

F-NT2RP2002231//ESTs//0. 29: 167: 63//Hs. 112013: AI 394 
318 

F-NT2RP2002235//H. sapi ens mRNA for PHAPI2b protein 
//0. 86: 67: 82//Hs. 84264: 070439 
F-NT2RP2002252//Homo sapiens mRNA for KIAA0527 pro 
tein, partial cds//0. 79: 264: 59//Hs. 129748: AB01 1099 
F-NT2RP2002256//Homo sapiens retinoic acid hydroxy 
lase mRNA, complete cds//2. le-51: 315: 89//Hs. 15059 
5:AF005418 

F-NT2RP2002259//fluman L-myc protein gene, complete 
cds//L 2e-26: 343: 71 //Hs. 92137: M19720 
F-NT2RP2002270//ESTs. Weakly similar to AF-9 PR0TE 
IN [H. sapiens] //1 . 3e-31 : 206: 88//Hs. 4029: Z78373 
F-NT2RP2002292//ESTs//l. 3e-07: 153: 67//Hs. 13533: H23 
079 

F-NT2RP2002312//Homo sapiens CDP-diacylglycerol sy 
nthase 2 (CDS2) mRNA, partial cds//5.0e-95:467:96// 
Hs. 24812: AF069532 

F-NT2RP2002316//ESTs//0. 95: 194: 63//Hs. 157214: AA805 
445 
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F-NT2RP2002325//Homo sapiens peroxisomal biogenesi 
s factor (PEXlla) mRNA, complete cds//1.3e-124:64 
0: 95//Hs. 31034: AB015594 

F-NT2RP2002333//Protein- tyrosine kinase tyk2 (non- 
receptor) ll\ . 0: 257: 60//Hs. 75516: X54637 
F-NT2RP2002373 

F-NT2RP2002385//Homo sapiens synaptic glycoprotein 
SC2 spliced variant mRNA, complete cds//3. le-139: 
673: 97//Hs. 109051: AF038958 

F-NT2RP2002394//Human clone 23695 mRNA sequence// 10 
0.16: 456: 59//Hs. 90798: U79289 
F-NT2RP2002408//H0ME0B0X/P0U DOMAIN PROTEIN RDC-1/ 
/0. 00069: 265: 65//Hs. 74095: L20433 
F-NT2RP2002426//EST//4. 3e-33: 271: 79//Hs. 145743: AI2 
69098 

F-NT2RP2002439//ESTs//0. 0041: 129: 68//Hs. 146064: AA7 
14326 

F-NT2RP2002442//ESTs, Weakly similar to similar to 
molybdoterin biosynthesis M0EB proteins [C.elegan 
s] //5. 6e-26: 169: 89//Hs. 25198: AA904265 20 
F-NT2RP2002457//ESTs//0. 00031: 121: 71//Hs. 134860: AI 
091436 

F-NT2RP2002464//Human mRNA for KIAA0086 gene, comp 
lete cds//0. 0013: 207: 63//fls. 1560: D42045 
F-NT2RP2002475//ESTs//l . 0: 85: 75//Hs. 155371 : AI 13992 
9 

F-NT2RP2002479//Homo sapiens mRNA for ABC transpor 
ter 7 protein, complete cds//7.6e-125:607:96//Hs. 1 
25856: AB005289 

F-NT2RP2002498 30 
F-NT2RP2002503//Human zinc finger protein (FDZF2) 
mRNA, complete cds//2. 2e-89: 314: 87//Hs. 102681: U950 
44 

F-NT2RP2002504//Homo sapiens mRNA for K1AA0791 pro 
tein, complete cds//3.8e- 159: 761 :97//Hs. 23255: AB01 
8334 

F-NT2RP2002520//RAB6, member RAS oncogene family// 

0. 99: 216: 59//Hs. 107563: M28212 

F-NT2RP2002537 

F-NT2RP2002546//EST//0.81: 161:65//Hs. 120562: AA7410 40 
96 

F-NT2RP20O2549//ESTs//0. 76: 228: 61//Hs. 146313: AA594 
979 

F-NT2RP2002591//Homo sapiens mRNA for KIAA0798 pro 
tein, complete cds//2. 9e-33: 285: 78//Hs. 159277: AB01 
8341 

F-NT2RP2002595//Adenylate cyclase 8 (brain)//0.39: 
377: 59//Hs. 2522: Z35309 

F-NT2RP2002606//Human Une-1 repeat mRNA with 2 op 
en read! ng f rames//6. 4e-24: 144: 95//Hs. 23094: M19503 50 
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F-NT2RP2002609//Human guanine nucleotide regulator 
y protein (timl) mRNA, complete cds//1.0: 120:68//H 
s. 334:1102082 

F-NT2RP2002618//L sapiens mRNA for arginine methyl 
transferase, splice variant, 1262 bp//4.3e-28:460: 
63//Hs. 20521 :Y10805 
F-NT2RP2002621 

F-NT2RP2002643//Human p300/CBP- associated factor 
(P/CAF) mRNA, completecds//0. 0022: 210: 64//fls. 15530 
2: U57317 

F-NT2RP2002672//ESTs//7. 4e-30: 226: 84//Bs. 94694: W52 
493 

F-NT2RP2002701//ESTs, Highly similar to HYP0THETI 
CAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III [Cae 
norhabdltis elegans]//8.3e-56:278:97//Hs. 109857: AA 
088385 

F-NT2RP2002706//CEREBELLI N 1 PRECURSOR/A). 00042: 36 
7:61//Hs.662:M58583 

F-NT2RP2002710//Homo sapiens mRNA for KIAA0672 pro 
tei n, compl ete cds//8. Oe-42: 631 : 65//Hs. 6336: AB0145 
72 

F-NT2RP2002727 

F-NT2RP2002736//ESTs//3. 2e-67: 336: 97//Hs. 86583: AA7 
61217 

F-NT2RP2002740//EST//1 . Oe-70: 352: 97//Hs. 145168: AI 1 
50297 

F-NT2RP2002741 //Human mRNA for Neuroblastoma, comp 
lete cds//2. 4e-30: 628: 62//Hs. 87435: D89016 
F-NT2RP2002750//Human mRNA for KIAA0331 gene, comp 
lete cds//2. le-29: 285: 75//Hs. 146395: AB002329 
F-NT2RP2002752//EST//2. 2e-06: 126: 74//Hs. 159913: AA8 
62709 

F-NT2RP2002753//ESTs//4. 3e- 14: 137: 81//Hs. 133478: T7 
9705 

F-NT2RP2002769//Human plectin (PLEC1) mRNA, comple 
te cds//0. 017: 507: 57//Hs. 79706: U53204 
F-NT2RP2002778//EST//1. 6e-57: 319: 93//Hs. 147519: AI 2 
16407 

F-NT2RP2002800 

F-NT2RP2002839//ESTs//0. 075: 177: 62//Hs. 132445: AA92 
1763 

F-NT2RP2002857//ESTs//0. 99: 88: 69//Hs. 132104: AI 3821 
42 

F-NT2RP2002862 
F-NT2RP2002880 

F-NT2RP2002891//Homo sapiens mRNA for KIAA0673 pro 
tei n, parti al cds//l . 0: 237: 62//Hs. 106487: AB014573 
F-NT2RP2002925//ESTs//l. 6e-33: 318: 77//Hs. 16808: W22 
606 

F-NT2RP2002928//Homo sapiens pre-mRNA splicing fac , 
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tor (PRP17) mRNA, complete cds//3.9e-136:623:99//H 
s.l 16674: AF038392 

F-NT2RP2002929//Homo sapiens ataxin-7 (SCA7) mRNA, 
complete cds//0. 24: 158: 65//Hs. 108447: AJ000517 
F-NT2RP2002939 
F-NT2RP2002954 

F-NT2RP2002959//Human E2 ubiquitin conjugating enz 
yme UbcHSB (UBCB5B) mRNA, complete cds//6.4e-21: 13 
5:91//Hs. 108332: U39317 

F-NT2RP2002979 10 
F-NT2RP2002980 

F-NT2RP2002986//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds//7. 8e-ll: 272: 61//Hs. 1229 
67:AF059569 

F-NT2RP2002987//ESTs//8. 2e-20: 99: 82//Hs. 138965: AI0 
04740 

F-NT2RP2002993 

F-NT2RP2003000//Small inducible cytokine A5 (RANTE 
S) //2. le-46: 353: 81//Hs. 155464: AF088219 
F-NT2RP2003034//ESTs//l . 6e-08: 263: 66//Hs. 164048: AA 20 
811741 

F-NT2RP2003073//Human clone 230971 defective marin 
er transposon Hsmar2 mRNA sequence//4.6e-43:381:78 
//Hs. 159176: U92019 

F-NT2RP2003099//TRICH0HYALIN//0. 98: 183: 62//Hs. 8227 
6: L09190 

F-NT2RP2003108//H. sapiens nek2 mRNA for protein ki 
nase//0. 025: 185: 67//fls. 153704: U11050 
F-NT2RP2003117//ESTs//7.6e-30:219:88//Hs.l53408:AA 
416633 30 
F- NT2RP2003 1 2 1 //ESTs// 1 . 9e- 1 3 : 158:73//Hs. 129998: AI 
291379 

F-NT2RP2003125//Serum response factor (c-fos serum 
response element- binding transcription factor)// 
4. 5e-06: 556: 57//Hs. 155321: J03161 
F-NT2RP2003129//ESTs//0. 095: 218: 63//Hs. 70836: AA121 
544 

F-NT2RP2003137 

F-NT2RP2003157//Homo sapiens mRNA for KIAA0620 pro 
tein, partial cds//0. 40: 227: 61//Hs. 105958: AB014520 40 
F-NT2RP2003158//Homo sapiens mRNA for proteasome s 
ubuni t p58, compl ete cds//5. 7e- 113: 581 : 93//Hs. 973 
6: D67025 

F-NT2RP2003161//ESTs//0. 0095: 120: 65//Hs. 163532: AI4 
24170 

F-NT2RP2003164//EST//0. 11: 179: 63//Hs. 163299: AA8539 
44 

F-NT2RP2003165//Human mRNA for KIAA0355 gene, comp 
lete cds//l. 0e : 39: 342: 79//Hs. 153014: AB002353 
F-NT2RP2003177//ESTs//3. 6e-80: 414: 96//Hs. 4767: N911 50 
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23 

F-NT2RP2003194//ESTs//5. 4e-20: 119: 95//Hs. 149531: AI 
393223 

F-NT2RP2003206//EST//0. 095: 182: 60//Hs. 88461 : AA2785 
94 

F-NT2RP2003228//CDC21 H0M0LOG//9. 3e-138: 726: 93//H 
s. 154443: X74794 

F-NT2RP2003230//ESTs//3. Oe- 10: 239: 62//Bs. 163720: AA 
526947 

F-NT2RP2003237//Buman 53K isofonn of Type II phosp 
hatidyl inositol -4- phosphate 5-kinase (PIPK) mRNA, 
compl ete cds//l . 3e-62: 543: 77//Bs. 108966: U48696 
F-NT2RP2003243//Homo sapiens proline and glutamic 
acid rich nuclear protein isoform mRNA, partial cd 
s//0. 52: 200: 62//Hs. 102732: U88153 
F-NT2RP2003265F-NT2RP2003272//ESTs, Weakly similar 
to ubiquitin S6(l) [D.melanogaster] 
//5. 8e-57: 313: 93//fls. 109966: C06057 
F-NT2RP2003277//Homo sapiens mRNA for KIAA0625 pro 
tein, partial cds//4. 9e- 147: 714: 96//Hs. 154919: AB01 
4525 

F-NT2RP2003280 

F-NT2RP2003286//Homo sapiens mRNA for KIAA0587 pro 
tein, complete cds//0. 0097: 243: 65//Hs. 21862: AB0111 
59 

F-NT2RP2003293//ESTs//5. 5e-28: 418: 70//Hs. 146227: AI 
269334 

F-NT2RP2003295//Homo sapiens RHP mRNA for RPB5 mei 
dating protein, complete cds//2.0e-86:416:97//Hs.7 
943:AB006572 

F-NT2RP2003297//EST//0. 99: 240: 60//Hs. 133228: AI0523 
12 

F-NT2RP2003307//ESTs//5. 6e- 15: 137: 81//Bs. 90020: AA4 
42752 

F-NT2RP2003308 

F-NT2RP2003329//ESTs, Highly similar to HYP0THETI 
CAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III [Cae 
norhabditis elegans]//L8e-102: 532: 95//Hs. 6092: T75 
227 

F-NT2RP2003339//ESTs//0. 13: 166: 63//Hs. 149649: AI 346 
765 

F-NT2RP2003347//ESTs//0. 96: 185: 59//Hs. 125003: H8596 
3 

F-NT2RP2003367//Human HsUM15 mRNA for HsLiml5, co 
mpl ete cds//0. 99: 243: 60//Hs. 37181 : D64108 
F-NT2RP2003391 
F-NT2RP2003393 

F-NT2RP2003394//Homo sapiens Ran-GTP binding prote 
in mRNA, partial cds//0.86:416:57//Hs.4976:AF03902 
3 
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F-NT2RP2003401 

F-NT2RP2003433//ESTs, Highly similar to PROTEIN T 
RANSPORT PROTEIN SEC61ALPHA SUBUNIT [Canis familia 
ris]//3. 7e-33: 303: 77//Hs. 14038: R06800 
F-NT2RP2003445//EST//1. 7e-06: 154: 65//Hs. 142843: R36 
893 

F-NT2RP2003446//Prostaglandin receptor, epl subtyp 
e//0. 81: 273:61//Hs. 159360:122647 
F-NT2RP2003456//EST//0. 17: 95: 65//Hs. 147190: AI 19332 
0 10 
F-NT2RP2003466//Homo sapiens chromosome 11, BAC CI 
T-HSP-311e8 (BC269730) contai ni ng the hFENl gene// 
4. 3e-53: 339: 78//Hs. 132874: AC004 770 
F-NT2RP2003480//Calpain, small polypeptide//!. le-0 
6: 154: 66//Hs. 74451 : X04106 

F-NT2RP2003499//flomo sapiens delta-catenin mRNA, c 
omplete cds//3. le- 10: 481 : 60//Hs. 80220: U96136 
F-NT2RP2003506 

F-NT2RP20035il//Spectrin, beta, non- erythrocytic 1 
//0. 76: 189: 62//Hs. 107164: M96803 20 
F-NT2RP2003513//fluman mRNA for KIAA0270 gene, part 
ial cds//8. 3e-78: 403: 94//Hs. 78482: Y16270 
F-NT2RP2003517//Platelet-derived growth factor bet 
a polypeptide (simiansarcoma viral (v-sis) oncogen 
e homolog)//1.3e-24: 151:95//Hs. 1976: M12783F-KT2RP2 
003522//Zinc finger protein 148 (pHZ-52)//l. le-17: 
512: 60//Hs. 112180: AF039019 

F-NT2RP2003533//ESTs//l. 8e-76: 373: 98//Hs. 140402: AI 
138765 

F-NT2RP2003543//ESTs//9. 3e-65: 363: 92//Hs. 70643: AA0 30 
30010 

F-NT2RP2003559//ESTs//0. 00037: 93: 77//fls. 157564: AI 3 
56513 

F-NT2RP2003564//Sjogren syndrome antigen AI (52kD, 
ri bonucl eoprotei n autoanti gen SS- A/Ro) HI. 9e- 28: 6 
64:63//Hs.l042:M62800 

F-NT2RP2003567//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds//l. 3e- 114: 541: 98//Hs. 129937: AB00 
7931 

F-NT2RP2003581//EST//1 . 0: 59: 76//Hs. 158575: AI 368947 40 
F-NT2RP2003596//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//1.3e-63:224:95//Hs.346 
27:AA126463 

F-NT2RP2003604//Homo sapiens alpha-catenin related 
protein (ACRP) mRNA, complete cds//l. 7e-124: 585: 98 
//Hs. 58488: U97067 

F-NT2RP2003629//ESTS//2. Oe- 103: 535: 95//Hs. 105633: A 
A479166 

F-NT2RP2003643//Kallmann syndrome 1 sequence//0. 8 

5: 216: 61//Hs. 89591 : M97252 50 
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F-NT2RP2003668//Homo sapiens haemopoietic progenit 
or homeobox HPX42B (HPX42B) mRNA, complete cds//9. 
4e-47: 371: 80//Hs. 125231: AF068006 
F-NT2RP2003687//EST//2. 9e-14: 134: 80//Hs. 132635: AI0 
32875 

F-NT2RP2003691//ESTS//8. 2e-47: 296: 83//Bs. 138852: AA 
284247 

F-NT2RP2003702//DNA POLYMERASE EPSIL0N, CATALYTIC 
SUBUNIT A//0. 85: 190: 61//Es. 18366: L09561 
F-NT2RP2003704//ESTs, Weakly similar to putative p 
150 [H. sapiens] //5. le-44: 269: 91//Hs. 139757: N95271 
F-NT2RP2003706//Homo sapiens mRNA for KIAA0525 pro 
tein, partial cds//8.3e-110: 518: 98//Hs. 78494: AB011 
097 

F-NT2RP2003713 

F-NT2RP2003714//flomo sapiens hematopoietic cell de 
rived zinc finger protein mRNA, complete cds//2.7e 
-56: 252: 83//Hs. 86371: AF054180 
F-NT2RP2003727//EST//0. 52: 277: 59//Hs. 69507: AA11 187 
9 

F-NT2RP2003737//Human E2 ubiquitin conjugating enz 

yme UbcHSC (UBCH5C) mRNA, complete cds//4.0e-55:58 

4:71//Hs.ll8797:U39318 

F-NT2RP2003751 

F-NT2RP2003760 

F-NT2RP2003764 

F-NT2RP2003769 

F-NT2RP2003770//RETI N0BLAST0HA BINDING PROTEIN 3// 

0. 58: 247: 59//Hs. 96055: U47677 

F-NT2RP2003777 

F-NT2RP2003781//ESTs, Weakly similar to C47D12.3 
[C. elegans]//3. 7e-63: 356: 92//Hs. 16131: AA568689 
F-NT2RP2003793//ESTs//4. 8e-68: 392: 92//Hs. 93949: AA7 
82955 

F-NT2RP2003825//ESTS//7. 6e-79: 232: 98//Hs. 14347: AA2 
87742 

F-NT2RP2003840//DNAJ PROTEIN H0M0L0G HSJ1//0. 95: 30 
0:59//Hs. 77768: X63368 

F-NT2RP2003857//EST//1.0: 112:62//Hs. 139216: AA24442 
5 

F-NT2RP2003859 

F-NT2RP2003871//ESTs//2. 5e-44: 222: 99//fls. 146295: AA 
935780 

F-NT2RP2003885 

F-NT2RP2003912//ESTS, Weakly similar to G2-SPECIFI 
C PROTEIN KINASE NIHA[Emericella nidulans]//2.2e-l 
13: 632: 92//Hs. 50072: AI 378221 
F-NT2RP2003952//ESTs, Moderately similar to 60S RI 
B0S0MAL PROTEIN L32 [H.sapiens]//1.0: 146:67//Hs. 15 
6920:AA489296 
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F-NT2RP2003968//Homo sapiens hUBP mRNA for ubiqult 
In specific protease, complete cds//6.8e- 30: 165:96/ 
/Hs. 35086: AB014458 

F-NT2RP2003976//Homo sapiens mRNA for KIAA0447 pro 
tein, complete cds//7.9e- 116: 610: 94//Hs. 7302: AB007 
916 

F-NT2RP2003981//Homo sapiens mRNA for KIAA0804 pro 
tein, partial cds//3.2e-161: 783: 96//Hs. 7316: AB0183 
47 

F-NT2RP2003984 10 
F-NT2RP2003986//ESTs//l . 3e-39: 296: 83//Hs. 152482: AI 
050036 

F-NT2RP2003988//TM opuri ne S-methyl transferase//7. 
le-44: 532: 70//Hs. 51124: AF019369 
F-NT2RP2004013//ESTs, Highly similar to TRANSCRIP 
TI0N FACTOR BTF3 [Homosapiens]//7.0e-104:556:93//H 
s. 11 1081 :AI 380378 
F-NT2RP2004014 

F-NT2RP2004041//Homo sapiens chromosome 19, cosmid 
F17127//6. 0e-ll: 120: 80//Hs. 10116: AC004780 20 
F-NT2RP2004042 

F-NT2RP2004066//Homo sapiens zinc finger protein 
(ZnF20) mRNA, completecds//0. 80: 292:61//Rs. 1147: AF 
011573 

F-NT2RP2004081//ESTs//5. 7e-87: 427: 96//Hs. 102296: AI 
217942 

F-NT2RP2004098//Homo sapiens leucine-rich repeat p 
roteinSH0C-2 (SH0C-2)mRNA, complete cds//0.15:19 
9: 60//Hs. 104315: AF054828 

F-NT2RP2004124//Homo sapiens mRNA for ephrin-A2// 30 

0. 98: 233: 59//Hs. 158306: AJ007292 

F-NT2RP2004142 

F-NT2RP2004152//ESTs//5. 7e-35: 187: 96//Hs. 98977: AA6 
25872 

F-NT2RP2004165//Homo sapiens serine kinase SRPR2 m 
RNA, complete cds//0. 69: 176: 63//Hs. 78353: U88666 
F-NT2RP2004170//ESTs//3. 9e-05: 380: 61//Hs. 143748: AI 
419966 

F-NT2RP2004172//ESTs//5. 8e- 18: 104: 99//Hs. 157031: AI 
343501 40 
F-NT2RP2004187//ESTs, Moderately similar to zinc f 
i nger protei n [H. sapi ens] //l . 7e- 16: 276: 67//Hs. 3677 
9:AA626790 

F-NT2RP2004194//Human p300/CBP- associated factor 
(P/CAF) mRNA, completecds//l. 0: 124: 69//Hs. 155302:0 
57317 

F-NT2RP2004196 

F-NT2RP2004207//ESTs//3. 8e- 1 1 : 92: 88//Hs. 22678: AA60 
4756 

F-NT2RP2004226//ESTs, Weakly similar to teg292 pro 50 
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tein [H. musculus] //l. 8e-80: 386: 98//Hs. 68791: AA5272 
70 

F-NT2RP2004232//Protein kinase C, mu//3.9e-36:448: 
67//Hs. 2891:X75756 

F-NT2RP2004239//ESTs//0. 12: 196: 61//Hs. 127209: AA976 
680 

F-NT2RP2004240//EST//1.0: 134:63//Hs. 104466: AA28253 
6 

F-NT2RP2004242//Homo sapiens Nck-2 (NCK2) mRNA, co 
mplete cds//0. 27: 313: 59//Hs. 129725: AF047487 
F-NT2RP2004245//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//8.2e-51:474:74//Hs. 108 
990:N25951 

F-NT2RP2004270/ /MUELLERI AN INHIBITING FACTOR PRECD 
RS0R//L 6e-06: 490: 60//Hs. 112432: AC005263 
F-NT2RP2004300//1-PH0SPHATI DYU NOSI TOL-4 , 5-BI SPH0S 
PHATE PHOSPHODIESTERASE BETA 3//0. 35: 157: 67//Hs. 37 
121:Z37544 

F-NT2RP2004316//Homo sapiens EXT-like protein 2 (E 
XTL2) mRNA, complete cds//l. 5e- 151: 735: 97//Hs. 6115 
2:AF000416 

F-NT2RP2004321//ESTs//2. 6e-64: 385: 88//Hs. 133128: W2 
7735 

F-NT2RP2004339//ESTs//3. 3e-46: 338: 83//Hs. 145091: AA 
814510 

F-NT2RP2004347//ESTs//l. 0: 184: 61//Hs. 134469: AA7316 
32 

F-NT2RP2004364//ESTs//2. 9e-70: 366: 95//Hs. 14928: AA2 
56202 

F-NT2RP2004365 

F-NT2RP2004366//Homo sapiens mRNA for DFFRY protei 
n, abundant transcript//0. 60: 295: 57//Hs. 39163: AF00 
0986 

F-NT2RP2004373 

F-NT2RP2004389//ESTs, Highly similar to HYP0THETI 
CAL 70.7 RD PROTEIN F09G8.3 IN CHROMOSOME III [Cae 
norhabdi ti s el egans] III. 3e-97: 477: 98//Hs. 30490: AA1 
46916 

F-NT2RP2004392//ESTs//2. 6e-61: 305: 98//Hs. 43100: AA1 
86588 

F-NT2RP2004396//Homo sapiens BAC clone RG135C18 fr 
om 7q21//1.4e-174:875:95//Hs. 152759: AC005 164 
F-NT2RP2004399//ESTs, Weakly similar to K01H12.1 
[C. el egans] III. 2e-92: 519: 91/ IBs. 13275: AI 341468 
F-NT2RP2004400//EST//0. 018: 150: 65//Hs. 158739: AI 375 
367 

F-NT2RP2004412 

F-NT2RP2004425//EST//0.049: 145:64//Hs. 160759: R3694 
4 

F-NT2RP2004463//ESTs//l. 5e-40: 207: 98//Hs. 98057: C15 
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F-NT2RP2004476//Homo sapiens TWIK-related acid-sen 
sitive K+ channel (TASK) mRNA, complete cds//0.45: 
208: 61//Hs. 24040: AF006823 
F-NT2RP2004490 

F-NT2RP2004512//ESTs//0. 0012: 330: 61//Hs. 70258: AI09 
1203 

F-NT2RP2004523//Human high-affinity copper uptake 
protein (hCTRl) mRNA t complete cds//1.3e-29:270:79/ 
/Hs. 73614: U83460 10 
F-NT2RP2004538//Homo sapiens mRNA for KIAA0591 pro 
tein, partial cds//4. 6e-139: 687: 96//fls. 129908: AB01 
1163 

F-NT2RP2004551//ESTs//0. 0075: 285: 62//Hs. 149442: AI3 
46891 

F-NT2RP2004568//Homo sapiens antigen NY-CO-16 mRN 
A, complete cds//8. 8e-06: 291: 61//Hs. 132206: AF03969 
4 

F-NT2RP2004580//Small inducible cytokine A5 (RANTE 
S)//1.2e-45: 334:82//Hs. 155464: AF08821 9 20 
F-NT2RP2004587//Homo sapiens mRNA for KIAA0766 pro 
tein, complete cds//0. 98: 136: 64//Hs. 28020: AB018309 
F-NT2RP2004594//ESTs, Highly similar to HKR2 PR0T 
EI N [Mus muscul us] III . 0: 104: 68//fls. 125729: N99898 
F-NT2RP2004600//Homo sapiens mRNA for Hrs, complet 
e cds//0. 20: 260: 60//Hs. 24756: U43895 
F-NT2RP2004602//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H. sapiens] //3.0e- 5 
9: 273: 93//Hs. 12845: N28835 

F-NT2RP2004614//EST//0. 99: 103: 68//Hs. 148738: AI 2249 30 
08 

F-NT2RP2004655//Homo sapiens mRNA for leucine rich 
protein//8. 4e-104: 496: 98//Hs. 5198: AJ006291 
F-NT2RP2004664//Homo sapiens mRNA for KIAA0460 pro 
tein, partial cds//5. 2e-155: 728: 98//Hs. 29956: AB007 
929 

F-NT2RP2004675//EST//0. 65: 151: 62//Hs. 130504: AI0038 
39 

F-NT2RP2004681 

F-NT2RP2004689//Homo sapiens mRNA for KIAA0625 pro 40 
tein, partial cds//4. le-61: 327: 94//Hs. 154919: AB014 
525 

F-NT2RP2004709//ESTs//2. 2e-05: 98: 77//Hs. 161898: AA2 
86942 

F-NT2RP2004710//ESTS//0. 0035: 76: 82//Hs. 108470: R937 
80 

F-NT2RP2004736//Homo sapiens mRNA for KIAA0478 pro 
tein, complete cds//2. le- 118: 582: 96//Hs. 4236: AB007 
947 

F-NT2RP2004743//EST//0. 11: 170: 64//Hs. 112670: AA6092 50 
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F-NT2RP2004767//EST//1. 5e-09: 303: 65//Hs. 148374: AA9 
48183 

F-NT2RP2004768//ESTs, Highly similar to SERINE/TH 
RE0NINE- PROTEIN KINASEPAK [Rattus norvegicus]//3.7 
e- 1 10: 548: 96//Hs. 85768: W16504 
F-NT2RP2004775//Homo sapiens transcriptional regul 
atory protein p54 mRNA, complete cds//0.025:547:57 
//Hs. 107474: AF045451 

F-NT2RP2004791//Human endosame-associated protein 
(EEA1) mRNA, compl etecds//0. 99: 121: 64//Hs. 2864: L40 
157 

F-NT2RP2004799//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds//4. 9e- 1 18: 594: 95//Hs. 40820: AF058953 
F-NT2RP2004802//ESTs//5. 6e-16: 116: 91//Hs. 153841: N3 
6043 

F-NT2RP2004816//Homo sapiens H beta 58 homolog mRN 
A, complete cds//6.8e- 103: 495: 97//Hs. 67052: AF05417 
9 

F-NT2RP2004841//Human transposon-like element mRNA 
//3. Oe-70: 519: 83//Hs. 84775: M23161 
F-NT2RP2004861//ESTs//6. 7e-89: 427: 98//Hs. 132980: AI 
290258 

F-NT2RP2004897//ESTs//6. 4e-81: 431: 94//Hs. 130961: N7 
9111 

F-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, 
compl ete cds//6. 5e-84: 418: 95//Hs. 25619: AB007144 
F-NT2RP2004936 
F-NT2RP2004959 

F-NT2RP2004961//Human mRNA for KIAA0065 gene, part 
ial cds//7. 2e-26: 456: 66//Hs. 70617: D31763 
F-NT2RP2004962//EST//2. 8e-15: 242: 69//Hs. 146794: AI 1 
49478 

F-NT2RP2004967//ESTS//0.0022: 218:63//Hs. 131987: AI 2 
39735 

F-NT2RP2004978//Homo sapiens mRNA for KIAA0458 pro 
tein, complete cds//l. 0: 218: 61//Hs. 7414: AB007927 
F-NT2RP2004982//Human kinesin-like spindle protein 
HKSP (HKSP) mRNA, complete cds//0. 13: 260: 60//Hs. 4 
1723: U37426 

F-NT2RP2004985//Human mRNA for KIAA0144 gene, comp 
lete cds//4. 8e-22: 431: 65//Hs. 8127: D63478 
F-NT2RP2004999 

F-NT2RP2005000//Homo sapiens hyperpolarization-act 
ivated channel 1 (IHl)mRNA, partial cds//0. 99: 269: 
58//Hs. 124161 : AF065164 

F-NT2RP2005001//Homo sapiens mRNA for KIAA0615 pro 
tei n, compl ete cds//l . 9e- 160: 782: 97//Hs. 155972: ABO 
14515 
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F-NT2RP2005003//H. sapiens Staf50 mRNA//9.9e-44:43 
0:75//Bs. 68054: X82200 

F-NT2RP2005012//Homo sapiens SEC63 (SEC63) mRNA, c 
omplete cds//4. 5e-100: 501: 96//Hs. 31575: AF100141 
F-NT2RP2005018//Arachi donate 5-lipoxygenase//l. 0: 2 
32: 58//Hs. 89499: J03600 

F-NT2RP2005020//ESTs//l. 2e-06: 61: 100//Hs. 106160: AA 
527433 

F-NT2RP2005022//Eukaryotic translation initiation 
factor 3 (eIF-3) p36 subunit//0.095:271:60//Hs. 139 10 
745: U39067 

F-NT2RP2005031//Homo sapiens mRNA for SCP-1, compl 
ete cds//0. 99: 338: 61//Hs. 112743: D67035 
F-NT2RP2005037//Homo sapiens mRNA for repressor pr 
otein, partial cds//0. 098: 217: 60//Hs. 58167: D30612 
F-NT2RP2005038//Homo sapiens protease- activated re 
ceptor 4 mRNA, complete cds//0. 22: 498: 59//Hs. 13757 
4:AF055917 

F r NT2RP2005108//ESTs//0. 74: 145: 63//Hs. 116557: AA657 
838 20 
F-NT2RP2005116//Homo sapiens mRNA for KIAA0664 pro 
tein, partial cds//6.4e- 105: 495: 98//Hs. 22616: AB014 
564 

F-NT2RP2005126//B. sapiens mRNA for RNA helicase (M 
yc-regulated dead boxprotein)//9.2e-29: 157:98//Hs. 
100555: X98743 

F-NT2RP2005139//ESTs//2. 6e-91: 479: 95//Hs. 125037: W4 
2803 

F-NT2RP2005140//ESTs//0. 81: 308: 59//Hs. 27308: AA5349 
47 30 
F-NT2RP2005144//Homo sapiens tubby like protein 3 
(TULP3) mRNA, compl etecds//8. 3e- 91: 447: 96//Hs. 1322 
26: AF045583 
F-NT2RP2005147 

F-NT2RP2005159//ESTs//l. 5e-44: 242: 94//Hs. 109819: AI 
357582 

F-NT2RP2005162//ESTs, Weakly similar to Y53C12A.3 
[C. el egans] //0. 97: 80: 73//Hs. 107747: AI 357868 
F-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein//4. 4e-127: 633: 96//Hs. 155218: AJ007 40 
509 

F-NT2RP2005204//H. sapiens 5T4 gene for 5T4 Oncofet 
al antigen//0. 0034: 187: 66//Hs. 82128: AJ012159 
F-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4//l. 3e-66: 340: 95//Hs. 8173: AC005189 
F-NT2RP2005239//EST//1. 3e-05: 215: 66//Hs. 129528: AA9 
94783 

F-NT2RP2005254//H. sapiens mRNA for PHAPI 2b protein 
//1. 0: 101 : 71//Hs. 84264: 1)70439 

F-NT2RP2005270//Homo sapiens creatine transporter 50 
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mRNA, complete cds//0. 56: 114: 68//Hs. 154503: U36341 
F-NT2RP2005276//Homo sapiens acyl-CoA synthetase 4 
(ACS4) mRNA, compl etecds//1.2e- 40: 594: 65//Hs. 8145 
2:AF030555 

F-NT2RP2005287//ESTs//8. 2e-07: 175: 70//Hs. 1 17134: AI 
383932 

F-NT2RP2005288//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds//2. 3e-123: 604: 96// 
Hs. 27007: AF060219 

F-NT2RP2005289//Homo sapiens mRNA for XPR2 protein 
//l . 3e- 141 : 670: 98//Hs. 44766: AJ007590 
F-NT2RP2005293//EST//1. 9e-50: 254: 98//Hs. 162017: AA5 
05833 

F-NT2RP2005315//Homo sapiens mRNA for KIAA0676 pro 
tein, partial cds//3. 6e-97: 483: 96//Hs. 115763: AB014 
576 

F-NT2RP2005325//Human UM-hameobox domain protein 
(hLH-2) mRNA, compl etecds//2.6e- 23: 166:90//Hs. 156 
9:U11701 

F-NT2RP2005336//Hamo sapiens snRNA activating prot 
ein complex 190kD subunit (SNAP190) mRNA, complete 
cds//0. 016: 353: 62//Hs. 113265: AF032387 
F-NT2RP2005344//Homo sapiens mRNA for KIAA0566 pro 
tein, partial cds//2.8e-30: 456: 66//fls. 44697: AB01 11 
38 

F-NT2RP2005354//ESTs//0. 71: 192: 60//Hs. 39063: AA7089 
58 

F-NT2RP2005358//Homo sapiens methyl -CpG binding pr 
otein MBD3 (HBD3) mRNA, complete cds//l. 4e- 100: 48 
9:96//Bs. 107254: AC005943 

F-NT2RP2005360//ESTs//8. 2e-35: 190: 95//Hs. 163038: AA 
700122 

F-NT2RP2005393//Homo sapiens CTG26 alternate open 
reading frame mRNA, complete cds//0.87:244:59//Hs. 
113252:080761 
F-NT2RP2005407 

F-NT2RP2005436//Homo sapiens mRNA for KIAA0561 pro 
tein, partial cds//0. 28: 338: 57//Hs. 6189: AB01 1133 
F-NT2RP2005441//ESTs//3. 3e-45: 238: 96//Hs. 5209: AA78 
0068 

F-NT2RP2005453//ESTS//2. le-20: 115:99//Bs. 133087:AI 
091164 

F-NT2RP2005457//ESTs, Highly similar to NADH-UBIQ 
UIN0NE 0XID0REDUCTASESUBUNIT B14.5B [Bos taurus]// 
8. 5e-48: 295: 90//Hs. 75017: AA166853 
F-NT2RP2005464//ESTs//2. Oe-99: 495: 96//Hs. 3530: AA80 
8243 

F-NT2RP2005465//V-crk avian sarcoma virus CT10 one 
ogene homolog/A). 032: 176: 64//Hs. 16: D10656 
F-NT2RP2005472//ESTs//l. 4e-34: 180: 98//Hs. 158892: AI 
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F-NT2RP2005476//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//9. 9e-48: 432: 77//Hs. 15519: AB018 
315 

F-NT2RP2005490//ESTs//4. 5e-19: 165:84//Hs. 134382: AA 
083573 

F-NT2RP2005491 

F-NT2RP2005495//ESTs//5. 6e-96: 452: 99//Hs. 145417: AI 
084164 

F-NT2RP2005496//Human mRNA for KIAA0326 gene, part 10 
ial cds//4. 4e-48: 621: 68//Hs. 6833: AB002324 
F-NT2RP2005498//Human protein phosphatase 2A beta 
subunit mRNA, completecds//1.6e-63:503: 78//Hs. 768 
8:M64930 

F-NT2RP2005501//Homo sapiens Notch3 (N0TCH3) mRNA, 
complete cds//0. 56: 139: 66//fls. 8546: U97669 
F-NT2RP2005509//Glutamate-cysteine ligase (gamma-g 
lutamyl cysteine synthetase), regulatory (30.8kD)// 
1.0: 291: 59//fls. 89709:135546 

F-NT2RP2005520//Homo sapiens chromosome-associated 20 
protein-E (hCAP-E) mRNA, complete cds//1.2e-82:44 
4: 92//Hs. 1 19023: AF092563 

F-NT2RP2005525//Homo sapiens mRNA for KIAA0764 pro 
tein, complete cds//2.2e-19: 112: 99//Hs. 6232: AB0183 
07 

F-NT2RP2005531//ESTs, Weakly similar to erythrocyt 
e membrane protein 4. l[H.sapiens]//3.5e-50:366:83/ 
/Hs. 61833: AA036735 

F-NT2RP2005539//Homo sapiens mRNA for NSl-binding 
protein (NSl-BP)//9. 4e-155: 747: 97//Hs. 159597: AJ012 30 
449 

F-NT2RP2005540//Homo sapiens mRNA for KIAA0494 pro 
tein, complete cds//1.9e-131: 618: 98//Hs. 62515: AB00 
7963 

F-NT2RP2005549//ESTs, Weakly similar to HYPOTHETIC 
AL 32.0 KD PROTEIN C16C10. 10 IN CHROMOSOME III [C. 
elegans]//2. 5e-51: 292: 93//Hs. 105684: H24407 
F-NT2RP2005555//EST//0. 046: 308: 57//Hs. 145962: AI 276 
822 

F-NT2RP2005557//ESTs//4. 6e-48: 382: 79//Hs. 125014: AI 40 
422839 

F-NT2RP2005581//ESTs//6. 3e-28: 166: 93//Hs. 87803: AA0 
34436 

F-NT2RP2005600//ESTs//l . 6e-40: 228: 93//Hs. 160085: AI 
218627 

F-NT2RP2005605//ESTs//5. 7e-13: 115: 86//Hs. 37718: H60 
071 

F-NT2RP2005620//Homo sapiens epsin 2b mRNA, cample 
te cds//3. le-92: 447: 97//Hs. 22396: AF062085 
F-NT2RP2005622//ESTs//0. 16: 242: 63//Hs. 136395: AA523 50 



&m 2002-191363 
3876 

702 

F-NT2RP2005635 

F-NT2RP2005637//ESTs//0. 055: 96: 69//Hs. 105998: R9090 
5 

F-NT2RP2005640//ESTs//4.5e-16: 107:92//Hs. 150823: AI 
292145 

F-NT2RP2005645//ESTs//2. 7e-29: 181: 90//Hs. 121653: AI 
375440 

F-NT2RP2005651//0xysterol binding protein//0.0001 
1: 122: 69//Hs. 143065: M86917 

F-NT2RP2005654//Homo sapiens mRNA for KIAA0288 gen 
e, complete cds//1.5e-08: 351: 62//Hs. 91400: AB006626 
F-NT2RP2005669//ESTs//0. 016: 185: 64//Hs. 97713: AA442 
239 

F-NT2RP2005675//Hamo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds//7. 7e-96:462:98// 
Hs. 25664: AF089814 

F-NT2RP2005683//ESTs//0. 83: 242: 62//Hs. 136395: AA523 
702 

F-NT2RP2005690//PYRR0LI NE- 5- CARBOXYLATE REDUCTASE/ 
11. 5e-ll: 328: 61//Hs. 79217: M77836 
F-NT2RP2005694 

F-NT2RP2005701//Homo sapiens protein phosphatase 2 
A B56-epsilon (PP2A) mRNA, complete cds//0. 15:496: 
55//Hs. 79326: L76703 

F-NT2RP2005712//Homo sapiens mRNA for KIAA0799 pro 
tein, partial cds//5. le- 126: 599: 97//Hs. 61638: AB018 
342 

F-NT2RP2005719//ESTS//0. 58: 326: 60//Hs. 157209: N5752 
7 

F-NT2RP2005722//Zinc finger protein 136 (clone pHZ 
-20) //8. 2e-46: 415: 77//Hs. 69740: U09367 
F-NT2RP2005723//ESTS//1. Oe-15: 141: 81//Hs. 163747: AA 
174017 

F-NT2RP2005726//EST//3. 4e- 15: 96: 95//Hs. 156170: AI 33 
4191 

F-NT2RP2005732//ESTs//0. 99: 162: 62//Hs. 154914: AA721 
086 

F-NT2RP2005741//Homo sapiens chondroadherin gene, 
5' flanking region and//0. 80: 362: 58//Hs. 97220: U9676 
9 

F-NT2RP2005748//H. sapiens ZNF33B gene//0. 47: 99: 65/ 
/Hs. 72991 :X68688 

F-NT2RP2005752//Homo sapiens TNFR- rel ated death re 
ceptor-6 (DR6) mRNA, complete cds//2.5e- 23: 134:96/ 
/Hs. 159651 :AF068868 

F-NT2RP2005753//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds//4.0e-102:486:98//Hs. 
26285: AF082516 

F-NT2RP2005763//EUKARY0TIC INITIATION FACTOR 4A-LI 
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KE NUK-34//2. 3e-05: 425: 56//Hs. 79768: D21853 
F-NT2RP2005767//Homolog 2 of Drosophila large disc 
s//0. 085: 262: 61//Hs. 23205: X82895 
F-NT2RP2005773//PYRR0LINE-5-CARB0XYLATE REDUCTASE/ 
II. Oe-16: 153: 82//Hs. 79217: M77836 
F-NT2RP2005775//Human thimet oligopeptidase (THOP 
1) mRNA, complete cds//1.7e-42: 645: 64//Hs. 78769: Z5 
0115 

F-NT2RP2005781//ESTs//l. le-19: 132: 90//Hs. 13550: AI3 
78556 10 
F-NT2RP2005784//Inhibitor of DNA binding 4, domina 
nt negative helix- loop- helix protein//2.9e-06:201: 
67//Hs. 34853: U28368 

F-NT2RP2005804//ESTs//l . 2e-07: 62: 93//Hs. 125509: AA8 
83820 

F-NT2RP2005812 

F-NT2RP2005815//ESTs//l. 9e-32: 173: 97//Hs. 144587: AI 
193595 

F-NT2RP2005835 

F-NT2RP2005841//flomo sapiens retinal rod Na-Ca+K e 20 
xchanger (NCKX1) mRNA, complete cds//0.94: 148: 65//H 
s. 59829: AB014602 
F-NT2RP2005853 

F-NT2RP2005857//Honio sapiens chromosome-associated 
protein-C (hCAP-C) mRNA, partial cds//5.4e-176:82 
9:98//Hs.50758:AF092564 

F-NT2RP2005859//ESTs//2. le-97: 537: 92//Hs. 131915: W2 
2567 

F-NT2RP2005868 

F-NT2RP2005886//Human putative M phase phosphoprot 30 
ein 1 (MPP1) mRNA, partial cds//0.26:728:57//Hs.24 
0: L16782 

F-NT2RP2005890//ESTs//2. 0e-97: 453: 100//Hs. 88671: AA 
279943 

F-NT2RP2005901//ESTs//0. 99: 188: 64//Bs. 28639: R78360 
F-NT2RP2005908//ESTs//2. 5e-43: 325: 82//Hs. 152340: AA 
521399 

F-NT2RP2005933//ESTs, Highly similar to nucleopori 
n p54 [R. norvegicus]//7.9e-90: 326: 98//Hs. 156882: AA 
292186 40 
F-NT2RP2005942//H. sapiens PAP mRM//5. le-48: 618: 67 
//Bs. 49007: X76770 

F-NT2RP2005980//ESTs//2. 8e-22: 358: 68//Hs. 125446: AA 
883339 

F-NT2RP2006023 

F-NT2RP2006038//ESTs//8. Oe-37: 351: 74//Hs. 128787: AA 
418382 

F-NT2RP2006043//Human novel homeobox mRNA for a DN 
A bi ndi ng protei n//0. 51 : 271 : 59//Hs. 37035: U07664 
F-NT2RP2006052//ESTs//4. Oe-05: 233: 63//Hs. 124864: AA 50 
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663093 

F-NT2RP2006069//Human mRNA for KIAA0279 gene, part 
i al cds//0. 0082: 770: 58//Hs. 57652: D87469 
F-NT2RP2006071//ESTs//2. le-24: 396: 65//Hs. 104404: AI 
337416 

F-NT2RP2006098//ESTs//0. 97: 125: 67//Hs. 97996: AA4059 
70 

F-NT2RP2006100 

F-NT2RP2006103//ESTs//5. 2e-ll: 102: 83//Hs. 125656: AA 
883135 

F-NT2RP2006106//ESTs//l. 6e-78: 456: 90//Hs. 133496: AA 
315349 

F-NT2RP2006141//ESTs//l. 7e-20: 262: 72//Hs. 128677: AA 
649240 

F-NT2RP2006166 

F-NT2RP2006184//H. sapiens p63 mRNA for transmembra 
ne protein//l. 0: 94: 73//Hs. 74368: X69910 
F-NT2RP2006186//Homo sapiens mRNA for KIAA0654 pro 
tei n, parti al cds//2. 5e- 1 14: 567: 96//Hs. 109299: AB01 
4554 

F-NT2RP2006196//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//2. Oe- 23: 187: 85//Hs. 15519: AB018 
315 

F-NT2RP2006200//ESTs//l. 0: 224: 62//Hs. 144100: AI 2055 
03 

F-NT2RP2006219//H. sapiens mRNA for DGCR6 protein// 
4. 4e-118: 618: 93//Hs. 153910: X96484 
F-NT2RP2006237 
F-NT2RP2006238 

F-NT2RP2006258//ESTs//0. 0034: 143: 69//Hs. 145798: AI 2 
69970 

F-NT2RP2006261//H. sapiens mRNA for serine/threonin 
e protein kinase EMK//0. 019: 111: 71//Hs. 157199: X976 
30 

F-NT2RP2006275//Homo sapiens mRNA for serin protea 
se with IGF-binding motif, complete cds//2.4e-05:3 
88: 60//Hs. 75111: D87258 

F-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, c 
ompl ete cds//2. le- 121 : 598: 97//Hs. 3404: AF035262 
F-NT2RP2006320//ESTs, Moderately similar to matera 
al transcript Maid [M.musculus]//1.9e-29: 151: 100// 
Hs. 36794: AI 038407 

F-NT2RP2006321//ESTs//7. 0e-15: 141: 82//Hs. 71241 : H09 
371 

F-NT2RP2006323//Homo sapiens mRNA for NBPhox, comp 
lete cds//4. 7e-06: 170: 70//Hs. 87202: D82344 
F-NT2RP2006333//Homo sapiens TRRAP protein (TRRAP) 
mRNA, compl ete cds//0. 1 1 : 43: 100//Hs. 6892: AF076974 
F-NT2RP2006334//Homo sapiens mRNA for KIAA0602 pro 
tein, partial cds//3. le-05: 233: 65//Hs. 37656: AB01 11 
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74 

F-NT2RP2006365//ESTs//8. 9e-46: 268: 93//Hs. 58403: AAO 
58501 

F-NT2RP2006393//ESTs//l. 2e-20: 159: 86//Hs. 146018: AA 
280341 

F-NT2RP2006436//Human homeodomain- containing prote 
in (HANF) mRNA, complete cds//0.59: 133: 64//Hs. 9583 
8:AF059734 

F-NT2RP2006441//ESTs//l. 6e-82: 400: 98//Hs. 143514: AI 
221934 10 
F-NT2RP2006454//EST//5. 2e-07: 172: 68//Hs. 157742: AI 3 
60509 

F-NT2RP2006456 

F-NT2RP2006464//Homo sapiens mRNA for AND-1 protei 
n//l. le-149: 545: 98//Hs. 72160: AJ006266 
F-NT2RP2006467 
F-NT2RP2006472 

F-NT2RP2006534//ESTs//5.6e-05: 192:66//Hs. 135750: AA 
160048 

F-NT2RP2006554//EST//0. 60: 1 16: 65//Hs. 160110: AA9221 20 
34 

F-NT2RP2006565//Homo sapiens secretory carrier- ass 
ociated membrane protein (SCAMP) mRNA, complete cd 
s//2. le- 1 15: 669: 90//Hs. 31218: AF038966 
F-NT2RP2006571//Cytochrome P450, subfamily IIA (ph 
enobarbital- inducible), polypeptide 6//2. le-24: 47 
6:64//Hs. 73864: U22029 
F-NT2RP2006573 

F-NT2RP2006598//ESTs//l. 3e-16: 137: 85//Hs. 131350: AA 
805223 30 
F-NT2RP3000002//ESTs//3. 6e-32: 215: 86//Hs. 155446: AA 
188180 

F-NT2RP3Q00031//Homo sapiens mRNA for histone deac 
etylase-like protein (JM21) //l . 9e- 137: 637: 98//Hs. 6 
764: AJ01 1972 

F-NT2RP3000046//Homo sapiens TTF-I interacting pep 
tide 20 mRNA, parti al cds//9. le-07: 568: 61 //Hs. 7953 
1:AF000560 
F-NT2RP3000047 

F-NT2RP3000050//Human repressor transcriptional fa 40 
ctor (ZNF85) mRNA, complete cds//1.2e-58:633:69//H 
s. 37138: U35376 

F-NT2RP3000055//ESTs//l. 2e-07: 200: 66//Hs. 127362: AA 
954961 

F-NT2RP3000068 

F-NT2RP3000072//EST//0. 99: 199: 63/ /Vs. 8469: T40769 
F-NT2RP3000080//Landsteiner- Wiener blood group gly 
coprotein//4. 8e-41: 353: 78//Hs. 108287: L27670 
F-NT2RP3000085//Propionyl-coA carboxylase alpha ch 
ain//7. 9e-30: 665: 60//Hs. 80741: X14608 50 
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F-NT2RP3000092//EST//2. Oe-15: 94: 97//Hs. 145389: AI 25 
3140 

F-NT2RP3000109//ESTs//6.8e-ll: 77:96//Hs. 153931: AI2 
43595 

F-NT2RP3000134//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4//5. 0e-94: 438: 100//Hs. 8173: AC005189 
F-NT2RP3000142//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds//2. 9e- 182: 849: 98//Hs. 13273: AB011 
164 

F-NT2RP3000149//Human Line-1 repeat mRNA with 2 op 
en reading frames//4. le-20: 133: 94//Hs. 23094: M19503 
F-NT2RP3000186//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0492//6.6e-08:152:71//Hs.l27 
338:AB007961 

F-NT2RP3000197//ESTs//l . le-58: 301 : 96//Hs. 87461 : AA2 
92779 

F-NT2RP3000207 
F-NT2RP3000220 

F-NT2RP3000233//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds//6. 6e-20: 509: 58//Hs. 1229 
67: AF059569 

F-NT2RP3000235//ESTs//l. 7e-06: 220: 62//Hs. 42771: N26 
740 

F-NT2RP3000247//Human mRNA for KIAA0218 gene, comp 
1 ete cds//6. 7e- 1 1 1 : 691 : 86//Hs. 75863: D86972 
F-NT2RP3000251//ESTs//6. 7e-48: 245: 97//Hs. 28249: AA2 
03733 

F-NT2RP3000252 
F-NT2RP3000255 

F-NT2RP3000267//ESTs//0. 14: 53: 92//Hs. 151586: W45568 
F-NT2RP3000299//Homo sapiens enhancer of fil amenta 
tion (HEF1) mRNA, complete cds//1.7e-13:214:67//H 
s. 80261: L43821 

F-NT2RP3000312//ESTs//2. 6e-50: 255: 97//Hs. 146263: AA 
255863 

F-NT2RP3000320//Homo sapiens proline and glutamic 
acid rich nuclear protein isoform mRNA, partial cd 
s//0. 0088: 236: 63//Hs. 102732: U88153 
F-NT2RP3000324//ESTs//3. 8e-10: 102: 83//Hs. 55495: AI0 
91242 

F-NT2RP3000333//ESTs, Weakly similar to mitogen-ac 
tivated kinase kinasekinase 5 [H. sapiens] //0. 57: 18 
9: 65//Hs. 46146: AA418097 

F-NT2RP3000341//Human mRNA for RIAA0392 gene, part 
ial cds//l. le-49: 442: 78//Hs. 40100: AB002390 
F-NT2RP3000348 

F-NT2RP3000350//H. sapiens mRNA for GTP- binding pro 
tein//0. 93: 164: 59//Hs. 78582: X80754 
F-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE HIT0CH0 
NDRI AL//1 . 8e-43: 649: 66//Hs. 101642: X60673 
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F-NT2RP3000361//ESTs//2. 6e- 112: 531 : 98//Hs. 17672: AA 
305921 

F-NT2RP3000366//ESTs, Highly similar to RAS-RELAT 
ED PROTEIN RAB-18A [Lymnaea stagnalis]//4.0e-116:5 
96: 95//Hs. 21094: AI 337016 

F-NT2RP3000393//ESTs//2.6e-18: 137:89//Bs. 115600: AA 
351639 

F-NT2RP3000397//ESTs//8. 7e-44: 355: 73//Bs. 121961 : AA 
777873 

F-NT2RP3000403//Homo sapiens fonnin binding protei 10 
n 21 mRNA, complete cds//1.6e-175: 841: 97//Hs. 2830 
7: AF071185 

F-NT2RP3000418//Human Line-1 repeat mRNA with 2 op 
en reading frames//2.7e-33: 610: 65//Hs. 23094: M19503 
F-NT2RP3000433//ESTs//l. 5e-32: 246: 69//Hs. 120892: AA 
724948 

F-NT2RP3000439//Adenosine A2b receptor//0.44:210:6 

2//Hs. 45743: X68487 

F-NT2RP3000441 

F-NT2RP3000449//ESTs//0. 60: 177: 64//Hs. 132605: AI 051 20 
562 

F-NT2RP3000451//Receptor protein- tyrosine kinase E 
DDR1//0. 95: 315: 58//Hs. 75562: U48705 
F-NT2RP3000456//ESTs//7. 5e-23: 140: 92//Hs. 5209: AA78 
0068 

F-NT2RP3000484//EST//2. 5e-06: 166: 67//Hs. 149950: AI 2 
89822 

F-NT2RP3000487//ESTs//l. 2e-63: 311: 98//Hs. 143304: AI 
084058 

F-NT2RP3000512//Homeo box B3//3. le- 18: 109: 97//fls. 4 30 
9931:X16667 

F-NT2RP3000526//ESTs//3. 7e-74: 424: 93//Hs. 42991: N21 
379 

F-NT2RP3000527//fluman mRNA for KIAA0211 gene, comp 
lete cds//8. Oe-36: 706: 63//Hs. 79347: D86966 
F-NT2RP3000531//ESTs//9. 6e-75: 392: 95//Hs. 144148: HO 
8308 

F-NT2RP3000542//ESTs//3. 2e-88: 448: 96//Hs. 30622: AA4 
86412 

F-NT2RP3000561//EST//0. 88: 92: 64//Hs. 148290: AA90840 40 
4 

F-NT2RP3000562//ESTs//l. le-112: 522: 99//Hs. 125153: A 

A453723 

F-NT2RP3000578 

F-NT2RP3000582//ESTs//2. le-82: 413: 97//Hs. 118544: Rl 
7277 

F-NT2RP3000584 

F-NT2RP3000590//ESTs//1.0: 134:64//Hs. 12969: N56904 
F-NT2RP3000592//Paired basic amino acid cleaving s 
ystem 4//3. 4e-05: 502: 57//Hs. 77234: AB001914 50 
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F-NT2RP3000596//ESTs//6. 8e-71: 361: 95//Hs. 1 18741: AA 
179811 

F-NT2RP3000599//ESTs, Weakly similar to T19B10.6 
[C. elegans] //9. 3e-61: 355: 92//Hs. 114622: AA693492 
F-NT2RP3000603//Human mRNA for KIAA0227 gene, part 
ial cds//6. 3e-10: 553: 59//Hs. 79170: D86980 
F-NT2RP3000605//ESTs//5.8e-51:283:94//Hs. 127152: AI 
421203 

F-NT2RP3000622//ESTs//l. 7e-10: 72: 98//Hs. 155360: AA9 
84683 

F-NT2RP3000624//64 RD AUT0ANTIGEN D1//0.99: 194:61/ 
/Hs. 79386: X54162 

F-NT2RP3000628//ESTs//0. 96: 221: 61//Hs. 131161: AI017 
333 

F-NT2RP3000632//ESTs//4. 4e-53: 244: 77//Hs. 143010: AA 
767904 

F-NT2RP3000644//Small inducible cytokine A5 (RANTE 
S)//3. 0e-49: 343: 84//Hs. 155464: AF088219 
F-NT2RP3000661 

F-NT2RP3000665//Homo sapiens putative transcriptio 
n factor CA150 mRNA, complete cds//0.62:305:59//H 
s. 13063: AF017789 
F-NT2RP3000685 

F-NT2RP3000690//EST//1 . 0: 149: 64//Hs. 140263: AA70900 
1 

F-NT2RP3000736//ESTs//5. 3e-26: 146: 97//Hs. 98613: D83 
884 

F-NT2RP3000739//ESTs//0. 0046: 66: 87//Hs. 6880: W26854 
F-NT2RP3000742//ESTs//5. 5e-08: 311: 61//Hs. 152224: AI 
369426 

F-NT2RP3000753//ESTs//2. 6e-63: 318: 97//Hs. 153000: AA 
777765 

F-NT2RP3000759//Homo sapiens mRNA for follistain-r 
elated protein (FRP), complete cds//1.6e-38:245:91/ 
/Hs. 2427:089937 
F-NT2RP3000815 

F-NT2RP3000825//EST//1. 0: 220: 61//Hs. 135944: N45132 
F-NT2RP3000826//Hano sapiens deltex (Dx) mRNA, com 
plete cds//0. 00040: 263: 65//Hs. 124024: AF053700 
F-NT2RP3000836//ESTs, Highly similar to CLATHRIN C 
OAT ASSEMBLY PROTEIN AP47 H0H0L0G 2 [H. sapiens]// 
1. le-71: 363: 96//Hs. 23803: AA126476 
F-NT2RP3000841//EST//0. 36: 224: 60//Hs. 162094: AA5240 
12 

F-NT2RP3000845//H. sapiens mRNA for seri ne/threoni n 
e protein kinase EMK//6. 5e-48:593:68//Hs. 157199: X9 
7630 

F-NT2RP3000847//ESTs//0. 0028: 56: 92//Hs. 116406: AA20 
9520 

F-NT2RP3000850//Small inducible cytokine A5 (RANTE 
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S)//2. Oe-49: 323: 86//fls. 155464: AF088219 
F-NT2RP3000852 

F-NT2RP3000859//ESTs//0. 39: 169: 62//Bs. 148948: AA699 
918 

F-NT2RP3000865//EST//0. 15: 236: 62//fls. 123366: AA8114 
76 

F-NT2RP3000868//Buman ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 
cds//6. 4e-31: 766: 60//Hs. 15432: U53445 
F-NT2RP3000869//Human plectin (PLEC1) mRNA, cample 10 
te cds//l. le-13: 701: 60//Hs. 79706: U53204 
F-NT2RP3000875 

F-NT2RP3000901//ESTs//8. 2e-26: 191 : 87//Hs. 18793: R99 
101 

F-NT2RP30009Q4//EST//2. 4e-49: 240: 100//fls. 160842: AI 
348374 

F-NT2RP3000917 

F-NT2RP3000919//MAP KINASE PHOSPHATASE- 1//0. 19:34 
0:60//Hs. 109895: X68277 

F-NT2RP3000968//40S RIB0S0MAL PROTEIN S15A//7.7e-4 20 
4: 351: 83//Hs. 2953:X84407 

F-NT2RP3000980//ESTs//6. 5e-10: 102: 81//Hs. 86950: AI2 
04212 

F-NT2RP3000994//ESTs//4. le-120: 571: 98//Hs. 127295: A 
A918411 

F-NT2RP3001004//ESTs//l. le-76: 438: 88//Hs. 144554: N9 
2198 

F-NT2RP3001007 

F-NT2RP3001055//ESTs, Weakly similar to weak simil 
arity to procollagen alpha chain 1(V) chain [C.ele 30 
gans] //2. 9e- 121 : 588: 98//Hs. 128781 : AA160707 
F-NT2RP3001057//ESTs, Highly similar to ZINC FING 
ER PROTEIN 45 [Homo sapiens] //9.8e- 54: 282: 97//Hs. 3 
0303: AI 244662 

F-NT2RP3001081//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds//2.7e-51:534: 74//H 
s. 27007: AF060219 

F-NT2RP3001084//Homo sapiens mRNA for KIAA0782 pro 
tein, partial cds//3.7e- 16: 474: 60//Hs. 21264: AB0183 
25 40 
F-NT2RP3001096//Homo sapiens mRNA for cartil age-as 
sociated protein (CASP) //4.4e- 16: 428: 60//Hs. 15548 
1:AJ006470 

F-NT2RP3001107//Human mRNA for KIAA0215 gene, comp 
lete cds//2. 8e-34: 712: 64//Hs. 82292: D86969 
F-NT2RP3001 109//ESTs//l . 2e-67: 323: 99//Hs. 134734: AI 
337050 

F-NT2RP3001111 

F-NT2RP3001 1 13//EST//1. le-33: 173:99//Hs. 1 12640: AA6 
09088 50 
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F-NT2RP3001115//EST//1.3e-22: 122: 100//Hs. 162990: AA 
688023 

F-NT2RP3001116//ESTs//l. le-15: 93: 98//Hs. 58412: W747 
79 

F-NT2RP3001119//Homo sapiens BC-2 protein mRNA, co 
mplete cds//0. 96: 258: 61//Hs. 12107: AF042384 
F-NT2RP3001120//Zinc finger protein 136 (clone pHZ 
-20) III, 4e-77: 687: 75//Hs. 69740: U09367 
F-NT2RP3001126//Homo sapiens mRNA for KIAA0775 pro 
tein, complete cds//0. 00018: 341: 60//Hs. 94790: AB018 
318 

F-NT2RP3001133//Homeo box A4//0. 0001 1 : 484: 59//Hs. 7 
7637: M74297 

F-NT2RP3001140//Homo sapiens mRNA for KIAA0762 pro 
tein, partial cds//L le- 180: 851: 98//Hs. 5378: AB0183 
05 

F-NT2RP3001147 

F-NT2RP3001150//PUTATIVE TACHYKININ RECEPT0R//0. 9 
7:257:59//Hs.957:H84605 

F-NT2RP3001155//Homo sapiens mRNA for AND-1 protei 
n//l. 7e-191: 891: 98//Hs. 72160: AJ006266 
F-NT2RP3001176 

F-NT2RP3001214//EST//0. 88: 218: 60//Hs. 161147: AI4178 
59 

F-NT2RP3001216//ESTs//l. 5e-66: 340: 96//Hs. 105994: Wl 
9981 

F-NT2RP3001221//ESTs. Weakly similar to H05D6.7 
[C. elegans]//l. 7e-97: 512: 95//Hs. 103816: AA1 30866 
F-NT2RP3001232//EST//0. 0016: 116: 71//Hs. 136498: AA59 
4010 

F-NT2RP3001236//ESTs//3. 7e-97: 455: 99//Hs. 157488: AI 
362756 

F- NT2RP300 1 239/ /K CR0TUBULE- ASS0CI ATED PROTEIN IB/ 
/l. 7e-20: 501: 62//Hs. 103042: L06237 
F-NT2RP3001245//ESTs//7. le-80: 434: 93//Hs. 22587: AA7 
43132 

F-NT2RP3001253//Human prepramultimerin mRNA, compl 
ete cds//0. 99: 293: 60//Hs. 32934: U27109 
F-NT2RP3001260//Homo sapiens mRNA for KIAA0726 pro 
tei n, compl ete cds//l . 2e-48: 761 : 64//Hs. 107809: AB01 
8269 

F-NT2RP3001268//Zinc finger protein 45 (a Kruppel- 
associated box (KRAB) domain polypeptide)//l. 2e-42: 
454: 72//Hs. 41728: L75847 

F-NT2RP3001272//ESTs//5. Oe-21: 162: 87//Hs. 69149: AA1 
02566 

F-NT2RP3001274 

F-NT2RP3001281//ESTs//2. le-39: 186: 73//Hs. 161662: AA 
836811 

F-NT2RP3001297//Human mRNA for KIAA0281 gene, comp 
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1 ete cds//2. 4e-48: 544: 69//Hs. 31463: D87457 
F-NT2RP3001307//HuiDan homeodomain protein (Prox 1) 
mRNA, complete cds//0. 72: 151: 68//Hs. 159437: U44060 
F-NT2RP3001318//Amyl o- 1 , 6-gl ucosi dase, 4-al pha-gl u 
canotransferase (glycogen debranchlng enzyme, glyc 
ogen storage disease type III)//0. 012: 522: 56//Hs.9 
04:U84010 

F-NT2RP3001325//ESTs//2. 9e-80: 396: 97//Hs. 99838: AA2 
04731 

F-NT2RP3001338//Human mRNA for K1AA0211 gene, comp 10 
lete cds//l. 6e-30: 345: 73//Hs. 79347: D86966 
F-NT2RP3001339//Homo sapiens mRNA for KIAA0451 pro 
tein, complete cds//6. 3e- 67: 559: 80//Hs. 18586: AB007 
920 

F-NT2RP3001340//Homo sapiens hyperpolarization-act 
ivated channel 1 (IHl)mRNA, partial cds//0. 00019: 4 
73: 61//Hs. 124161: AF065164 

F-NT2RP3001355//ESTs, Weakly similar to ADP,ATP CA 
RRIER PROTEIN, LIVER IS0F0RM T2 [H.sapiens]//1. le- 
81 : 421 : 96//Hs. 32508: H29831 20 
F-NT2RP3001356//Homo sapiens Nck-2 (NCK2) mRNA, co 
mplete cds//0. 15: 313: 60//Hs. 129725: AF047487 
F-NT2RP3001374//ESTs//0. 98: 269: 59//Hs. 125303: AA873 
022 

F-NT2RP3001383//Homo sapiens mRNA for Sck, partial 
cds//0. 73: 173: 65//Hs. 30965: AB001451 
F-NT2RP3Q01384//Homa sapiens mRNA for HRIHFB2018, 
partial cds//2. le-158: 743: 98//Hs. 146214: AB015332 
F-NT2RP3001392//ESTs//0. 013: 246: 63//Hs. 95111: AA514 
595 30 
F-NT2RP3001396//ESTs//5. 6e- 16: 141 : 85//Hs. 97664: H10 
783 

F-NT2RP3001398//Zinc finger protein 45 (a Rruppel- 
associated box (KRAB)domain polypeptide)//1.0e-05: 
189: 66//Hs. 41728: L75847 

F-NT2RP3001399//Homo sapiens mitochondrial citrate 
transport protein (CTP) mRNA, 3' end//0. 77: 132:66 
//Hs.lll024:L77567 

F-NT2RP3001407//EST//0. 015: 167: 65//Hs. 42217: H96658 
F-NT2RP3001420//ESTs//l . 0: 214: 60//Hs. 91226: AA64904 40 
7 

F-NT2RP3001426 
F-NT2RP3001427 

F-NT2RP3001428//Neurotrophic tyrosine kinase, rece 
ptor, type l//1.8e-73: 431: 91//Hs. 85844: X66397 
F-NT2RP3001432//ESTS, Moderately similar to !!!! A 
LU SUBFAMILY SX WARNING ENTRY !!!! [H.sapiens]//6. 
9e-05: 195: 65//Hs. 115868: AA568393 
F-NT2RP3001447 

F-NT2RP3001449//RYAN0DINE RECEPTOR, SKELETAL MUSCL 50 
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E//0. 00033: 187: 68//Hs. 89631: U48508 
F-NT2RP3001453//ESTs//0. 020: 260: 60//Hs. 97882: AA203 
212 

F-NT2RP3001457//ESTS//9. 4e-29: 165: 94//Hs. 71749: AA9 
88323 

F-NT2RP3001459 

F-NT2RP3001472//Homo sapiens Sox-like transcriptio 
nal factor mRNA, complete cds//4.2e-10:168:70//Hs. 
32317: AF072836 

F-NT2RP3001490//ESTs//3. le-35: 198: 94//Hs. 163665: AA 
250877 

F-NT2RP3001495//ESTs//2. 5e-47: 239: 98//fls. 128045: AA 
970231 

F-NT2RP3001497//Homo sapiens multiple membrane spa 
nning receptor TRC8 (TRC8) mRNA, complete cds//2.8 
e- 172: 804: 98//Hs. 28285: AF064801 
F-NT2RP3001527//Human lymphoid- specific SP100 homo 
log (LYSP100-B) mRNA, complete cds//9. 4e- 139: 743:91 
//fls. 85283: U36500 

F-NT2RP3001529//ESTS, Moderately similar to topois 
omerase I C- terminal fragment [B.sapiens]//0.28:22 
4: 65//Hs. 105912: AI 431328 

F-NT2RP3001538//ESTS//4. le-05: 139: 71//Hs. 148425: AI 
198074 

F-NT2RP3001554//Microtubule-associated protein 1A/ 
/9. 8e-16: 327: 64//Bs. 147918: U38291 
F-NT2RP3001580//Insulin-like growth factor binding 

protei n 2//1 . 9e-06: 426: 59//Hs. 162: X16302 
F-NT2RP3001587//Guanlne nucleotide binding protein 

(G protein), alpha 11 (Gq class)//0.049: 185: 65//H 
s. 1686:169013 

F-NT2RP3001589//Human mRNA for tryptophan hydroxyl 
ase (EC 1. 14. 16.4)//9.6e-51:345:82//Hs. 144563:AF05 
7280 

F-NT2RP3001607//ESTS//1. 3e-07: 299: 63//fls. 43231: N22 
688 

F-NT2RP3001608//ESTs//5. 7e- 14: 85: 98//Hs. 161133: AI0 
91349 

F-NT2RP3001621//ESTs//l. 6e-106: 310: 96//Hs. 128505: A 

A306435 

F-NT2RP3001629 

F-NT2RP3001634//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds//l. 4e-62: 276: 97//Hs. 9899: AF099149 
F-NT2RP3001642//ESTs//l. 0: 148: 63//Hs. 159495: T70173 
F-NT2RP3001646 

F-NT2RP3001671//Homo sapiens mRNA for NSl-binding 
protein (NSl-BP)//!. le-172: 816: 98//Hs. 159597: AJ012 
449 

F-NT2RP3001672//ESTs//5. Oe- 16: 138: 82//fls. 151864: T6 
9027 
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F-NT2RP3001676/7ESTs, Highly similar to GTP-BINDI 
NG PROTEIN LEPA [Pseudomonas fluorescens]//9.0e-5 
3: 375: 85//Hs. 41127: AA555184 
F-NT2RP3001678//Human mRNA for KIAA0233 gene, comp 
1 ete cds//0. 21 : 321 : 65//Hs. 79077: D87071 
F-NT2RP3001679//ESTs, Highly similar to HYPOTHETI 
CAL 68.7 KD PROTEIN ZK757. 1 IN CHROMOSOME III [Cae 
norhabdi ti s el egans] //A. Oe- 1 1 1 : 518: 99//Hs. 20364: AI 
420022 

F-NT2RP3001688//Homo sapiens mRNA expressed in thy 10 
roi d gl and//l . 0: 230: 63//Hs. 7486: D83198 
F-NT2RP3001690//EST//0. 15: 291: 59//Hs. 162336: AA5643 
29 

F-NT2RP3001698//ESTs//0. 24: 134: 69//Hs. 129551: AA885 
219 

F-NT2RP3001708//ESTs, Weakly similar to TWISTED GA 
STRULATION PROTEIN PRECURSOR [D.melanogaster]//1.4 
e-31: 191:94//Hs. 131279: AA486291 
F-NT2RP3001712//Human SLP-76 associated protein mR 
NA, compl ete cds//0. 41 : 259: 59//Hs. 58435: AF001862 20 
F-NT2RP3001716//ESTs, Highly similar to BONE MORP 
HOGENETIC PROTEIN 1 PRECURSOR [Mus musculus]//7.6e 
-159: 747: 98//Hs. 6823: W18181 
F-NT2RP3001724//Homo sapiens chromodomain-helicase 
-DNA-binding protein mRNA, complete cds//4.4e-161: 
565: 97//Hs. 159273: AF054177 

F-NT2RP3001727//ESTs, Highly similar to HYPOTHETI 
CAL 37.7 KD PROTEIN ZK686.3 IN CHROMOSOME III [Cae 
norhabdi tis el egans] //3.5e- 116: 554: 98//Hs. 144332: A 
A046836 30 
F-NT2RP3001730//Human mRNA for KIAA0128 gene, part 
i al cds//l . 3e- 105: 81 1 : 78//Hs. 90998: D50918 
F-NT2RP3001739 

F-NT2RP3001752//ELR1, member of ETS oncogene famil 
y//7. 2e-35: 299: 80//Hs. 1 16549: AL009172 
F-NT2RP3001753//Human putative cerebral cortex tra 
nscriptional regulatorT-Brain-1 (Tbr-1) mRNA, comp 
lete cds//0. 10: 528: 56//Hs. 22138: U49250 
F-NT2RP3001764//Human protein- tyrosine phosphatase 
mRNA, complete cds//2. 4e-47: 725: 64//Hs. 41688: U271 40 
93 

F-NT2RP3001777//Human eukaryotic translation initi 
ation factor (eIF3) mRNA, complete cds//0. 42: 198:6 
1//Hs. 57783: U78525 

F-NT2RP3001782//Homo sapiens mRNA for KIAA0459 pro 
tein, partial cds//9. le- 153: 710: 98//Hs. 28169: AB007 
928 

F-NT2RP3001792//Human M4 protein mRNA, complete cd 

s//5. 6e-27: 358: 69//Hs. 79024: L03532 

F-NT2RP3001 799//ESTs//0. 0088: 178: 64//Hs. 134938: AI 0 50 
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F-NT2RP3001819//Collagen, type IX, alpha 3//0.026: 
530: 58//Hs. 53563:141162 

F-NT2RP3001844//Homo sapiens mRNA for hair keratin 
acidic 3-II//0. 90: 379: 58//Hs. 32950: X82634 
F-NT2RP3001854//ESTs//l. 5e-100: 501: 96//Hs. 72217: AA 
166729 

F-NT2RP3001855//Human homeobox-containing protein 
mRNA, complete cds//7. 8e-35: 481: 67//Hs. 158225: U687 
27 

F-NT2RP3001857//ESTs//2. 7e-85: 414: 98//Hs. 151001 : AA 
564706 

F-NT2RP3001896//ESTs, Weakly similar to F20D12.3 g 
ene product [C.elegans]//2.9e-94: 452: 98//Hs. 54952: 
AA872675 

F-NT2RP3001898//Homo sapiens mRNA for synaptogyrin 
la//0. 65: 245: 61//Hs. 6139: AL022326 
F-NT2RP3001915//ESTs//l. le-83: 397:99//Hs. 157125: AA 
723896 

F-NT2RP3001926//EST//0. 53: 362: 57//Hs. 127917: AA9691 
85 

F-NT2RP3001929//ESTs//7.4e-16: 141:82//Hs. 138852: AA 
284247 

F-NT2RP3001931 

F-NT2RP3001938//Cycl in-dependent kinase inhibitor 
1C (p57, Ri p2)//0. 0022: 268: 61//Hs. 106070: U22398 
F-NT2RP3001943//Homo sapiens mRNA for KIAA0675 pro 
tein, complete cds//5. 8e-167: 815: 96//Hs. 15869: AB01 
4575 

F-NT2RP3001944//ESTs//0. 00052: 60: 91//Hs. 131 731 : AI 3 
39335 

F-NT2RP3001969 

F-NT2RP3001989//EST//0. 00016: 263: 63//Hs. 144096: AI0 
32180 

F-NT2RP3002002//Small inducible cytokine A5 (RANTE 
S) //4. Oe-61 : 293: 83//Hs. 155464 : AF088219 
F-NT2RP3002004//H. sapiens mRNA for FAST kinase//5. 
2e-28: 104: 100//Hs. 75087: X86779 
F-NT2RP3002007//ESTs//0. 025: 88: 69//Hs. 163310: AA856 
946 

F-NT2RP3002014//ESTs//4. 8e-70: 291: 98//Hs. 123693: AA 
283821 

F-NT2RP3002033//Homo sapiens mRNA for HYA22, compl 
ete cds//0. 021: 175: 67//Hs. 147189: D88153 
F-NT2RP3002045//ESTs, Highly similar to ALPHA-ADAP 
TIN [M. musculus]//3. 8e-48: 353: 81//Hs. 127507: AA9937 
45 

F-NT2RP3002054//ESTs. Weakly similar to KIAA0319 
[H. sapi ens] //3. Oe-25: 212: 83//Hs. 71622: AA195155 
F-NT2RP3002056//ESTs, Highly similar to RETINOBLA 
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STOMA BINDING PROTEIN1 [Homo sapiens]//4.2e-82:40 
7:97//Hs. 131888: AI 091806 

F-NT2RP3002057//BuiDan Line-1 repeat mRNA with 2 op 
en readi ng f rames//3. 7e-21 : 168: 85//Hs. 23094: M19503 
F-NT2RP3002062//EST//0. 46: 198: 62//Hs. 15771 1 : AI 3597 
10 

F-NT2RP3002063//Membrane metal lo-endopeptidase (ne 
utral endopeptidase, enkephalinase, CALLA, CD10)// 
0.91: 194: 65//Hs. 1298: J03779 

F-NT2RP3002081 10 
F-NT2RP3002097//Homo sapiens proline and glutamic 
acid rich nuclear protein isoform mRNA, partial cd 
s//0. 073: 297: 61//Hs. 102732: U88153 
F-NT2RP3002102//EST//2. 8e-16: 237: 67//Hs. 136255: T70 
256 

F-NT2RP3002108 

F-NT2RP3002142//ESTs//4. 3e- 138: 654: 98//Hs. 5729: AA3 
06018 

F-NT2RP3002146//H. sapiens mRNA for RanGTPase activ 
ati ng protei n 1//0. 27: 276: 62//Hs. 5923: X82260 20 
F-NT2RP3002147//fluman DNA sequence from clone 431B 
6 on chromosome 16. Contains a novel gene with som 
e homology to mouse HN1 (Hematological and Neurol o 
gical expressed sequence 1) downstream of a putati 
ve CpG island. Contains ESTs and GSSs//6.0e-51: 20 
4: 99//Hs. 107256: AL031009 

F-NT2RP3002151//G1 to S phase transition l//2.6e-3 
7: 292: 81//Hs. 2707: X17644 

F-NT2RP3002163//Human DNA fragmentation factor-45 
mRNA, compl ete cds//0. 46: 224: 60//Hs. 155344: U91985 30 
F-NT2RP3002165//ESTs, Highly similar to TRANSCRIP 
TI0NAL REGULATOR PROTEIN HCNGP [Mus musculus]//3.0 
e-61:340:93//Hs. 11379: AA594 140 
F-NT2RP3002166//EST//0.039: 114:69//Hs. 140335: AA737 
046 

F-NT2RP3002173//ESTs, Weakly similar to HYPOTHETIC 
AL 92.1 KD PROTEIN ZK1098.3 IN CHROMOSOME III [Cae 
norhabditis elegans]//4. Oe-39: 255: 72//Hs. 141429: AA 
631915 

F-NT2RP3002181//ESTs//3.6e-lll:518:99//Hs. 128505:A 40 
A306435 

F-NT2RP3002244//Myosin, heavy polypeptide 6, cardi 
ac muscle, alpha (cardiomyopathy, hypertrophic 1)/ 
/0. 98: 242: 57//Hs. 114001: Z20656 
F-NT2RP3002248 

F-NT2RP3002255//ESTs//8. 4e- 19: 227: 75//Hs. 122817: AA 
772261 

F-NT2RP3002273//Homo sapiens homeobox protein A10 
(H0XA10) gene, complete cds//0. 42: 189: 62//Hs. 11063 
7:AC004080 50 
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F-NT2RP3002276//ESTs//8. 2e-97: 463: 98//Hs. 45120: AA2 
25139 

F-NT2RP3002303//ESTs//7. le-10:96:87//Hs. 135700: AA9 
89386 

F-NT2RP3002304//Protein phosphatase 1, catalytic s 
ubunit, beta isofonn//l. 3e-05: 496: 60//Hs. 21537: X80 
910 

F-NT2RP3002330//ESTs//L 3e-81: 482: 90//Hs. 121460: AA 
744871 

F-NT2RP3002343//Homo sapiens potassium channel mRN 
A. complete cds//0. 30: 462: 56//Hs. 143624: AF033383 
F- NT2RP300235 1 //NAD- DEPENDENT METHYLENETETRAHYDROF 
0LATE DEHYDROGENASE//!. 6e-65: 588: 75//Hs. 154672: X16 
396 

F-NT2RP3002352//Homo sapiens mRNA for protein enco 
ded by cxorfS (71-7A)gene//4.2e-166:770:98//Hs.648 
3: Y16355 

F-NT2RP3002377//Homo sapiens mRNA for KIAA0788 pro 
tein, partial cds//7.5e-161: 911: 89//Hs. 2397: Z70200 
F-NT2RP3002399 

F-NT2RP3002402//ESTS, Weakly similar to F02E9.6 
[C. el egans] //4. 3e-41 : 233: 94//Hs. 22880: AA056274 
F-NT2RP3002455//Homo sapiens mRNA for KIAA0678 pro 
tein. partial cds//3.9e- 140: 649: 99//Hs. 12707: AB014 
578 

F-NT2RP3002484//ESTs//0.95: 166:63//Hs. 149993: AI 291 
310 

F-NT2RP3002501//ESTs//0. 92: 43: 90//Hs. 119314: AA4321 
08 

F-NT2RP3002512//Homo sapiens mRNA for KIAA0466 pro 
tein, partial cds//1.0: 173: 61//Hs. 81234: AB007935 
F-NT2RP3002529//Human vacuolar protein sorting hom 
olog h-vps45 mRNA, complete cds//4.4e- 146: 763:93// 
Hs. 57738: U35246 

F-NT2RP3002545//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds//5. 9e- 180: 833: 98//Hs. 19542: AB018 
272 

F-NT2RP3002549//ESTS, Weakly similar to POLYPOSIS 
LOCUS PROTEIN 1 [H. sapiens] //l. 3e- 42: 510: 70//Hs. 96 
759:AA469984 

F-NT2RP3002566//Carnitine acetyl transferase//0. 03 
2: 226: 62//Hs. 12068: X78706 

F-NT2RP3002587//EST//4.8e-31: 330: 74//Hs. 139415: AA4 
26054 

F-NT2RP3002590//EST//1. 3e-40: 202: 100//Hs. 144716: AI 
187919 

F-NT2RP3OO26O2//RYAN0DINE RECEPTOR, SKELETAL MUSCL 
E//1 . 3e-06: 280: 63//Hs. 89631 : U48508 
F-NT2RP3002603 

F-NT2RP3002628//Homo sapiens mRNA for MSJ-1, compl 
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ete cds//l . 5e-05: 264: 61//Hs. 3845: AB014888 
F-NT2RP3002631//Bomo sapiens ADAM 21 mRNA, partial 
cds//0. 97: 320: 58//Hs. 121287: AF029900 
F-NT2RP3002650//Homo sapiens mRNA for cartilage-as 
soci ated protei n (CASP) 111: 6e- 13: 441 : 63//Hs. 15548 
1 : AJ006470 

F-NT2RP3002659//Human TAR RNA loop binding protein 
(TRP-185) mRNA, complete cds//1.7e-05:615:58//Hs. 
151518: U38847 

F-NT2RP3002660//ESTs//2. 9e-32: 164: 100//Hs. 152982: A 10 
A584308 

F-NT2RP3002663//ESTs, Highly similar to 0XYSTER0L 
-BINDING PROTEIN [Homosapiens]//4. le-38:493: 70//H 
s. 41086: AI 337400 

F-NT2RP3002671//ESTs//3. 7e-05: 288: 59//Hs. 161359: AI 
421991 

F-NT2RP3002682//ESTs, Weakly similar to F17C11.8 
[C.elegans]//L6e-61: 294: 100//Hs. 128750: AI 367584 
F-NT2RP3002687 

F-NT2RP3002688//EST//1. 0: 312: 58//Hs. 156800: AI 35220 20 
0 

F-NT2RP3002701//EST//0. 00083: 55: 87//Hs. 159750: AI 39 
3657 

F-NT2RP3002713//ESTs//0. 93: 229: 61//fls. 150459: AI 279 
514 

F-NT2RP3002763//ESTs//l. 7e-97: 419: 96//Hs. 121593: W8 
6291 

F-NT2RP3002770//Homo sapiens G protein- coupled rec 
eptor kinase 6 (GRK6)gene, partial cds//0. 91: 161:6 
2//Hs. 129736: AF040753 30 
F-NT2RP3002785 

F-NT2RP3002799//EST//1. 7e-17: 199: 73//Hs. 118694: AA1 
48713 

F-NT2RP3002810//ESTs, Weakly similar to KIAA0062 
[fl. sapiens]//L 4e-76: 423: 93//Hs. 41068: AA844350 
F-NT2RP3002818//Homo sapiens jerky gene product ho 
molog mRNA, complete cds//2. 2e-55: 615: 70//Hs. 10594 
0: AF004715 

F-NT2RP3002861//ESTs//l. le-88: 468: 94//Bs. 159821: AA 
524070 40 
F-NT2RP3002869//ESTs//3. 4e-23: 132: 97//Hs. 148873: T3 
3582 

F-NT2RP3002876//Homo sapiens mRNA for B120. comple 
te cds//2. 7e-90: 557: 88//Hs. 123090: AB001895 
F-NT2RP3002877//ESTs//l. le-19: 160:84//Bs. 1 18273: AA 
626040 

F-NT2RP3002909//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds//1.8e-181: 853: 98//Hs. 6162: AB0183 
14 

F-NT2RP3002911//ESTs//2. 8e-07: 160: 70//Hs. 140402: AI 50 
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F-NT2RP3002948//ESTs, Highly similar to RING CANA 
L PROTEI N [Drosophi 1 amel anogaster] III . 4e- 133: 645: 9 
7//Hs. 3826:1169560 

F-NT2RP3002953//Homo sapiens mRNA for KIAA0588 pro 
tein, complete cds//5.2e-13: 594: 57//Hs. 74599: AB011 
160 

F-NT2RP3002955//Homo sapiens mRNA for RIAA0719 pro 
tein, complete cds//0.76:412:57//Hs.21198:AB018262 
F-NT2RP3002969//EST//3. 7e-50: 272: 94//Hs. 162331: AA5 
63870 

F-NT2RP3002972//Homo sapiens PAC clone DJ130H16 fr 
om 22ql2. l-qter//5. le-35: 361: 75//Hs. 8003: AC004997 
F-NT2RP3002978//ESTs//2. 8e-46: 253: 95//Hs. 151924: AI 
287703 

F-NT2RP3002985//Human TFIIB related factor hBRF (H 
BRF) mRNA, complete cds//0. 071: 550: 58//Hs. 32935: U2 
8838 

F-NT2RP3002988//EST//0. 0016: 180: 63//Hs. 147632: AI 21 
8308 

F-NT2RP3003008//Human DNA-binding protein (HRC1) m 
RNA, complete cds//0. 59: 201: 63//Hs. 72925: M91083 
F-NT2RP3003032//ESTs//9. le-40: 241: 92//Hs. 113363: CO 
6446 

F-NT2RP3003059//ESTs//0. 0015: 399: 58//Hs. 136895: AA8 
97749 

F-NT2RP3003061//Ankyri n 1 , erythrocyti c//4. 5e- 14: 6 
33:59//Hs. 1242:X16609 

F-NT2RP3003068//EST//0. 00014: 80: 83//Hs. 121993: AA77 
7928 

F-NT2RP3003071//ESTs//l. le-62: 315: 98//Hs. 16141: W56 
079 

F-NT2RP3003078 
F-NT2RP3003101 

F-NT2RP3003121//EST, Moderately similar to !!!! AL 
U SUBFAMILY SC WARNINGENTRY !!!! [H.sapiens]//0.9 
8: 88: 68//Hs. 99715: AA292700 

F-NT2RP3003133//EST//8. Oe- 17: 218: 68//Hs. 134815: AI 0 
90740 

F-NT2RP3003138//Homo sapiens vasopressin- activated 
calcium mobilizing putative receptor protein (VAC 
M-l) mRNA, complete cds//0. 013: 438: 57//Hs, 101299: A 
F017061 

F-NT2RP3003139//ESTS//0. 020: 260: 61//Hs. 59142: W8897 
5 

F-NT2RP3003145//Homo sapiens aortic carboxypeptida 
se-like protein ACLP mRNA, complete cds//2. 2e-20:4 
30: 63//HS.1 18397: AF053944 
F-NT2RP3003150 

F-NT2RP3003157//Human repressor transcriptional fa 
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ctor (ZNF85) mRNA, complete cds//2.0e-72:894:68//H 
s. 37138: U35376 

F-NT2RP3003185//Homo sapiens mRNA for KIAA0521 pro 
tein, partial cds//0. 045: 410: 59//Hs. 6150: AB01 1093 
F-NT2RP3003193//Zinc finger protein 10 (K0X l)//2. 
4e-74: 737: 71//Hs. 2479:X78933 
F-NT2RP3003197//ESTs//l. 8e-24: 130: 100//Hs. 162504: A 
A668211 

F-NT2RP3003203//ESTs//3. 5e-30: 232: 82//Bs. 6880: W268 
54 10 
F-NT2RP3003204//ESTs//3. le-109: 524:98//fls. 152982: A 
A584308 

F-NT2RP3003210//ESTs//3. 6e-16: 113: 91//Hs. 121030: AA 
625325 

F-NT2RP3003212//EST//1. 0e-52: 500: 74//Hs. 161635: W22 
525 

F-NT2RP3003230//Human mRNA for actin binding prote 
in p57, complete cds//6. Oe- 55: 587: 70//Hs. 109606:04 
4497 

F-NT2RP3003242//Homo sapiens stanniocalcin-2 (STC- 20 
2) mRNA, complete cds//l. 2e- 129: 617: 98//Hs. 155223: 
AF055460 

F-NT2RP3003251//H. sapiens Staf50 mRNA//l. le-68: 65 
1:76//Hs. 68054: X82200 

F-NT2RP3003264//Human bullous 230 kDa pemphigoid a 
ntigen (BPAG1) mRNA, complete cds//0. 069: 382: 59//H 
s.620:M69225 

F-NT2RP3003278//Homo sapiens hook2 protein (H00K2) 
mRNA, complete cds//0. 98: 261: 59//Hs. 30792: AF04492 
4 30 
F-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, c 
omplete cds//4. 2e-133: 694: 93//Hs. 11702: L36983 
F-NT2RP3003290//Human mRNA for RTP, complete cds// 
6. 3e-66: 662: 71//Hs. 75789: D87953 
F-NT2RP3003301//EST//1. 0: 58: 74//Hs. 158575: AI 368947 
F-NT2RP3003302//Human Line-1 repeat mRNA with 2 op 
en reading frames//3. le-91: 681: 80//Hs. 23094: M19503 
F-NT2RP300331 l//ESTs//0. 95: 308: 59//Hs. 27308: AA5349 
47 

F-NT2RP3003313//ESTs//0. 0016: 345: 61//Hs. 143304: AI0 40 
84058 

F-NT2RP3003327//H. sapiens StafSO mRNA//8.0e-31: 25 

3:67//Hs.68054:X82200 

F-NT2RP3003330 

F-NT2RP3003344 

F-NT2RP3003346//H. sapiens mRNA for delta 4-3-oxost 
eroid 5 beta- reductase//!. 2e-42: 644: 66//Hs. 2638: Z2 
8339 

F-NT2RP3003353//Breast cancer 1, early onset//0.3 

0: 145: 67//Hs. 66746: L78833 50 
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F-NT2RP3003377//Human mRNA for cadherin-15, comple 
te cds//0. 019: 416: 60//Hs. 148090: D83542 
F-NT2RP3003384//ESTs//l. le-65: 346: 96//Hs. 35012: R92 
791 

F-NT2RP3003385//ESTs, Highly similar to SKD3 [M.mu 
sculus] 117. Oe-74: 384: 96//fls. 21263: H16363 
F-NT2RP3003403//ESTs//4. 9e-12: 335: 63//Hs. 87258: AA4 
63850 

F-NT2RP3003409//Human DHHC- domain- containing cyste 
ine-rich protein mRNA, complete cds//3.2e-22:430:63 
//Hs.l 13272: U90653 

F-NT2RP3003411//Human metal lothionein-le gene (hMT 
-Ie)//0. 99: 116: 62//Hs. 74170: H10942 
F-NT2RP3003427//ESTs//0. 24: 447: 61//Hs. 160907: AI 422 
830 

F-NT2RP3003433//Protein tyrosine phosphatase, non- 
receptor type 12//1 . 0: 243: 61//Hs. 62: H93425 
F-NT2RP3003464//flomo sapiens rab3-GAP regulatory d 
omainmRNA, complete cds// 1. 7e- 182: 853: 98//Hs. 1493 
4:AF004828 

F-NT2RP3003490//flomo sapiens mRNA for KIAA0725 pro 
tein, partial cds//5.2e-175: 826: 98//fls. 26450: AB018 
268 

F-NT2RP3003491//Ryanodine receptor 2 (cardiac)//l. 
0: 148: 66//Hs. 90821 : X98330 

F-NT2RP3003500//ESTs//0. 86: 211: 62//Hs. 136037: AA013 
302 

F-NT2RP3003543//Homo sapiens clone 23790 unknown p 
rotein mRNA, completecds//0. 64: 626: 58//Hs. 150828: A 
F038169 
F-NT2RP3003552 

F-NT2RP3003555//ESTs//l. 4e-12: 81: 98//Hs. 144487: AI4 
18322 

F-NT2RP3003564//EST//4. 5e-08: 186: 69//Hs. 116769: AA6 
30365 

F-NT2RP3003572//E5T//0.27: 105:69//Hs. 162134: AA5263 
11 

F-NT2RP3003576//ESTs//l. 2e-57: 277: 84//Hs. 138852: AA 
284247 

F- NT2RP3003589/ /RAS- RELATED PROTEIN RAB-8//6. 3e-3 
8: 373: 73//Hs. 123109: X56741 

F-NT2RP3003621//HEPAT0CWE GROWTH FACTOR ACTIVATOR 
PRECURS0R//8. Oe-09: 564: 61//Hs. 104: D14012 
F-NT2RP3003625 
F-NT2RP3003656 
F-NT2RP3003659 

F-NT2RP3003665//ESTs//0. 015: 221 : 62//Hs. 153705: AA52 
7586 

F-NT2RP3003672//ESTs//0. 70: 351: 57//Hs. 27633: N76184 
F-NT2RP3003680//Human Bcl2, p53 binding protein Bb 
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p/53BP2 (BBP/53BP2) mRNA, complete cds//0.013: 190: 
63//Hs. 44585: U58334 

F-NT2RP3003686//Homo sapiens clone 24519 unknown m 
RNA, parti al cds//0. 69: 246: 62//Hs. 1 18463: AF055000 
F-NT2RP3003701//EST//0.93: 79: 69//Hs. 145285: AI 24984 
8 

F-NT2RP3003716//Homo sapiens KIAA0405 mRNA, comple 
te cds//8. 3e-24: 478: 61//Bs. 48998: AB007865 
F-NT2RP3003726//Homo sapiens mRNA for KIAA0757 pro 
tein, complete cds//7.4e-150: 700: 98//Hs. 48513: AB01 10 
8300 

F-NT2RP3003746 

F-NT2RP3003795//ESTs//7. le-20: 228: 7 A/ /Us. 159571: AA 
454230 

F-NT2RP3003799 

F-NT2RP3003800//Gardner-Rasheed feline sarcoma vir 
al (v-fgr) oncogene homolog//4.7e-41:432:73//Hs.l4 
22:H19722 

F-NT2RP3003805//Myosin, heavy polypeptide 6, cardi 
ac muscle, alpha (cardiomyopathy, hypertrophic 1)/ 20 
/0.98:242:57//Hs. 114001 : Z20656 
F-NT2RP3003809//Human transcription factor, forkhe 
ad related activator 4(FREAC-4) mRNA, complete cds 
//5. le-07: 624: 59//fls. 96028: AF042832 
F-NT2RP3003819//Human ring zinc- finger protein (ZN 
F127-Xp) gene and 5' flanking sequence/70. 84: 171:6 
3//Hs. 102877: U41315 
F-NT2RP3003825 

F-NT2RP3003828//ESTs//2. le-12: 434:61//fls. 156864: AI 
346481 30 
F-NT2RP3003831 

F-NT2RP3003833//Homo sapiens clones 24718 and 2482 
5 mRNA sequence//2.6e-48: 242: 98//Bs. 25300: AF070611 
F-NT2RP3003842//Integrin, beta 8//1 . 0: 345: 60//Hs. 8 
32:M73780 

F-NT2RP3003846//Homo sapiens mRNA for KIAA0725 pro 
tein, partial cds//1.3e-37: 335: 68//Hs. 26450: ABO 182 
68 

F-NT2RP3003870//Homo sapiens mRNA for KIAA0800 pro 
tein, complete cds//l. 3e- 175: 805: 99//Hs. 118738: ABO 40 
18343 

F-NT2RP3003876//ESTs, Highly similar to Rabin3 [R. 
norvegi cus] //6. 8e-39: 243: 90//Hs. 124832: AA846576 
F-NT2RP3003914//ESTs, Weakly similar to UDP-CLUCOS 
E: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR [D.me 
lanogaster]//l. le-107: 499:99//Hs. 105794: AA701659 
F-NT2RP3003918//Homo sapiens VAMP-associated prote 
in of 33 kDa (VAP-33)mRNA, complete cds//8. 3e-49: 4 
04:77//Hs.9006:AF057358 

F-NT2RP3003932//ESTs//0.94: 278: 58//Hs. 15661: W02396 50 
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F-NT2RP3003989//ESTs//l . 0: 174: 64//Hs. 8095: AI 359006 
F-NT2RP3003992//Cyclic nucleotide gated channel (p 
hotoreceptor) , cGMP gated 2 (beta) //0. 00070: 433: 58 
//Hs. 93909: AF042498 

F-NT2RP3004013//ESTs, Moderately similar to M-phas 
e phosphoprotei n 4 [H. sapiens] //1. 8e- 127: 617: 97//H 
s. 142151: AA984061 

F-NT2RP3004016//Human p300/CBP- associated factor 
(P/CAF) mRNA, completecds//0. 0086: 283: 62//Hs. 15530 
2:U57317 

F-NT2RP3004041//EST//0. 98: 264: 58//Hs. 127552: AA9532 
34 

F-NT2RP3004051//Human mRNA for RIAA0319 gene, comp 
lete cds//7. Oe-63: 774: 67//Hs. 26441: AB0023 17 
F-NT2RP3004070//EST//6. 8e-22: 163: 85//Bs. 132635: AI0 
32875 

F-NT2RP3004078//Regulatory factor (trans- acting) 2 
(influences HLA classll expression)//5.3e-90:520: 
90//Hs. 100007: X76091 
F-NT2RP3004093 

F-NT2RP3004095//Buman clone 23732 mRNA, partial cd 
s//3. 3e-27: 372: 69//Hs. 81281: U79258 
F-NT2RP3004110//Human mRNA for KIAA0392 gene, part 
ial cds//l. 2e-20: 211: 77//Hs. 40100: AB002390 
F-NT2RP3004125//ESTS, Highly similar to OOCYTE ZI 
NC FINGER PROTEIN XLC0F7.1 [Xenopus laevis]//L0e- 
126: 590: 99//Hs. 129888: AI 096509 
F-NT2RP3004145 
F-NT2RP3004148 

F-NT2RP3004155//Homo sapiens timing protein CLK-1 
mRNA, complete cds//2. le- 121: 578: 98//Hs. 157113: AF0 
32900 

F-NT2RP3004189//ESTs//l . 3e-80: 409: 97//Hs. 151001 : AA 
564706 

F-NT2RP3004206//Human mRNA for stac, complete cds/ 
/1.0: 245: 60//Hs. 56045: D86640 
F-NT2RP3004207//Transcription factor 3 (E2A immuno 
globulin enhancer binding factors E12/E47)//0.095: 
281:62//Hs. 101047: H31523 

F-NT2RP3004209//ESTs//5. 8e-87: 458: 94//Bs. 155303: AI 
221835 

F-NT2RP3004215//ESTs//0. 074: 56: 80//Hs. 163590: H4336 
1 

F-NT2RP3004242 

F-NT2RP3004246//EST//0. 20: 219:63//Hs. 161920: AA4832 
40 

F-NT2RP3004253//ESTs//l. 2e-36: 204: 96//Hs. 143588: AI 
149140 

F-NT2RP3004258//Human gene for neurofilament subun 
it H (NF-M)//7.2e-07: 369: 59//Hs. 71346: Y00067 
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F-NT2RP3004262//Homo sapiens heat shock protein hs 
p40-3 mRNA, complete cds//l. Oe-154: 733: 98//Hs. 1584 
71:AF088982 

F-NT2RP3004282//Homo sapiens torsi nA (DYT1) mRNA, 
complete cds//4. 2e-26: 597: 61//Hs. 19261: AF007871 
F-NT2RP3004332 

F-NT2RP3004334//ESTs//8. 8e-27: 142: 99//Hs. 28068: H06 
285 

F-NT2RP3004341//EST//0. 0068: 213: 64//Hs. 153208: X984 
26 10 
F-NT2RP3004348//ESTs//l . 2e- 18: 126: 93//Hs. 58595: AA8 
30999 

F-NT2RP3004349//ESTs, Weakly similar to HYPOTHETIC 
AL 92. 1 KD PROTEIN ZK1098.3 IN CHROMOSOME III [Cae 
norhabditis elegans]//3. 9e-45: 337: 83//Hs. 141429: AA 
631915 

F-NT2RP3004378//ESTs, Weakly similar to weak si all 
arity to procollagen alpha chain 1(V) chain [C.ele 
gans] //4. 3e- 1 25: 608: 98//Hs. 128781 : AA160707 
F-NT2RP3004399//L sapiens mRNA for leucine-rich pr 20 
imary response protei nl//2.3e- 141: 804: 90//Hs. 12312 
2:X97249 

F-NT2RP3004424//ESTs, Weakly similar to JTV-1 [H.s 
apiens]//3. 2e-122: 609: 96//Hs. 20132: AA2031 13 
F-NT2RP3004428//Homo sapiens ALR mRNA, complete cd 
s//0. 00044: 458: 60//Hs. 153638: AF010403 
F-NT2RP3004451//Bone morphogeneti c protein 8 (oste 
ogeni c protei n 2) //0. 00023: 357: 59//Hs. 99948: M97016 
F-NT2RP3004454//Homo sapiens mRNA for KIAA0448 pro 
tein, complete cds//2.0e- 124: 583: 99//Hs. 27349: AB00 30 
7917 

F-NT2RP3004466//Homo sapiens mRNA for KIAA0664 pro 
tein, partial cds//0. 48: 399: 58//Hs. 22616: AB014564 
F-NT2RP3004470//EST//1 . 3e-56: 331 : 91//Hs. 136830: AA7 
69219 

F-NT2RP3004472 

F-NT2RP3004475//Homo sapiens mRNA for KIAA0456 pro 
tein, partial cds//9.8e-152: 715: 98//Hs. 5003: AB0079 
25 

F-NT2RP3004480//ESTs, Highly similar to VACUOLAR 40 
SORTING PROTEIN 35 [Saccharomyces cerevisiae]//4.6 
e- 1 18: 547: 99//Hs. 124768: AA307735 
F-NT2RP3004490//Homo sapiens mRNA for Musashi, com 
plete cds//2.3e-156: 752:97//Hs. 158311: AB012851 
F-NT2RP3004498//ESTs, Moderately similar to R0SA26 
AS [M.musculus]//3.5e-89:425:99//Hs. 126082: AI 07771 
8 

F-NT2RP3004503//EST//5. 3e-49: 399: 81//Hs. 162335: AA5 
64256 

F-NT2RP3004504//Homo sapiens mRNA for KIAA0479 pro 50 
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tein, partial cds//1.0: 370: 59//Hs. 158244: AB007948 
F-NT2RP3004507//Human zinc finger protein (MAZ) mR 
NA//0. 86: 129: 66//Hs. 7647: M94046 
F-NT2RP3004527//EST//0. 053: 260: 62//Hs. 123314: AA810 
110 

F-NT2RP3004534//ESTs//3. 5e-78: 370: 99//Hs. 132808: AI 
031571 

F-NT2RP3004539//Homo sapiens mRNA for KIAA0632 pro 
tein, partial cds//2.7e- 146: 679: 98//Hs. 75970: AB014 
532 

F-NT2RP3004544//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds//9. le- 171: 793: 98//Hs. 74750: AB011 
126 

F-NT2RP3004566//ESTS, Highly similar to ZINC FING 
ER PROTEIN MLZ-4 [Musmusculus]//2. 2e-66: 362: 94//H 
s. 125870: AI 364967 
F-NT2RP3004569 

F-NT2RP3004572//Homo sapiens cofactor of initiator 
function (CIF150) mRNA, complete cds//3.3e-181:86 
0:97//Hs. 122752: AF026445 

F-NT2RP3004578//Homo sapiens mRNA for KIAA0454 pro 
tein, partial cds//4. Oe-85: 422: 97//Hs. 129928: AB007 
923 

F-NT2RP3004594//Homo sapiens mRNA for AND-1 protei 
n//3. 7e- 160: 796: 95//Hs. 72160: AJ006266 
F-NT2RP3004617//ESTs, Weakly similar to estrogen-r 
esponsive finger protein, efp [H. sapiens] //6.4e-l 
3: 356: 64//Hs. 124138: AI 266336 
F-NT2RP3004618//ESTs//l. 5e-42: 481: 70//Hs. 130768: AA 
909232 

F-NT2RP3004669//Human plectin (PLEC1) mRNA, comple 
te cds//0. 0099: 538: 56//Hs. 79706: U53204 
F-NT2RP3004670//Homo sapiens soxl gene//0. 11:311:5 
8//Hs. 144029: Y13436 

F-NT2RP4000008//ESTS, Highly similar to CHLORINE 
CHANNEL PROTEIN P64 [Bos taurus]//8.0e-177:827:98/ 
/Hs.l 18991 : AA675919 

F-NT2RP4000023//ESTs//l . 4e-33: 182: 96//Hs. 122722: AA 
455668 

F-NT2RP4000035//ESTS//1 . le-23: 283: 72//Hs. 142147: AA 
706495 

F-NT2RP4000049//Homo sapiens decoy receptor 2 mRN 
A, complete cds//6. 8e-83: 556: 85//Hs. 129844: AF02976 
1 

F-NT2RP4000051//Homo sapiens mRNA for cartil age-as 
sociated protein (CASP)//4. 9e- 13: 441: 62//Hs. 15548 
1 : AJ006470 

F-NT2RP4000078//Homo sapiens mRNA for NS1 -binding 
protein (NSl-BP)//8. Oe-151: 720: 97//Hs. 159597: AJ012 
449 
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F-NT2RP4000102//ESTs//8. 8e-33: 184: 82//Hs. 93054: H47 
743 

F-NT2RP4000109//Homo sapiens mRNA for HEGF5, parti 
al cds//l. 4e-167: 774: 99//Hs. 57929: AB011538 
F-NT2RP4000111 

F-NT2RP4000129//Homo sapiens mRNA for KIAA0483 pro 
tein, partial cds//l. le- 115: 548: 98//Hs. 64691 :AB007 
952 

F-NT2RP.4Q00147//Human mRNA for KIAA0041 gene, part 
ial cds//0. 00045: 212: 63//Hs. 75520: D26069 10 
F-NT2RP4000150 

F-NT2RP4000151//Homo sapiens chromosome 7q22 seque 
nce//0. 98: 431 : 59//Hs. 3386: AF053356 
F-NT2RP4000159 
F-NT2RP4000167 

F-NT2RP4000185//ESTs//l. le-51: 240: 68//Hs. 33020: N31 
946 

F-NT2RP4000210//Bomo sapiens mRNA for KIAA0700 pro 
tein, partial cds//l. 6e- 175: 825: 98//Hs. 13999: AB014 
600 20 
F-NT2RP4000212//ESTs//l. 6e-10: 74: 95//Hs. 111885: AA4 
22006 

F-NT2RP4000214//ESTs//3. 9e- 1 1 : 225: 68//Hs. 59793: AA4 
51731 

F-NT2RP4000218//Human G protein- coupled receptor 
(STRL22) mRNA, completecds//6.2e-34:425:71//Hs.464 
68:1145984 

F-NT2RP4000243//Homo sapiens mRNA for cartilage- as 
sociated protein (CASP) //8.6e- 158: 771 :97//Hs. 15548 
1 : AJ006470 30 
F-NT2RP4000246//ESTs, Highly similar to NPC DERIVE 
D PROLINE RICH PR0TEIN1 [M.musculus]//1.9e-62:384: 
89//Hs.l 15498: AA436298 

F-NT2RP4000259//Homo sapiens clone 683 unknown mRN 
A, compl ete sequence//9. 4e- 130: 604: 99//Hs. 43728: AF 
091092 

F-NT2RP4000263 

F-NT2RP4000290//EST//1.0: 149:63//Hs. 136928: AA81258 
0 

F-NT2RP4000312//Human mRNA for KIAA0147 gene, part 40 
ial cds//l. 5e-42: 685: 63//Hs. 158132: D63481 
F-NT2RP4000321//Homo sapiens gene for insulin rece 
ptor substrate-2, complete cds//8.6e-05: 547: 57//H 
s. 143648: AB000732 

F-NT2RP4000323//Human HCF1 gene related mRNA seque 
nce//0. 48: 589: 58//Hs. 83634: U52112 
F-NT2RP4000355 

F-NT2RP4000360//Homo sapiens mRNA for KIAA0738 pro 
tein, complete cds//6. 4e-142: 654: 99//Hs. 107479: ABO 
18281 50 
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F-NT2RP4000367//Homo sapiens IkappaB kinase compl e 
x associated protein (IKAP) mRNA, complete cds//8. 
5e-137: 649: 97//Hs. 31323: AF044195 
F-NT2RP4000370//ESTs, Weakly similar to HT0CH0NDR 
IAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECURSOR [S.ce 
revisiae] //l. 2e-09: 157: 76//Hs. 97950: AI382073F-NT2R 
P4000376//l-PH0SPHATIDYUN0SIT0L-4,5-BISPH0SPHATE 
PHOSPHODIESTERASE BETA 2//0. 098: 291: 59//Hs. 994: M95 
678 

F-NT2RP4000381//Myosin, heavy polypeptide 7, card! 
ac muscl e, beta//0. 00025: 509: 59//Hs. 929: H57965 
F-NT2RP4000398//Zinc finger protein 140 (clone pHZ 
-39) //4. 9e-60: 469: 68//Hs. 154205: U09368 
F-NT2RP4000415//ESTs//0. 85: 89: 67//Hs. 152312: AA4856 
88 

F-NT2RP4000417//Homo sapiens alpha 1,2-mannosidase 
IB mRNA, complete cds//0. 014: 178: 66//Hs. 125315: AF 
027156 

F-NT2RP4000424//Human G protein-coupled receptor 
(STRL22) mRNA, completecds//2.0e-34:431:73//Hs.464 
68: U45984 

F-NT2RP4000448//Human mRNA for KIAA0118 gene, part 
ial cds//l. 9e-37: 360: 75//Hs. 154326: D42087 
F-NT2RP4000449//EST//0.84: 113:65//Hs. 145274: AI 2494 
68 

F-NT2RP4000455//ALPHA-2C-1 ADRENERGIC RECEPT0R//0. 
063:221:61//Hs. 123022: J03853 
F-NT2RP4000457//H. sapiens mRNA for herpesvirus ass 
ociated ubi qui tin- specific protease (HAUSP) //l. le- 
05: 532: 57//Hs. 78683: Z72499 
F-NT2RP4000480//Homo sapiens mRNA, complete cds// 
0.056: 655: 60//Hs. 133151: AB001535 
F-NT2RP4000481//Human mRNA for KIAA0268 gene, part 
ial cds//0. 46: 272: 58//Hs. 78862: D87742 
F-NT2RP4000498//Human DNA binding protein FKHL15 
(FKHL15) mRNA, compl etecds//0. 94: 133: 69//Hs. 15923 
4:1189995 

F-NT2RP4000500//V-myb avian myeloblastosis viral o 
ncogene homolog-like 2//0. 60: 335: 61//Hs. 74605: X132 
93 

F-NT2RP4000515//ESTs//2. 9e-45: 253: 95//Hs. 104898: AA 
429594 

F-NT2RP4000517//EST//0. 043: 131: 64//Hs. 99030: AA4439 
04 

F-NT2RP4000518//Homo sapiens mRNA for ATP-dependen 
t RNA helicase, parti al//2.0e- 34: 203: 93//Hs. 99423: 
AJ010840 

F-NT2RP4000519//Human mRNA for RIAA0374 gene, comp 
lete cds//0. 33: 154: 66//Hs. 100837: AB002372 
F-NT2RP4000524 
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F-NT2RP4000528 

F-NT2RP4000541//ESTs//2. le-51: 251: 99//Hs. 157240: AI 
348154 

F-NT2RP4000556//ESTs, Highly similar to 60S RIB0S0 
MAL PROTEIN Lll [R. norvegicus]//l. le-27: 162: 93//H 
s. 25597: H93026 

F-NT2RP4000560//ESTs//2. 5e-09: 181: 66//Hs. 122609: AA 
778351 

F-NT2RP4000588//ESTs//l. 4e-46: 533: 70//Hs. 8836: AA18 
1053 10 
F-NT2RP4000614//Homo sapiens TLS- associated protei 
n TASR-2 mRNA, complete cds//1.0e-139:666:98//Hs.4 
214:AF067730 

F-NT2RP4000638//Fibroblast growth factor 2 (basic) 
//l . 0: 226: 61//Hs. 56066: J04513 
F-NT2RP4000648//ESTs//2. 5e-ll: 116: 80//Hs. 115449: AA 
418396 

F-NT2RP4000657//flomo sapiens bone morphogenetic pr 
otein 11 (BMP11) mRNA, complete cds//0. 00056: 367: 60 
//Hs. 144626: AF100907 20 
F-NT2RP4000704//Homo sapiens mRNA expressed in 19w 
eek fetal lung, cloneIMAGE:300856//8.0e-167:676:98 
//Hs. 50748: AB004848 

F-NT2RP4000713//Homo sapiens N-methyl-D- aspartate 
receptor 2D subunit precursor (NMDAR2D) mRNA, comp 
lete cds//6. 9e-07: 494: 61//Hs. 113286: U77783 
F-NT2RP4000724//ESTs, Weakly similar to pol/env OR 
F [fl. sapiens]//2. 8e-46: 411: 78//Hs. 111817: T80622 
F-NT2RP4000728//Homo sapiens mRNA for KIAA0606 pro 
tein, partial cds//9.9e-43: 350: 71//Hs. 38176: AB01 11 30 
78 

F-NT2RP4000737//Human mRNA for KIAA0252 gene, part 
i al cds//0. 97: 409: 60//Hs. 83419: D87440 
F-NT2RP4000739//DESMOPLAKIN I AND 1 1 //0. 99: 192: 63/ 
/Hs. 74316: AL031058 

F-NT2RP4000781//Homo sapiens mRNA for APC 2 protei 
n, complete cds//0. 023: 351: 60//Hs. 20912: AB012162 
F-NT2RP4000787//Human mRNA for ESP1/CRP2, complete 
cds//0. 0051: 276: 58//Hs. 70327: D42123 
F-NT2RP4000817//Homo sapiens mRNA for KIAA0470 pro 40 
tein, complete cds//4.8e- 176: 816: 98//Hs. 25132: AB00 
7939 

F-NT2RP4000833//Homo sapiens PAC clone DJ0905J08 f 
rom 7pl2-pl4//l. 3e-93: 438: 99//Hs. 8173: AC005189 
F-NT2RP4000837//Homo sapiens SALL1 gene, partial// 
5. 9e-05: 470: 59//Hs. 123094: X98833 
F-NT2RP4000839//ESTS//5. 7e-ll: 133: 82//Hs. 103852: W2 
7603 

F-NT2RP4000855//Homo sapiens DNA-binding protein 
(CROC- IB) mRNA, compl ete cds//l . 4e-37: 680: 63//Hs. 7 50 
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5875:U49278 

F-NT2RP4000865//Zinc finger protein 136 (clone pHZ 
-20) III. Oe-96: 415: 78//Hs. 69740: U09367 
F-NT2RP4000878//ESTs//2. 7e-16: 390: 63//Hs. 163451: AI 
206803 

F-NT2RP4000879//ESTs//0. 89: 184: 64//Hs. 122333: AA782 
843 

F-NT2RP4000907//Homo sapiens BAC clone RG118D07 fr 
om 7q31//4. 5e-52: 933: 61//Hs. 3781 : AC004142 
F-NT2RP4000915//Homo sapiens mRNA for ZNF198 prote 
in//3. 0e-80: 584: 78//Hs. 109526: AJ224901 
F-NT2RP4000918 

F-NT2RP4000925//Homo sapiens KIAA0405 mRNA, comple 
te cds//l. 9e-47: 861: 61//Hs. 48998: AB007865 
F-NT2RP4000927//ESTs//0. 37: 159: 63//Hs. 147949: AI341 
503 

F-NT2RP4000928//Homo sapiens CDP-diacyl glycerol sy 
nthase 2 (CDS2) mRNA, partial cds//l. le-164: 781: 97/ 
/Hs. 24812: AF069532 

F-NT2RP4000929//ESTs//0. 88: 284: 60//Hs. 141317: AI 281 
371 

F-NT2RP4000955//Human mRNA for cadherin-15, comple 
te cds//0. 0019: 495: 58//Hs. 148090: D83542 
F-NT2RP4000973//Homo sapiens mRNA for MSJ-1, compl 
ete cds//l. 2e-05: 318: 60//Hs. 3845: AB014888 
F-NT2RP4000975//ESTs//0. 0051: 345: 61//Hs. 143304: AI0 
84058 

F-NT2RP4000979 
F-NT2RP4000984 

F-NT2RP4000989//Homo sapiens Tax interaction prote 
in 1 mRNA, partial cds//0. 85: 257: 63//Hs. 12956: U909 
13 

F-NT2RP4000996//ESTs//4. 3e-10: 329: 62//Hs. 33085: AA2 
58068 

F-NT2RP4000997//Human plectin (PLEC1) mRNA, comple 
te cds//l . 0: 218: 58//Hs. 79706: U53204 
F-NT2RP4001004 

F-NT2RP4001006//ESTs, Moderately similar to R0SA26 
AS [H. musculus]//7. 4e-90: 425: 99//Hs. 126082: AI 07771 
8 

F-NT2RP4001010//Homo sapiens PSD-95/SAP90-associat 
ed protein-2 mRNA, partial cds//2.8e-19:689:61//H 
s. 113287: AF009204 

F-NT2RP4001029//Human transcription factor LSF mRN 
A, complete cds//9. 6e-84: 778: 74//Hs. 154970: U03494 
F-NT2RP4001041//Human endosome- associated protein 
(EEA1) mRNA, compl etecds//0. 95: 170:64//Hs. 2864: L40 
157 

F-NT2RP4001057//EST//9.6e-05: 122:72//Hs. 132518: AA9 
28157 
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F- NT2RP400 1 064 //Homo sapiens mRNA for cartilage-as 
sociated protein (CASP)//7. 2e- 13: 441: 63//Hs. 15548 
1:AJ006470 

F-NT2RP4001078//ESTs//l. 3e-29: 165:95//Hs. 1 13817: AA 
702497 

F-NT2RP4001079//Homo sapiens mRNA for putative Ca2 
+-transporti ng ATPase, parti al //l . 4e- 131 : 634: 98//H 
s. 106778: AJ010953 

F-NT2RP4001080//Polypyrimidine tract binding prote 
in (hnRNP I) {alternative products}//0. 025: 166:66/ 10 
/Hs. 146459: X66975 

F-NT2RP4001086//Horao sapiens mRNA for KIAA0592 pro 
tein, partial cds//1.5e-85:604:86//Hs.l3273:AB0111 
64 

F-NT2RP4001095 

F-NT2RP4001100//ESTs, Weakly similar to C17G10.1 
[C. elegans]//l. 4e-93: 448: 98//Hs. 105837: AA536054 
F-NT2RP4001117//ESTs, Highly similar to PROTEIN T 
RANSP0RT PROTEIN SEC61ALPHA SUBUNIT [Canis familia 
ris]//2.2e-26:171:92//Hs.l4038:R06800 20 
F-NT2RP4001122//Human mRNA for hi stone Hlx, comple 
te cds//0. 99: 185: 66//Hs. 109804: D64142 
F-NT2RP4Q01126//ESTs, Moderately similar to The KI 
AA0138 gene product isnovel. [H.sapiens]//5.8e-37: 
185: 100//HS. 126925: AA931237 
F-NT2RP4001138//ESTs//3. 4e-09: 125: 77//Hs. 143382: AA 
476266 

F-NT2RP4001 143//ESTs//l . 0: 282: 57//Bs. 157423: AI 3582 
61 

F-NT2RP4001 148//ESTs//0. 82: 206: 62//fls. 129259: AA992 30 
207 

F-NT2RP4001 149//EST//1 . 3e-17: 140: 88//Hs. 101727: H16 
171 

F-NT2RP4001 150//AX0NI N- 1 PRECURS0R//7. 7e-07: 562: 59 
//fls.2998:X67734 

F-NT2RP4001 159//EST//0. 26: 125: 66//Hs. 152092: AA3773 
24 

F-NT2RP4001 174//ESTs//2. 9e- 103: 502: 98//Hs. 125886: A 
A884264 

F-NT2RP4001206//EST//0. 33: 125: 66//Hs. 152092: AA3773 40 
24 

F-NT2RP4001207 

F-NT2RP4001210//ESTs//3. le-95: 460: 97//Hs. 46913: AI0 
17636 

F- NT2RP400 1 2 1 3//KRAB zinc finger protein {altemat 
ive products} //l. le-45: 187: 74//Hs. 22556: U37251 
F-NT2RP4001219//ESTs//l. 4e-69: 352: 96//Hs. 116392: AA 
936262 

F-NT2RP4001228//Homo sapiens actin binding protein 
MAYVEN mRNA, compl etecds//7. 2e-28: 855: 60//Hs. 1229 50 
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67:AF059569 

F-NT2RP4001235//Homo sapiens Jagged 2 mRNA, comple 
te cds//l . 0: 257: 59//Hs. 106387: AF029778 
F-NT2RP4001256//Human mRNA for KIAA0273 gene, comp 
lete cds//0. 96: 247: 62//Hs. 75899: D87463 
F-NT2RP4001260//Syntrophin, alpha (dystrophin-asso 
elated protein Al, 59kD, acidic component) //0. 015: 
246: 62//Hs. 31121: U40571 

F-NT2RP4001274//Homo sapiens clone 24674 mRNA sequ 
ence//l . 2e-06: 259: 64//Hs. 71 168: AF070578 
F-NT2RP4001276//Homo sapiens CAGF9 mRNA, partial c 
ds//7. 6e-06: 266: 62//Hs. 110826: U80736 
F-NT2RP4001313//flomo sapiens mitochondrial outer m 
embrane protein (T0M40) mRNA, nuclear gene encodin 
g mitochondrial protein, complete cds//2.3e-31: 53 
5:65//Hs.30928:AF043250 

F-NT2RP4001315//EST//9. 5e-20: 146:88//Hs. 158755: AI3 
75917 

F-NT2RP4001336//ESTs//l . 0: 128: 67//Hs. 99598: AA6031 1 
0 

F-NT2RP4001339 
F-NT2RP4001343 

F-NT2RP400 1345//Leci thi n-chol esterol acyl transf era 
se//8. 0e-39: 686: 64//Hs. 112125: H12625 
F-NT2RP400 1351 //Human ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 
cds//2. Oe-31 : 784: 62//Hs. 15432: U53445 
F-NT2RP4001353//Homo sapiens chromosome 7q22 seque 
nce//0. 0034: 497: 57//Hs. 125742: AF053356 
F-NT2RP4001372 

F-NT2RP4001373//Homo sapiens clone DtlPlbll mRNA, 
CAG repeat region/A). 43: 290: 58//Hs. 82101 :Z50194 
F-NT2RP4001375 

F-NT2RP4001379//TRICH0HYAUN//8. 2e-05: 591: 58//Hs. 8 
2276:L09190 

F-NT2RP400 1 389//EST//5. 3e-27: 212: 84//Hs. 160402: AI 3 
93918 

F-NT2RP4001407//Homo sapiens mRNA for RGS5, comple 
te cds//0. 93: 218: 58//Hs. 24950: AB008109 
F-NT2RP4001414//Human mRNA for KIAA0202 gene, part 
ial cds//6. 3e-78: 818: 71//Hs. 80712: D86957 
F-NT2RP4001433//Zinc finger protein 10 (K0X 1)//1. 
le-88: 839: 73//Hs. 2479: X78933 
F-NT2RP4001442 

F-NT2RP4001447//Homo sapiens mRNA for KIAA0783 pro 
tein, complete cds//0.0075:218:63//Hs.41153:AB0183 
26 

F-NT2RP4001474//ESTs, Weakly similar to probable C 
BP3 protein homolog [C.elegans]//2. le-90:460:96//H 
s, 26676: AA033997 
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F-NT2RP4001483//0xoglutarate dehydrogenase (lipoam 
ide)//8. le-61: 480: 75//Hs. 75533: D10523 
F-NT2RP4001498//ESTs, Weakly similar to GA BINDING 
PROTEIN BETA- 2 CHAIN[H.sapiens]//0.25: 216: 60//Hs. 
63220: AA522707 

F-NT2RP4001502//ESTs//2. 6e-41: 206:99//Hs. 159257: N4 
0395 

F-NT2RP4001507//H. sapiens mRNA for RanGTPase activ 
ating protein 1//0. 51: 281: 61//Hs. 5923: X82260 
F-NT2RP4001524//ESTs, Weakly similar to F13B12.1 10 
[C. eiegans]//9. 4e-30: 173: 94//Hs. 5570: AI 377863 
F-NT2RP4001529//Human transcription factor LSF mRN 
A, compl ete cds//l . 3e-35: 329: 76//Hs. 154970: U03494 
F-NT2RP4001547//Homo sapiens forkhead protein FREA 
C-2 mRNA, complete cds//0. 0015: 221: 65//Hs. 44481: Ul 
3220 

F-NT2RP4001551//Human BRCA2 region, mRNA sequence 
CG003//0. 56: 428: 59//Hs. 30649: U50534 
F-NT2RP4001555//EST//0. 99: 225: 64//Hs. 96863: AA34717 
4 20 
F-NT2RP4001567 

F-NT2RP4001568//ESTs, Weakly similar to HYPOTHETIC 
AL 32.6 KD PROTEIN INMET30-CBR5 INTERGENIC REGION 
[Saccharomyces cerevisiae]//l. le-54: 252: 83//Hs. 158 
208: AA167836 

F-NT2RP4001571//ESTs//3. Oe-94: 475: 96//Hs. 65322: AA0 
19410 

F-NT2RP4001574 

F-NT2RP4001575//Homo sapiens mRNA for AREl-like pr 
otei n//l . 8e- 169: 796: 98//Hs. 108826: AL031228 30 
F-NT2RP4001592 

F-NT2RP4001610//Human involucrin mRNA//0.94:462:59 
//Hs. 157091: M13903 

F-NT2RP4001614//ESTs//0. 71: 331: 58//Hs. 116533: AI343 
952 

F-NT2RP4001634 

F-NT2RP4001638//ESTs, Weakly similar to HYPOTHETIC 
AL 117.9 KD PROTEIN INFKH1-STH1 INTERGENIC REGION 
[S. cerevisiae]//8. 6e-57: 287: 97//Hs. 117439: C18436 
F-NT2RP4001644//Human mRNA for HNK1, complete cds/ 40 
/l. 7e-53: 415: 80//Hs. 5591 : AB000409 
F-NT2RP4001656//ESTs, Highly similar to PHENYLALA 
NYL-TRNA SYNTHETASE MITOCHONDRIAL PRECURSOR [Sacch 
aromyces cerevi si ae] //l . 0: 31 1 : 59//Hs. 57969: AA20362 
9 

F-NT2RP4001677//Homo sapiens short form transcript 
ion factor C-HAF (c-maf) mRNA, complete cds//0.19: 
162: 67//Hs. 30250: AF055376 

F-NT2RP4001679//Homo sapiens PYRIN (HEFV) mRNA, co 
mplete cds//2. 2e-50: 332: 86//Hs. 113283: AF018080 50 
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F-NT2RP4001696 

F-NT2RP4001725//Galactokinase 1//1. 0: 202: 63//Hs. 92 
357: L76927 

F-NT2RP4001730//Human growth/differentiation facto 
r 1 (GDF-1) mRNA, complete cds//0. 0035: 247: 62//Hs. 
92614: M62302 

F-NT2RP4001739//Complement component 8, gamma poly 

peptide//0. 74: 654: 56//Hs. 1285: U08198 

F-NT2RP4001753//Zinc finger protein 84 (HPF2)//4.5 

e-29: 476: 67//Hs. 9450: M27878 

F-NT2RP4001 760//ESTs//l .0:411: 60//Hs. 108548: AA0816 

56 

F-NT2RP4001790//Homo sapiens PAC clone DJ0604G05 f 
rom 7q22-q31. 1//9. le-34: 400: 68//Hs. 154212: AC004522 
F-NT2RP4001803//Human high conductance inward rect 
ifier potassium channel alpha subunit mRNA, compl e 
te cds//0. 028: 580: 58//Hs. 2363: L36069 
F-NT2RP4001822//ESTs//3. 4e-50: 307: 90//Hs. 113509: AA 
132131 

F-NT2RP4001823//Human faciogenital dysplasia (FGD 
1) mRNA, complete cds//3. le-07: 509: 59//Hs. 1572: Ull 
690 

F-NT2RP4001828 

F-NT2RP4001838//Human mRNA for KIAA0071 gene, part 
ial cds//6. 9e-55: 555: 73//Hs. 78398: D31888 
F-NT2RP4001841//ESTs//0. 99: 215: 60//Hs. 136895: AA897 
749 

F-NT2RP4001849//Homo sapiens mRNA for KIAA0672 pro 
tein, complete cds//5.6e-57: 813: 65//Hs. 6336: AB0145 
72 

F-NT2RP4001861//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//4.8e-l 
2: 84:94//Hs. 140232: AA705170 
F-NT2RP4001889 

F-NT2RP4001893//Homo sapiens BAC clone GS166A23 fr 
om 7p21//4. 4e-108: 535: 97//Hs. 15144: AC005014 
F-NT2RP4001896 

F-NT2RP4001901//ESTs//l. 4e-50: 291: 93//Hs. 67991 : AA1 
47848 

F-NT2RP4001927 

F-NT2RP4001938//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 91 [H.sapiens]//2.8e-54: 375: 84//Hs. 11929 
4: AI 379442 

F-NT2RP4001946//EST//0. 050: 268: 60//Hs. 148341: AA921 
894 

F-NT2RP4001950//EST//7. 9e- 14: 336: 63//Hs. 1 12810: AA6 
10063 

F-NT2RP4001953//ESTS//0. 018: 206: 65//Hs. 130105: AA90 
4868 

F-NT2RP4001966//Human DNA sequence from clone 1052 
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H9 on chromosome Xq25. Contains the SH2D1A gene for 
SH2 domain protein 1A, Duncan's disease (lymphopr 

oliferative syndrome) (DSHP), part of a 60S Acidic 
Ribosomal protein 1 (RPLP1) LIKE gene and part of 
a mouse D0C4 LIKE gene. Contains ESTs and GSSs// 

1 . 7e-54: 788: 65//Hs. 23796: AL022718 

F-NT2RP4001975//Homo sapiens homeobox protein Six3 
(SIX3) gene, completecds//0. 0019: 279: 65//Hs. 15943 

9:AF092047 

F-NT2RP4002018//ESTs, Highly similar to RING CANA 10 
L PROTEIN [Drosophilamelanogaster]//0.58:463:55//H 
s. 3826: U69560 

F-NT2RP4002047//EST//2. 5e-13: 102: 90//Hs. 148997: AI2 
43139 

F-NT2RP4002052 

F-NT2RP4002058//ESTs//5. 2e-41: 347: 72//fls. 121961: AA 
777873 

F-NT2RP4002071//Homo sapiens TTAGGG repeat binding 
factor 2 (hTRF2) mRNA, complete cds//0. 97: 227: 60/ 
/Hs. 100030: AF002999 20 
F-NT2RP4002075 

F-NT2RP4002078//ESTs, Moderately similar to zinc f 
inger protein [H. sapiens] //1.0e-38: 243: 90//Hs. 1391 
15:AA325104 

F-NT2RP4002081//TATA box binding protein/A). 0059: 3 
10:60//Hs.ll00:M55654 

F-NT2RP4002083//H. sapiens Pur (pur-alpha) mRNA, co 
mplete cds//0. 0015: 152: 70//fls. 25180: M96684 
F-NT2RP4002408//Human protein kinase C-L (PRKCL) m 
RNA, compl ete cds//8. Oe- 10: 401 : 59//Hs. 89616: M55284 30 
F-NT2RP4002791//Ataxi n 1//1 . 0: 215: 61//Hs. 74520: X79 
204 

F-NT2RP4002888 

F-NT2RP4002905/7ESTs//3. 4e-50: 280: 94//Hs. 131697: HI 
4960 

F-NT2RP5003459//Glyceraldehyde-3-phosphate dehydro 
genase//l. 3e-35: 193: 96//Hs. 74456: U34995 
F-NT2RP5003461//ESTs//3. 6e- 104: 513: 98//Hs. 88088: AA 
521071 

F-NT2RP5003477//Eukaryotic translation initiation 40 
factor 3 (eIF-3) p36 subunit//0. 18: 271: 60//Hs. 1397 
45: U39067 
F-NT2RP5003492 

F-NT2RP5003500//Homo sapiens mRNA for heparan-sulf 
ate 6-sulfotransferase, complete cds//6. le-56: 750: 
69//Hs. 132884: AB006179 

F-NT2RP5003506//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-69G12//5. le-14: 348: 62//Hs. 154050: AC0 
04131 

F-NT2RP5003512//Homo sapiens mRNA for KIAA0642 pro 50 
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tein, partial cds//0.94:202:63//Hs.8152:AB014542 
F-NT2RP5003522 

F-NT2RP5003524//ESTs//8. 7e-08: 340: 62//Hs. 152730: AI 
308943 

F-NT2RP5003534 

F-0VARC1000001//Homo sapiens mRNA for KIAA0465 pro 
tei n, partial cds//4. Oe-69: 373: 94//Hs. 108258: AB007 
934 

F-0VARC1000004//ESTs//6. Oe-38: 216: 93//Hs. 163801 : AI 
391729 

F-OVARC1000006//ESTS, Highly similar to HIST0NE H 
2A [Cairina moschata]//4.4e- 75: 355: 99//Hs. 36727: AI 
051983 

F-0VARC1000013//ESTs//0. 65: 331: 58//Hs. 146326: AA534 
304 

F-0VARC1000014//Homo sapiens GLE1 (GLE1) mRNA, com 
pi ete cds//l. 8e-171: 815: 98//Hs. 81449: AF058922 
F-0VARC1000017//Homo sapiens mRNA for NTAK, compl e 
te cds//0.50:482:58//Hs. 113264: AB005060 
F-0VARC1000035//Homo sapiens GA17 protein mRNA, co 
mplete cds//2. 2e-37: 238: 89//Hs. 69469: AF064603 
F-0VARC1000058//ESTs//l. le-23: 132: 97//Hs. 61809: AA5 
03549 

F-0VARC1000Q60//ESTs, Highly similar to ribonuclea 
se 6 precursor [H. sapiens] //6.7e-60: 305: 97//Hs. 316 
96:H50008 

F-0VARC1000068//ESTs//3. 8e- 10: 69: 100//Hs. 89048: AA2 
82798 

F-0VARC1000071//ESTs//l. 9e-36: 202: 95//Hs. 125013: AA 
400543 

F-0VARC1000085 

F-0VARC1000087//EST//1. 0: 199: 58//Hs. 122919: AA76844 
2 

F-0VARC1000091//Homo sapiens Jagged 2 mRNA, compl e 
te cds//0. 00017: 414: 59//Hs. 106387: AF029778 
F-OVARC1000092//ESTs//4. 6e-06: 410: 60//Hs. 152250: AA 
203600 

F-0VARC1000106//ESTs, Weakly similar to C25A1.1 
[C. elegans] 111. 9e-73: 406: 92//Hs. 109463: AI 205174 
F-OVARC1000109 

F-0VARC1000113//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds//5.3 
e- 135: 663: 96//Hs. 3688: AF069250 
F-OVARC1000114//Homo sapiens mRNA for KIAA0562 pro 
tein, complete cds//3.4e-43: 532: 72//Hs.l 18401 :AB01 
1134 

F-0VARC1O00133//ESTS//9. 4e-50: 249: 98//Hs. 159146: AI 
384010 

F-0VARC1000139 

F-0VARC1000145//ESTs//l . 6e-09: 87: 90//Hs. 25219: AA29 
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F-0VARC1000148//ESTs//4.4e-28: 146: 100//Hs. 133223: A 

A677414 

F-OVARC1000151 

F-0VARC1000168//ESTs//2. 3e-48: 264: 95//Hs. 14539: H67 
305 

F-0VARC1000191//Thrombopol etin (myel oprol i ferati ve 
leukemia vims oncogene ligand, megakaryocyte gro 
wth and development factor) //0. 10: 504: 59//Hs. 15408 
3:U70136 10 
F-0VARC1000198//ESTs//L3e-103: 505: 97//Hs. 149341: A 
1249131 

F-0VARC1000209//EST//1. 0: 73: 72//Hs. 162600: AA594840 
F-0VARC1000212//ESTs//l. 7e-17: 121: 91//Hs. 50473: W68 
834 

F-0VARC1000240//ESTs, Highly similar to THRE0NYL- 
TRNA SYNTHETASE, CYTOPLASMIC [Homo sapiens] //2.7e- 
31: 264: 79//Hs. 151895: AA 196379 
F-0VARC1000241//Homo sapiens clone 23698 mRNA sequ 
ence//3. 4e-35: 466: 68//Hs. 8136: U81984 20 
F-0VARC1000288//ESTs, Weakly similar to Y53C12A.3 
[C. elegans] //0. 00084: 170: 65//Hs. 107747: AI 357868 
F-0VARC1000302//EST//4. le-05: 249: 60//Hs. 136432: AA5 
55306 

F-0VARC1000304//ESTs//l. 0: 252: 64//Hs. 12126: AA20328 
7 

F-OVARC1000309//ESTs, Highly similar to BRAIN ENR 
ICHED HYALUR0NAN BINDING PROTEIN PRECURSOR [Felis 
catus] //0. 51 : 193: 66//Hs. 6194: AI 378579 
F-OVARC1000321 30 
F-0VARC1000326//Homo sapiens T-type calcium channe 
1 alpha- 1 subunit mRNA, complete cds//0. 0018: 507: 6 
0//Es. 122359: AF051946 

F-0VARC1000335//ESTs//9. 3e-39: 202: 98//Hs. 132849: AA 
779444 

F-0VARC1000347 

F-0VARC1000384//Homo sapiens (clone PEBP2aAl) core 
-binding factor, runtdomain, alpha subunit 1 (CBFA 
1) mRNA, 3' end of cds//3. 4e- 06: 353: 62//Hs. 121895: 
AF001450 40 
F-0VARC1000408//Human mRNA for KIAA0140 gene, comp 
lete cds//0. 94: 231: 64//Hs. 156016: D50930 
F-0VARC1000411//EST//0. 43: 234: 59//Hs. 124673: AA8581 
62 

F-0VARC1000414//EST//5. 2e-05: 105: 72//Hs. 98827: AA43 
5682 

F-0VARC1000420//Human mRNA for KIAA0140 gene, comp 
lete cds//0. 86: 231: 58//Hs. 156016: D50930 
F-0VARC1000427//ESTs, Moderately similar to 0RF1 
[H. sapiens]//!. 7e-25: 190:84//Hs. 139513: AA259082 50 
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F-OVARC1000431//ESTs//0. 041: 356: 57//Hs. 139907: AA62 
1615 

F-0VARC1000437//Filamin 1 (actin- binding protein-2 
80) //0. 93: 281 : 60//Hs. 76279: X53416 
F-0VARC1000440//Human PINCH protein mRNA, complete 
cds//8. 8e-21 : 1 16: 99//Hs. 83987: U09284 
F-0VARC1000442//ESTs//2. Oe- 19: 207: 78//Hs. 134071 : AI 
377423 

F-0VARC1000443//Homo sapiens mRNA for KIAA0683 pro 
tein, complete cds//3. 2e-140: 566: 99//Hs. 12334: AB01 
4583 

F-0VARC1000461//ESTs//l. 0e-39: 215: 95//Hs. 131532: AI 
024524 

F-0VARC1000465//Homo sapiens clone 24781 mRNA sequ 
ence//l. 0: 252: 58//Hs. 108112: AF070640 
F-0VARC1000466//ESTs//3. 6e-14: 189: 71//Hs. 164041: R5 
1854 

F-0VARC1000473//ESTs//0. 00012: 77: 85//Hs. 29173: AA13 
4926 

F-0VARC1000479 

F-0VARC1000486//ESTs//4. 2e-07: 409: 60//Hs. 99280: AA4 
53036 

F-0VARC1000496//ESTs//6. Oe- 14: 240: 69//Hs. 131900: AI 
023327 

F-0VARC1000520//Homo sapiens supervillin mRNA, com 
pi ete cds//6. 9e- 1 15: 539: 99//Hs. 1 1 1285: AF051850 
F-0VARC1000526//ESTs//2. 9e-08: 368: 61//Hs. 42771: N26 
740 

F-0VARC1000533//EST//3. 4e- 14: 137: 82//Hs. 123405: AA8 
13492 

F-OVARC1000543//ESTs//0. 13: 278: 61//Hs. 54894: N98475 
F-0VARC1000556//ESTs//l. 4e-31: 217: 90//Hs. 106385: W2 
6667 

F-0VARC1000557//ESTs//3. 8e-20: 208: 76//Hs. 138919: AA 
827410 

F-0VARC1000564//Human dsRNA adenosine deaminase DR 
ADA2b (DRADA2b) mRNA, ccmpl ete cds//0. 87: 135: 66//H 
s. 85302: U76421 

F-0VARC1000573//ESTs//2. le-22: 268: 76//Hs. 121852: AA 
776358 

F-0VARC1000576//ESTs//9. 4e-22: 124: 98//Hs. 24220: W22 
200 

F-0VARC1000578//EST//4. 7e-31: 335: 74//Hs. 162881: AA6 
52729 

F-0VARC1000588//Human BHK1 alpha kinase mRNA, comp 
lete cds//0. 67: 263: 63//Hs. 3080: 029725 
F-0VARC1000605//EST//1.0: 148:62//Hs. 163346: AA88372 
2 

F-0VARC1000622//EST//4. 3e-50: 313: 88//Hs. 149580: AI 2 
81881 
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F-0VARC1000640//ESTs//2. 6e-55: 441: 80//Hs. 105319: AA 
470097 

F-0VARC1000649//Human squamous cell carcinama of e 
sophagus mRNA for GRB-7 SH2 domain protein, comple 
te cds//l . 6e-78: 424: 93//Hs. 86859: D43772 
F-0VARC1000661//Homo sapiens mRNA for KIAA0590 pro 
tein, complete cds//1.6e-100:536:94//Hs. 111862: ABO 
11162 

F-0VARC1000678//EST//1.3e-08: 131:77//Hs. 145970: AI 2 
77106 10 
F-0VARC1000679//ESTs//0. 66: 223: 61//fls. 134782: H7427 
9 

F-OVARC1000681//EST//0.017: 315: 61//Hs. 147799: AI221 
639 

F-0VARC1000682//Bomo sapiens alpha 1,2-mannosidase 
IB mRNA, complete cds//4. 8e- 153: 549: 99//Hs. 12531 
5:AF027156 

F-0VARC1000689//Homo sapiens clone 24640 mRNA sequ 
ence//0. 030: 479: 57//Hs. 4764: AB018306 
F-0VARC1000700 20 
F-0VARC1000703//ESTs//0. 41: 100: 68//Hs. 160699: AI 284 
320 

F-0VARC1000722//Bomo sapiens chromosome Iq21-lq23 
beta- 1,4-galactosyl transferase mRNA, complete cds/ 
/l. 2e- 110: 451: 91//Hs. 13476: AF038661 
F-0VARC1000730//ESTs. Weakly similar to C27F2.7 ge 
ne product [C.elegans]//2.9e-53:318:91//Hs.7049:AI 
141736 

F-0VARC1000746//ESTs//3. 2e- 123: 570: 99//Hs. 127295: A 
A918411 30 
F-0VARC1000769//ESTs//0. 072: 177: 67//Hs. 142573: AA60 
1196 

F-0VARC1000771//ESTs, Moderately similar to RAS-RE 
LATED PROTEIN RAB-2 [H. sapiens] //1. 2e- 38: 194: 99//H 
s. 157059: W28130 

F-0VARC1000781//ESTs//4. Oe- 14: 113: 89//Hs. 41972: AA6 
26793 

F-0VARC1000787//EST//0. 92: 91: 64//Hs. 163258: AA82883 
5 

F-0VARC1000800//ESTS//1. 6e-44: 193: 81//Hs. 163971: N2 40 
7584 

F-0VARC1000802//ESTs//4. 6e-43: 395: 80//Bs. 115401: AA 
400032 

F-0VARC1000834//ESTs//l. 9e-91: 431: 99//Hs. 154450: AA 
069390 

F-0VARC1000846//Homo sapiens mRNA for KIAA0643 pro 
tein, partial cds//L 9e-151: 432: 100//Hs. 155995: ABO 
14543 

F-0VARC1000850//Homo sapiens PB39 mRNA, complete c 
ds//3. 3e-137: 632: 99//Hs. 18910: AF045584 50 
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F-0VARC1000862//ESTs, Highly similar to gene Fif p 
rotein [M.musculus]//6. le-31: 183:93//Hs. 108620: AA4 
18155 

F-OVARC1000876//Human DNA binding protein FKHL15 
(FKHL15) mRNA, compl etecds//0. 54: 133: 69//Hs. 15923 
4:1189995 

F-0VARC1000883//ESTs//0. 44: 154: 63//Hs. 98183: AA4171 
43 

F-0VARC1000885//EST//0. 91: 152: 63//Hs. 160765: AI3133 
23 

F-0VARC1000886//ESTs//4. 6e-08: 375: 61//Hs. 131653: AI 
025777 

F-OVARC1000890 
F-OVARC1000891 

F-0VARC1000897//ESTs//l. le-07: 145: 69//Hs. 119878: AA 
706818 

F-0VARC1000912//EST//3. 6e-08: 376: 61//Hs. 158782: AI 3 
76601 

F-0VARC1000915//Homo sapiens mRNA for RIAA0600 pro 
tein, partial cds//2.3e-85: 419: 97//fls. 9028: AF03969 
1 

F-0VARC1000924//ESTs//3. 6e- 113: 540: 98//Hs. 66058: AA 
424456 

F-0VARC1000936//Human endogenous retrovirus envelo 
pe region mRNA (PLl)//4. 3e-64: 623: 72//Hs. 114440: Ml 
1119 

F-0VARC1000937//EST//2. 4e-39: 170: 96//Hs. 129138: AA9 
88078 

F-0VARC1000945//ESTs, Weakly similar to protein ty 
rosine phosphatase [H.sapiens]//2.4e-29: 157:97//H 
s. 136243: AA307843 
F-0VARC1000948 

F-OVARC1000959//EST//0. 65: 293: 55//Hs. 134725: AI 0889 
86 

F-0VARC1000960//Ley I-L//1. 4e-41: 425: 72//Hs. 37062: 
AC005952 

F-0VARC1000964//ESTs//L 4e-95: 486: 96//Bs. 57079: D45 
288 

F-0VARC1000971//ESTs//0. 19: 198: 62//Hs. 153429: AI 283 
069 

F-0VARC1000984//Breakpoint cluster region protein 
BCR//0. 26: 365: 56//Hs. 2557: Y00661 
F-0VARC1000996//Human p300/CBP- associated factor 
(P/CAF) mRNA, completecds//6.8e-10:312:65//Hs. 1553 
02:U57317 

F-0VARC1000999//Homo sapiens mRNA for chemokine LE 
C precursor, completecds//0. 0056: 209: 62//Hs. 10458: 
AF088219 

F-0VARC1001000//EST//4. 2e-24: 242: 77//Hs. 128952: AA9 
84114 
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F-0VARC1001004 
F-0VARC1001010 

F-OVARC1001011//ESTs, Moderately similar to Tera 
[M. muscul us] //3. 8e-47: 234: 99//Hs. 1 10327: AA205866 
F-0VARC1001032//HUMAN IMMUNODEFICIENCY VIRUS TYPE 
I ENHANCER- BI PING PROTEIN 2//0. 0076: 624: 57//Hs. 75 
063:AL023584 

F-0VARC1001034//ESTs, Highly similar to mitogen-in 
duced [M.musculus]//3.9e-97:578:89//Hs. 111974: AI 05 
0735 10 
F-0VARC1001038//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds//8. 6e- 152: 733: 97//Hs. 9899: AF099149 
F-0VARC1001040//ESTs//2. 2e-38: 204: 96//Hs. 128927: AI 
168074 

F-OVARC1001044//EST//0. 036: 304: 61//Hs. 137342: AA017 
385 

F-0VARC1001051 

F-0VARC1001055//Human pre-B cell enhancing factor 
(PBEF) mRNA, completecds//l. le-46: 381: 81//Hs. 15496 
8:U02020 20 
F-0VARC1001062//ESTs//0. 020: 265: 60//Hs. 146226: AI31 
2873 

F-0VARC1001065//ESTs, Weakly similar to C50F4.12 
[C. elegans]//l. 4e-21: 183: 84//Hs. 46680: AA809451 
F-0VARC1001068//Homo sapiens Era GTPase A protein 
(HERA-A) mRNA. parti alcds//6.6e- 132: 620 :98//Hs. 342 
6: AF082657 

F-0VARC1001072//ESTs//l. le-24: 289: 74//Hs. 139614: AA 
709013 

F-OVARC1001074//ESTs//0. 059: 198: 63//Hs. 59974: AA001 30 
937 

F-0VARC1001085//H. sapiens mRNA for sortilin//0.99: 
142: 67//Hs. 104247: X98248 

F-0VARC1001092//Homo sapiens mRNA for JM5 protein, 
complete CDS (clone IMAGE 53337, LLNLcll0F1857Q7 

(RZPD Berlin) and LLNLcl 10G0913Q7 (RZPD Berlin))// 

1 . 3e-75: 289: 95//Hs. 21753: AJ005897 

F-0VARC1001107//Homo sapiens SKBlHs mRNA, complete 
cds//l . 2e-73: 351 : 86//Hs. 12912: AF015913 

F-0VARC1001113//Homo sapiens diaphanous 1 (HDIA1) 40 

mRNA, complete cds//2. le-151: 710: 98//Hs. 26584: AF05 

1782 

F-0VARClQ01117//ESTs//3. 8e-73: 347:99//Hs. 116029: AA 
813102 

F-0VARC1001118 
F-0VARC1001129 

F-0VARC1001 154//Granul i n//2. 4e-94: 686: 83//Hs. 7545 
1:AF055008 

F-0VARC1001161//ESTs//2. 2e-40: 208: 97//Hs. 113006: AA 
621725 50 
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F-0VARC1001162 
F-0VARC1001167 

F-0VARC1001 169//ESTs//0. 81: 158: 63//Hs. 48527: AI 0782 
79 

F-0VARC1001170//ESTs//9. Oe-87: 412: 99//Hs. 116550: AA 
813287 

F-0VARC1001171//ESTs//4. 9e-26: 167: 79//Hs. 139158: AA 
226159 

F-0VARC1001173//ESTs, Moderately similar to GLUTA 
MATE DEHYDROGENASE 1 PRECURSOR [Homo sapiens]//1.8 
e-11: 192: 69//Hs. 130020: AA887581 
F-0VARC1001176//Homo sapiens chromosome 19, cosmid 
R26529//0. 61 : 387: 58//Hs. 91 103: AC005551 
F-0VARC1001180//ESTs, Weakly similar to ubiquitin 
S6(l) [D. melanogaster]//l. 5e-13: 199: 71//Hs. 109966: 
C06057 

F-0VARC1001188//ESTs, Weakly similar to HYPOTHETIC 
AL 27.8 KD PROTEIN INVMA7-RPS31A INTERGENIC REGION 
[S. cerevisiae]//l. 4e-52: 324: 90//Hs. 114673: W72675 
F-0VARC1001200//ESTs//3. 9e-16: 104: 94//Hs. 125520: AA 
883889 

F-0VARC1001232//Cyclin A//0.95: 124: 67//Hs. 85137: X5 
1688 

F-0VARC1001240//EST//0. 017: 351: 60//Hs. 120655: AA745 
676 

F-0VARC1001243//ESTs//0. 78: 291: 59//Hs. 132458: AI424 
825 

F-0VARC1001244//RING3 PR0TEIN//2. 8e-19: 118: 95//Hs. 
75243:042040 

F-0VARC1001261//EST//1. 9e-42: 225: 96//Hs. 158854: AI 3 
77837 

F-OVARC1001268//ESTs//0. 66: 239: 61//Hs. 132525: AA576 
821 

F-0VARC1001270//ESTs//0. 99: 204: 60//Hs. 144647: AA625 
224 

F-0VARC1001271//Homo sapiens mRNA for KIAA0643 pro 
tein, partial cds//6.8e-144: 644: 96//Hs. 155995: AB01 
4543 

F-0VARC1001282//ESTs, Weakly similar to Ydr438wp 
[S.cerevisiae]//0. 11: 355: 60//Hs. 108812: AA044835 
F-0VARC1001296//ESTs//l. le-46: 237: 98//Hs. 33746: N78 
172 

F-0VARC1001306//Homo sapiens nuclear receptor co-r 
epressor N-CoR mRNA, complete cds//0. 20: 188: 64//H 
s. 152455: AF044209 

F-0VARC1001329//ESTs//l . 4e-97: 486: 97//Hs. 125886: AA 
884264 

F-0VARC1001330 

F-0VARC1001339//Solute carrier family 4, anion exc 
hanger, member 2 (erythrocyte membrane protein ban 



(1959) 

3915 

d 3-1 ike l)//0. 021: 232: 62//Hs. 79410: U62531 
F-0VARC1001341//ESTs, Weakly similar to C17G10.1 
[C. elegans]//2. 5e-76: 363: 99//Hs. 105837: AA536054 
F-0VARC1001342//EST//0. 98: 97: 65//Hs. 148210: AA89749 
3 

F- OVARC 1 00 1 344 //EST//5 . 3e-10: 241: 64//Hs. 138777: N67 
251 

F-0VARC1001357//HoiBo sapiens jerky gene product ho 
molog mRNA, complete cds//0.64: 198:61//Hs. 105940: A 
F004715 10 
F-0VARC1001360//ESTs//4. 9e-87: 429: 97//Hs. 130145: AI 
264633 

F-0VARC1001369//ESTs//6. 3e-07: 371: 62//Hs. 131653: AI 
025777 

F-0VARC1001372//H(Mno sapiens mRNA for KIAA0654 pro 
tein, partial cds//1.4e-69: 533: 74//Hs. 109299: AB014 
554 

F-0VARC1001376//Homo sapiens neuronal thread prote 
in AD7C-NTP mRNA, complete cds//2.5e-49:365:73//H 
s. 129735: AF010144 20 
F-0VARC1001381//Homo sapiens mRNA for candidate tu 
mor suppressor involved in B-CLL//4. le-149: 683: 99/ 
/Hs. 151428: AJ224819 

F-0VARC1001391//flomo sapiens methyl-CpG binding pr 
otein MBD2 (MBD2) mRNA, complete cds//0.097:235:65 
//Hs. 25674: AF072242 

F-0VARC1001399//ESTs//l . le-35: 264: 83//Hs. 59379: W28 
225 

F-0VARC1001417//Homo sapiens EXLM1 mRNA, complete 
cds//l. 3e- 150: 707: 98//Hs. 21586: AB006651 30 
F-0VARC1001419//Homo sapiens G0K (STIM1) mRNA, com 
plete cds//l. 6e-49: 586: 69//Hs. 74597: U52426 
F-0VARC1001425//ESTs//2. 4e-ll: 258: 67//Hs. 1 19197: T8 
3651 

F-0VARC1001436 
F-0VARC1001442 
F-0VARC10O1453 

F-0VARC1001476//ESTs, Weakly similar to HYPOTHETIC 
AL 38.6 RD PROTEIN INTIF4631-KRE11 INTERGENIC REGI 
ON [S.cerevisiae]//1.9e-125:581:99//Hs.ll0950:AI04 40 
1823 

F-OVARC1001480//ESTs//0. 95: 125: 72//Hs. 152584: AA584 
568 

F-0VARC1001489//EST//4. 9e-72: 341: 100//Hs. 148191: AA 
897343 

F-0VARC1001496//Homo sapiens C-terminal binding pr 
otein 2 mRNA, completecds//2.6e-86:479:92//Hs.653 
4:AF016507 

F-0VARC1001506//Polycystic kidney disease 1 (autos 
omal dominant)//!. le-97: 538: 92//Hs. 75813: L33243 50 



^200 2- 1 9 1 3 6 3 
3916 

F-0VARC1001525 

F-0VARC1001542//Envopl akin//0. 34: 258: 60//Hs. 25482: 
U53786 

F-0VARC1001547//EST//0. 0046: 237: 62//Hs. 54638: N9059 
5 

F-0VARC1001555 

F-0VARC1001577//Homo sapiens SRp46 splicing factor 
retropseudogene mRNA//6. 8e-57: 275: 98//Hs. 155160: A 
F031166 

F-0VARC1001600//ESTs, Weakly similar to !!!! ALU S 
DBFAIQLY J WARNING ENTRY !!!! [H.sapi ens] //0. 0035: 
271:60//Hs. 108465: AI 144299 
F-0VARC1001610//ESTs, Weakly similar to F22E10.5 
[C. elegans] //l. 4e-43: 216: 99//Hs. 120002: AI 038398 
F-0VARC1001611 

F-0VARC1001615//EST//0.99: 135:68//Hs. 129410: AA9935 
00 

F-0VARC1001668//Homo sapiens mRNA for KIAA0572 pro 
tein, partial cds//3.3e-37:217:94//Hs. 14409: AB0111 
44 

F-0VARC1001702//Homo sapiens mRNA for hS0X20 prote 
in, complete cds//5. 9e-49: 393: 81//Hs. 95582: AB00686 
7 

F-0VARC1001703//EST//1. 7e-24: 172: 88//Hs. 121198: AA7 
57229 

F-0VARC1001711//Fms-related tyrosine kinase 3 liga 
nd//0. 049: 353: 61//Hs. 428: U03858 
F-0VARC1001713//ESTs//8. 9e-37: 263: 86//Hs. 110298: AA 
621807 

F-0VARC1001726//ESTs//2.0e-12: 121:82//Hs. 153332: AA 
236863 

F-0VARC1001731//Tropomyosin beta chain (skeletal m 
uscle)//l. 7e-83: 617: 80//Hs. 155652: X06825 
F-0VARC1001745//EST//0. 75: 174: 64//Hs. 146778: AI 1485 
88 

F-0VARC1001762 

F-0VARC1001766//Hamo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, comple 
te cds//l. 4e-150: 706: 98//Hs. 155377: U97670 
F-0VARC1001767//Homo sapiens mRNA for KIAA0675 pro 
tei n, compl ete cds//9. 8e- 117: 580: 96//Hs. 15869: AB01 
4575 

F-OVARC1001768//ESTs//0. 035: 179: 64//Hs. 87279: AI 218 
697 

F-0VARC1001791 

F-0VARC1001795//ESTs//0. 19: 68: 76//Hs. 37699: AA06283 
0 

F-0VARC1001802//EST//3. 7e-45: 254: 92//Hs. 130620: AI0 
05102 

F-0VARC1001805//Homo sapiens mRNA for KIAA0744 pro 
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tein, complete cds//0. 77: 362: 58//Hs. 116753: AB01828 
7 

F-0VARC1001809//Human N-type calcium channel alpha 
-1 subunit mRNA, complete cds//2.2e-07:435:62//Hs. 
69949: H94172 

F-OVARC1001812//ESTs//3. Oe-47: 360: 83//Hs. 141756: AA 
700825 

F-0VARC1001813//EST//L 8e-57: 277: 100//Hs. 162414: AA 
573453 

F-OVARC1001820//ESTs//l. 4e-64: 310: 99//Hs. 137398: AA 10 
164567 

F- 0VARC1 00 1 828//EST//1 . Oe-09: 184: 66//Hs. 130435: AA9 
23537 

F-0VARC1001846//ESTs//l. 8e-80: 410: 97//Hs. 114539: N5 
4973 

F-0VARC1001861 

F-0VARC1001873//Homo sapiens clones 24718 and 2482 
5 mRNA sequence//3. 9e- 20: 122: 95//Bs. 25300: AF070611 
F-0VARC1001879//Homo sapiens putative tumor suppre 
ssor gene 26 protein alpha 2 delta calcium channel 20 
subunit mRNA, complete cds//0. 042: 199: 67//fls. 1274 
36:AF040709 

F-0VARC1001880//Interferon regulatory factor 5//1. 
le-06: 489: 60//Hs. 54434: U51127 
F-0VARC1001883//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0484//9.5e-33:509:68//Hs.l58 
095:AB007953 

F-0VARC1001900//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cds 
HI. 6e-57: 300: 96//Hs. 6216: AF061749 30 
F-0VARC1001901//ESTs//2.3e-07: 185:69//Hs. 145630: AI 
263834 

F- 0VARC 1 00 1 9 1 1 //EST//0 . 88: 101: 66//Hs. 162622: AA6012 
61 

F-0VARC1001916//H. sapiens mRNA for prepronocicepti 

n//l. 0: 540: 58//Hs. 89040: U48263 

F-0VARC1001928 

F-0VARC1001942//Human plectin (PLEC1) mRNA, comple 
te cds//0. 038: 290: 62//Hs. 79706: U53204 
F-0VARC1001943//ESTs. Weakly similar to HYPOTHETIC 40 
AL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME III [C.el 
egans]//2. 3e-119: 565: 98//Hs. 5392: AA313794 
F-0VARC1001949//KRAB zinc finger protein {alternat 
i ve products} //l. 8e- 17: 294: 67//Hs. 22556: U37251 
F-0VARC1001950//ESTs//l. 5e-15: 300:65//Hs. 138501: AI 
051228 

F-0VARC1001987//ESTs//6. 7e-34: 202: 92//Hs. 115600: AA 
351639 

F-0VARC1001989//ESTs, Weakly similar to !!!! ALU S 
UBFAMI LY J WARNI NG ENTRY ! ! ! ! [H. sapi ens] //l . 2e-2 50 
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3: 213: 78//Hs. 105292: AA504776 
F-0VARC1002044//EST//0. 26: 164: 66//Hs. 161094: N30417 
F-0VARC1002050//Homo sapiens mRNA for KIAA0465 pro 
tei n, parti al cds//6. 6e- 160: 739: 98//Hs. 108258: AB00 
7934 

F-0VARCl002066//ESTs//l. 8e-103: 482: 99//Hs. 124923: A 
1375865 

F-0VARC1002082//EST//2. 5e-09: 213: 67//Hs. 112810: AA6 
10063 

F-0VARC1002107 

F-0VARC1002112//Homo sapiens histone macroH2A1.2 m 
RNA, complete cds//2.7e- 101: 498: 96//Hs. 75258: AF054 
174 

F-0VARC1002127//ESTs//l. 6e-76: 397: 96//Hs. 33432: R83 
913 

F-0VARC1002138//Homo sapiens p60 katanin mRNA, com 
plete cds//3. 5e-20: 399: 62//Hs. 112725: AF056022 
F-0VARC1002143//EST//4. 2e-09: 240: 65//Hs. 140547: AA8 
12795 

F-0VARC1002156//EST//0. 35: 112: 66//Hs. 136761: AA7380 
97 

F-0VARC1002158//ESTs, Weakly similar to Y53C12A.3 
[C. elegans]//7. 4e-07: 329: 58//Hs. 107747: AI 357868 
F-0VARC1002165//H. sapi ens BDP1 mRNA for protein- ty 
rosine-phosphatase//0. 00010: 300: 64//Hs. 118929: X795 
68 

F-0VARC1002182//Homo sapiens ataxin-7 (SCA7) mRNA, 
complete cds//0. 19: 178:64//Hs. 108447: AJ0005 17 
F-PUCE1000004//ESTs//0. 79: 332: 59//Hs. 120221: AA731 
230 

F-PUCE1000005//ESTs//l . 8e- 10: 89: 87//Hs. 158913: AI 3 
78928 

F-PLACE1000007//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA. partial cds//L2e-52:550:72/ 
/Hs. 42400: AF022789 
F-PLACE1000014 
F-PLACE1000031 

F-PLACE1000040//ESTs//3. le- 18: 123: 91//Hs. 138387: AA 
873088 

F-PIACE1000048//ESTs//l . 2e-43: 387: 78//Hs. 61 199: AA0 
24494 

F-PLACE1000050//ESTs//l. 8e-84: 421: 96//Hs. 128632: AI 
076755 

F-PLACE1000061//Ribosomal protein L37a//5. 5e-29: 17 
7:93//Hs. 1946: L06499 

F-PLACE1000066//ESTs, Weakly similar to coded for 
by C. elegans cDNA ykl0cl0.3 [C.elegans]//1.4e-47: 
266:93//Hs. 30026: AI 356771 

F-PLACE1000078//ESTs, Weakly similar to !!!! ALU S 
UBFAMI LY SB1 WARNING ENTRY !!!! [H. sapi ens] //6.4e- 
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15: 203: 70//fls. 157422: R85366 

F- PLACE1 00008 1 //Human transporter protein (gl7) mR 

NA, compl ete cds//0. 30: 324: 60//Hs. 76460: U49082 

F-PLACE1000094 

F-PLACE1000133//ESTs, Highly similar to TRANSCRIP 
TION FACTOR BTF3 [Homosapiens]//6.2e-82:476:92//H 
s. 11 1081 :AI 380378 

F-PLACE1000142//ESTs, Weakly similar to enoyl-CoA 
hydratase [B. sapi ens] 111. 7e-27: 205: 85//Hs. 9670: AA6 
32135 10 
F-PLACE1000184//Homo sapiens estrogen- related rece 
ptdr gamma mRNA, complete cds//2.5e-151:737:97//R 
s. 151017: AF058291 
F-PLACE1000185 
F-PLACE1000213 

F-PLACE1000214//ESTs//0. 00059: 335: 59//Hs. 143849: AI 
167255 

F-PLACE1000236//Fanconi anemia, complementation gr 
oup A//0. 44: 306: 61//Hs. 86297: X99226 
F-PLACE1000246//ESTs//7. 3e-80: 457: 89//Hs. 57209: W22 20 
022 

F-PLACE1000292//ESTs//l. 8e-05: 323: 60//Hs. 59962: AI 2 
78202 

F-PLACE1000308//EST//0. 0024: 253: 62//Hs. 144238: W522 
94 

F-PLACE1000332//EST//5. 6e-18: 223: 74//Hs. 99532: AA46 
1047 

F-PLACE1000347//ESTs//6.4e-33: 169:99//Hs. 122975: AA 
428675 

F-PLACE1000374//Human CCAAT-box-binding factor (CB 30 
F) mRNA, complete cds//0. 26: 45: 95//Hs. 147991: H3719 
7 

F-PLACE1000380//Homo sapiens proline and glutamic 
acid rich nuclear protein isoform mRNA, partial cd 
s//L 0: 262: 58//Hs. 102732: U88153 
F-PLACE1000383//Hyotubular myopathy 1//1. le-50: 66 
9:67//Hs.75302:U46024 

F-PLACE1000401//Bomo sapiens mRNA for RIAA0616 pro 
tein, partial cds//0. 036: 471: 58//Hs. 6051 :AB014516 
F-PLACE1000406//ESTs, Highly similar to PTB-ASS0C 40 
IATED SPUCING FACTOR [Homo sapiens]//8.7e-63:346:9 
3//Hs. 19501 :AA742260 

F-PLACE1000420//Homo sapiens mRNA for KIAA0602 pro 
tein, partial cds//0. 0023: 216: 65//Hs. 37656: AB01 117 
4 

F-PLACE1000421//Human lipid- activated protein kina 
se PRK1 mRNA, completecds//0.55:212:63//Hs.2499:D3 
3053 

F-PLACE1000424 

F-PLACE1000435//Homo sapiens mRNA for XPR2 protein 50 
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//0. 58: 674: 55//Hs. 44766: AJ007590 
F-PIACE1000444//Fucosyl transferase 1 (galactoside 
2-alpha-L-fucosyltransferase, Bombay phenotype inc 
luded)//2. 7e-52: 421: 80//Hs. 69747: M35531 
F-PLACE1000453//Human mRNA for MTG8a protein, comp 
lete cds//0. 026: 240: 60//Hs. 31551 : D43638 
F-PLACE1000481//0xytoci n receptor//l . 6e-25: 347: 71/ 
/Hs.2820:X64878 

F-PLACE1000492//Human mRNA for RIAA0355 gene, comp 
lete cds//0. 58: 302: 60//Hs. 153014: AB002353 
F-PIACE1000540//EST//0. 32: 229: 59//Hs. 163011: AA7005 
73 

F-PLACE1000547//Human heparan sulfate proteoglycan 
(HSPG2) mRNA, complete cds//0. 0046: 223: 65//Hs. 755 
78: H85289 
F-PLACE1000562 

F-PLACE1000564//ESTs//8. Oe-35: 247: 89//Hs. 12999: AA2 
78538 

F-PLACE1000583//Homo sapiens clone 23939 mRNA sequ 
ence//6. 6e-47: 525: 72//Hs. 21838: AF038179 
F-PLACE1000588//Guanylate binding protein 1, inter 
feron-inducible, 67kD//2. 3e-85: 503: 88//Hs. 62661: M5 
5542 

F-PLACE1000596//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP)//L 2e- 165: 798: 97//Hs. 159597: AJ012 
449 

F-PLACE1000599//ESTs//0. 65: 201: 58//Hs. 98216: AA7587 
51 

F-PLACE1000610//Homo sapiens mRNA for KIAA0642 pro 
tein, partial cds//0.98:215:60//Hs.8152:AB014542 
F-PLACE100061 l//ESTs//7. 2e-20: 406: 64//Hs. 128966: AA 
620986 

F-PLACE1000636 

F-PLACE1000653//Homo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, complete cds//5.0e-154:747:96 
//Hs.5819:AF102265 

F-P1ACE1000656//Homo sapiens mRNA for JM4 protein, 
complete CDS (clone IMAGE 546750 and LLNLcllOF185 
7Q7 (RZPD Berlin))//7.5e-158:775:97//Hs.29595:AJ00 
5896 

F-PIACE1000706//Homo sapiens transcription interme 
diary factor 1 (TIFl)mRNA, complete cds//1.0e-57:6 
75: 69//Hs. 128763: AF009353 

F-PLACE1000712//EST//0. 56: 171: 61//Hs. 112790: AA6099 
49 

F-PLACE1000716//Human mRNA for RIAA0258 gene, comp 
lete cds//6. le-38: 426: 70//Hs. 47313: D87447 
F-P1ACE1000748//ESTS//2. 6e-43: 233: 95//Hs. 1 10754: AA 
112288 

F-PLACE1000749//Human MAGE- 9 antigen (MAGE9) gene, 
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complete cds//0. 72: 331: 57//Hs. 37110: U10694 
F-PLACE1000755//NUCLE0LI N//0. 0038: 186: 66//Hs. 7911 
0:160858 
F-PLACE1000769 

F-PLACE1000785//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds//l. le- 139: 663: 98//Hs. 31921 :AB014 
548 

F-PLACE1000786//Myosin, heavy polypeptide 9, non-m 
uscle//8. 5e-06: 362: 59//Hs. 44782: Z82215 
F-PLACE1000793//ESTs//2. 7e-62: 315: 97//Hs. 16141: W56 10 
079 

F-PLACE1000798//ESTs//l . 4e-55: 316: 93//fls. 1391 19: N3 
2189 

F-PLACE1000841//EST//0. 47: 143:61//Hs. 144096: AI 0321 
80 

F-PLACE1000849//Homo sapiens CAGF9 mRNA, partial c 
ds//l. 6e-06: 266: 63//Hs. 110826: U80736 
F-PLACE1000856//ESTs//2. 6e-60: 319: 96//Hs. 25994: AA4 
70000 

F-PLACE1000863//EST//9. 4e-29: 249: 78//Hs. 121919: AA7 20 
77428 

F-PLACE1000909//ESTs//0. 97: 214: 60//fls. 128601: AA906 
455 

F-PLACE1000931//ESTs//2. le-46: 592: 70//Hs. 154244: AA 
195201 

F-PLACE1000948 

F-PLACE1000972//Homo sapiens enhancer of fil amenta 
tion (HEF1) mRNA, complete cds//7.9e-10:294:66//H 
s. 80261 :L43821 

F-PLACE1000977//ESTs, Weakly similar to coded for 30 
by C. elegans cDNA yk28h2.5 [C.elegans]//9.3e-45:3 
09: 88//Hs. 13531: R61789 

F-PLACE1000979//Zinc finger protein 91 (HPF7, HTF1 
0) //0. 0034: 229: 62//Hs. 8597: LI 1672 
F-PLACE1000987//Homo sapiens mRNA for RIAA0724 pro 
tein, complete cds//2. 6e-141: 694: 96//Hs. 158497: ABO 
18267 

F-PLACE1001000//ESTs//0. 0035: 116: 73//Hs. 144532: H39 
913 

F-PLACE1001007//Cuanylate cyclase 2D, membrane (re 40 
tina-speci fic) //0. 050: 338: 61//Hs. 1974: H92432 
F-PLACE1001010//B. sapiens mRNA for retrotransposon 
ll\ . 6e-45: 371 : 80//Bs. 6940: Z48633 
F-PLACE1001015//ESTs//8. 6e-27: 21 1 : 71//Hs. 88040: AA2 
56876 

F-PLACE1001024 

F-PUCE1001036//EST//1. 0: 133: 65//Hs. 161424: AI 42474 
1 

F-PLACE1001054//Human plectin (PLEC1) mRNA, comple 
te cds//0. 98: 284: 59//Bs. 79706: U53204 50 
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F-PLACE1001062 

F-PLACE1001076//EST//0. 84: 223: 59//Hs. 161147: AI 4178 
59 

F-PLACE1001088 

F-PLACE1001092//flomo sapiens sorting nexin 4 mRNA, 
compl ete cds//l . Oe-96: 489: 96//Hs. 95448: AF065485 
F-PIACE1001104//ESTs//0. 19: 249: 64//Hs. 152627: AA595 
817 

F-PLACE1001118//Homo sapiens KRAB domain zinc fing 
er protein (ZFP37) mRNA, complete cds//8. 2e-66:67 
6:71//Hs. 150406: AF022158 

F-PLACE1001136//Amphiregulin (schwannoma- derived g 
rowth factor) ll\ . 5e- 16: 122: 91//Hs. 1257: M30704 
F-PLACE1001168 

F-PLACE1001171//ESTs//4. 3e-12: 214: 72//Hs. 141392: R9 
5135 

F-PLACE1001185//ESTs, Weakly similar to ZR792. 1 
[C. elegans] //l. 6e-28: 421: 66//Hs. 8763: W30741 
F-PLACE1001238 

F-PLACE1001241//ESTs//l. le-22: 225: 79//Hs. 159786: R4 
9494 

F-PLACE1001257//ESTs//1.9e-23: 165:89//Hs. 126518:AA 
913929 

F-PIACE1001272//C0AT0MER BETA' SUBUNIT//0. 012: 50: 9 
6//Hs. 75724: X70476 

F-PLACE1001279//ESTs//0. 97: 377: 59//Hs. 152628: N5128 
3 

F-PLACE1001280//Homo sapiens hyperpolarization-act 
ivated channel 1 (I HI) mRNA, partial cds//l. 2e-08:5 
86:58//Hs. 124161: AF0651 64 

F-PLACE1001294//Homo sapiens mRNA for myosin phosp 
hatase target subunitl (MYPTl)//0. 91: 221: 61//Hs. 16 
533: D87930 

F-PLACE1001304//Human zinc finger protein mRNA, co 
mplete cds//8. 6e-08: 370: 60//Hs. 42672: AF016052 
F-PLACE1001311//ESTs//l. 7e-44: 480: 73//fls. 155384:Z7 
8385 

F-PLACE1001323//ESTs//l. le-25: 151: 95//Hs. 134120: AA 
699591 

F-PLACE1001351 

F-PLACE1001366//Homo sapiens mRNA for KIAA0799 pro 
tein, partial cds//2.8e-26: 155: 95//Hs. 61638: AB0183 
42 

F-PLACE1001377//flomo sapiens ADAM10 (ADAH10) mRNA, 
complete cds//3. 4e-44: 393: 79//Hs. 152005: AF009615 
F-PLACE1001383//ESTs//L0: 159:65//Hs. 128501: AA9737 
48 

F-PLACE1001384//Homo sapiens multi PDZ domain prot 
ein MUPP1 (MUPP1) mRNA, complete cds//2.6e-09: 117: 
84//Hs. 21301: AF093419 
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F-PLACE1001387//ESTs, Weakly similar to EPIDERMAL 
GROWTH FACTOR RECEPTORKINASE SUBSTRATE EPS8 [H.sap 
iens] //0. 00083: 187: 64//Hs. 5399: N30646 
F-PLACE1001395//Homo sapiens mRNA for putative DNA 
methyl transferase, complete CDS//0. 0038: 496: 57//H 
s. 97681 :AJ223333 

F-PLACE1001399//Human melanoma antigen recognized 
byT-cells (HART-l) mRNA//7.0e-45: 456: 75//Hs. 15406 
9: U06452 

F-PLACE1001412//Homo sapiens clone 643 unknown mRN 10 
A, complete sequence/76, 5e- 71: 365: 96//Hs. 110404: AF 
091087 

F- PLACE1 00 1 4 1 4 //EST// 1 . 2e-75: 364: 98//Hs. 136622: AA6 
33232 

F-PLACE1001440//ESTs//2.8e-05: 163:66//Hs. 141082: HI 
8987 

F-PLACE1001456//EST//0.95: 132: 61//Hs. 20373: R09510 
F-PLACE1001468//ESTs//0. 00019: 184: 66//Hs. 126536: AI 
379455 

F-PLACE1001484//EST//8. 6e- 18: 190: 76//Hs. 160992: H52 20 
716 

F-PLACE100I502//Apol ipoprotein E//2. 5e-05: 306: 60// 

Hs. 76260:112529 

F-PLACE1001503 

F-PLACE1001517//ESTs//1.9e-12: 138: 78//Hs. 120352: AA 
718914 

F-PLACE1001534//EST//0. 015: 121: 65//Hs. 144156: R8575 

3 

F-PLACE1001545 

F-PLACE1001551 30 
F-PLACE1001570//EST//0. 58: 286: 59//Hs. 120202: AA7288 
35 

F-PLACE1001602//Human POU domain protein (Brn-3b) 
mRNA, complete cds//0. 013: 159: 66//Hs. 266: U06233 
F-PLACE1001603//Homo sapiens nitrilase 1 (NIT1) mR 
NA r complete cds//l. le-10: 133: 77//Hs. 146406: AF0699 
87 

F-PLACE1001608//ESTs//0. 022: 187: 60//Hs. 145915: AI34 
2230 

F-PLACE1001610//ESTS//1. 4e-77: 377: 97//Hs. 115700: AA 40 
808005 

F-PLACE1001611//Human faciogenital dysplasia (FGD 
1) mRNA, complete cds//0. 96: 141: 66//Hs. 1572: Ul 1690 
F-PLACE1001632//Homo sapiens mRNA for RIAA0798 pro 
tein, complete cds//3.4e-76: 702: 75//Hs. 159277: AB01 
8341 

F-PLACE1001634//ESTs//l. 2e-43: 260: 92//Hs. 134064: AI 
276198 

F-PLACE1001640 

F-PLACE1001672//EST//2.8e-21:201:82//Hs. 123341:AA8 50 
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F-PLACE1001691//Homo sapiens okadalc acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds//2.8 
e- 148: 726: 96//Hs. 3688: AF069250 
F-PLACE1001692//ESTs, Highly similar to S-ACYL FA 
TTY ACID SYNTHASE THI0ESTERASE, MEDIUM CHAIN [Ratt 
us norvegicus]//l. le-95: 481: 92//Hs. 24309: AI 125696 
F-PLACE1001705//Human RNA polymerase III subunit 
(RPC39) mRNA, completecds//6.0e-30: 347:76//Hs. 1015 
55: U93869 

F-PLACE1001716//Human mRNA for KIAA0191 gene, part 
ial cds//2. le-69: 369: 73//Hs. 12413: D83776 
F-PLACE1001720//ESTs//l. 2e-27: 146: 99//Hs. 106432: AI 
391686 

F-PLACE1001729//Homo sapiens mRNA for KIAA0522 pro 
tein, partial cds//0. 0084: 484: 60//Hs. 129892: AB01 10 
94 

F-PLACE1001739//Histidine-rich calcium binding pro 
tein//0. 14:240:64//Hs. 1480:M60052 
F-PIACE1001740//ESTs//4. 9e-32: 343: 74//Hs. 139158: AA 
226159 

F-PIACE1001745 

F-PLACE1001746//ESTs//7. 0e-15: 168: 80//Hs. 46601: N78 
361 

F-PLACE1001748//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds//2. 8e- 160: 773: 97//Hs. 4812: AF 
061243 

F-PLACE1001756//Homo sapiens tapasin (NGS-17) mRN 
A, complete cds//2.7e-35: 269: 83//Hs. 5247: AF029750 
F-PWCE1001761//ESTs//6. 9e-27: 159: 93//Hs. 78277: AA1 
31283 

F-PLACE1001771//Human putative calcium influx chan 
nel (htrp3) mRNA, complete cds//3.4e-52: 548: 72//H 
s. 150981 :U47050 
F-PLACE1001781 

F-PLACE1001799//EST//5. 4e-07: 145: 70//Hs. 121840: AA7 
76115 

F-PUCE1001810//ESTs//0. 024: 134: 67//Hs. 43134: AA766 
138 

F-PLACE1001817//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds//3. 6e- 1 10: 546: 96//Hs. 40820: AF058953 
F-PLACE1001821 

F-PLACE1001844//ESTs//5. 4e-45: 387: 79//Hs. 61 199: AA0 
24494 

F-PLACE1001845//ESTs//2.5e-47:232: 100//Hs. 120809: A 
A150214 

F-PUCE1001869//EST//1. 0: 139: 59//Hs. 122285: AA781 90 
6 

F-PLACE1001897//ESTs//0. 29: 348: 57//Hs. 139993: AI 343 
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257 

F- PLACE1 00 1 9 1 2//ESTs//4 . Oe- 10: 95: 89//Hs. 13475: R182 
20 

F-PLACE1001920//Homo sapiens TNF-induced protein G 
C2-1 mRNA, complete cds//4. 0e-153: 685: 95//Hs. 1783 
9:AF099936 

F-PLACE1001928//L sapiens HUMM9 mRNA//0.063: 196:66 
//Hs. 2750: X74837 

F-PLACE1001983//Homo sapiens Jagged 2 mRNA, cample 

te cds//9. 8e-06: 431: 58//Hs. 106387: AF029778 10 

F-PLACE1001989 

F-PLACE1002004 

F-PLACE1002046 

F-PLACE1002052//Human mRNA for phosphol i pase C, co 
mplete cds//0. 0092: 465: 58//Hs. 153322: D42108 
F-PLACE1002066//EST//0. 49: 307: 61//Hs. 150652: AA9085 
55 

F-PLACE1002072//EST//1 . 0: 103: 65//fls. 1 16488: F13707 
F-PLACE1002073//Homo sapiens mRNA for KIAA0606 pro 
tein, partial cds//4.2e-39: 635: 64//Hs. 38176: AB0111 20 
78 

F-PLACE1002090//flomo sapiens signal recognition pa 
rticle 72 (SRP72) mRNA, complete cds//4. 3e-83: 388: 
99//Hs.5171:AF069765 

F- PLACE1 002 1 1 5//EST//0 . 18: 215: 62//Hs. 135747: AI 0026 
37 

F-PLACE1002119//Human transcription factor ETR101 
mRNA, complete cds//6. 2e- 13: 384: 61//Hs. 737:162831 
F-PLACE1002140//EST, Moderately similar to ALPHA- 
1 -ANTI TRYPSIN PRECURSOR [Homo sapiens]//0.89:60: 75 30 
//Hs. 144290: T61747 

F-PLACE1002150//ESTs//0. 56: 245: 64//Hs. 24119: AA1156 
31 

F-PLACE1002157//Human mRNA for KIAA0392 gene, part 
ial cds//2. 8e-51: 440: 79//Hs. 40100: AB002390 
F-PLACE1002163//ESTs//0. 76: 212: 61//Hs. 112494: AI 366 
891 

F-PLACE1002170//ESTs//6. 5e-09: 108: 76//Hs. 41418: H90 
627 

F-PLACE1002171//ESTs//3. 5e-81: 493: 89//Hs. 122553: H6 40 
6674 

F-PLACE1002205//Human clone 23695 mRNA sequence// 
0. 00080: 472: 60//Hs. 90798: U79289 
F-PLACE1002213//ESTS//0. 041 : 146: 67//Hs. 1 19162: AA39 
9989 

F-PLACE1002227//ESTs//9. 4e-06: 173: 66//Hs. 127882: AI 
024442 

F-PLACE1002256//ESTs//l . 8e-93: 440: 99//Hs. 128700: AA 
970935 

F-PLACE1002259//Human Line-1 repeat mRNA with 2 op 50 
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en reading frames//2. 3e-75: 434: 83//Hs. 23094: M19503 
F-PLACE1002319//ESTs//0. 82: 188: 62//Hs. 50918: AA0366 
75 

F-PLACE1002342//EST//0. 61: 148: 66//Hs. 144319: AA2802 
79 

F-PLACE1002395//ESTs//l . 2e- 18: 168: 83//Hs. 3853: AA03 
4291 

F-PLACE1002399//EST//0.00U: 166:65//Hs. 137500:AA43 
6710 

F-PLACE1002433//ESTs//L 2e-14: 151: 80//Hs. 161837: AA 
421067 

F-PLACE1002437//Human ATP binding cassette transpo 
iter (ABCR) mRNA, complete cds//2.6e-23:458:66//H 
s. 40993: AF000148 

F-PLACE1002438//EST//0. 81 : 48: 77//Hs. 158575: AI 36894 
7 

F-PLACE1002450//Homo sapiens KRAB domain zinc fing 
er protein (ZFP37) mRNA, complete cds//7. le-07: 27 
0:66//Hs. 150406: AF022158 
F-PLACE1002465 

F-PLACE1002474//Homo sapiens mRNA for matrilin-4, 
parti al//l. 3e-14: 369: 63//Hs. 129361: AJ007581 
F-PIACE1002477//ESTs//3. 5e- 13: 125: 71//Hs. 145032: AA 
343523 

F-PLACE1002493 
F-PLACE1002499 

F-PLACE1002500//Human putative zinc transporter Zn 
T-3 (ZnT-3) mRNA, complete cds//4.3e-19:708:59//H 
s. 111967: U76010 

F-PLACE1002514//ESTs//3. le-07: 178: 66//Hs. 70932: AA1 
26482 

F-PLACE1002529//Homo sapiens mRNA for KIAA0713 pro 
tei n, parti al cds//2. 9e- 144: 583: 95//Hs. 88756: AB018 
256 

F-PLACE1002532//Homo sapiens BAC clone RG300E22 fr 
om 7q21-q3L 1//3. le- 115: 566: 96//Hs. 99348: AC004774 
F- PLACE1002537//Thi opuri ne S-methyl transf erase// 1 . 
9e-28: 198: 86//Hs. 51124: AF019369 
F-PLACE1002571//Homo sapiens mRNA for TP55, comple 
te cds//0. 99: 274: 59//Hs. 138202: AF027866 
F-PLACE1002578//ESTs//7. 3e- 10: 185: 73//Hs. 41418: H90 
627 

F-PIACE1002583//EST//0. 0028: 348: 61//Hs. 160396: AI39 
3725 

F-PLACE1002591//Human mRNA for actin binding prote 
in p57, complete cds//2. 8e- 27: 279: 74//Hs. 109606: D4 
4497 

F-PUCE1002598//EST//0. 011: 209: 62//Hs. 131470: AI 024 
187 

F-P1ACE1002604//EST//0. 47: 220: 61//Hs. 145434: AI 1989 
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F-PLACE1002625 

F-PLACE1002655//GELS0U N PRECURSOR, PLASMA//1. 7e-3 
6: 693: 62//Hs. 80562: X04412 

F-PLACE1002665//EST//0. 15: 156: 65//Hs. 161793: AA3807 
06 

F-PLACE1002685//Homo sapiens B cell linker protein 
BLNR mRNA, alternatively spliced, complete cds// 
1 . le- 187: 804: 97//Hs. 124903: AF068180 
F-PLACE1002714//Human involucrin mRNA//3. 6e-08: 50 10 
9: 60//Hs. 157091 :M13903 

F-PLACE1002722//Human protease -activated receptor 
3 (PAR3) mRNA, complete cds//0. 34: 230: 58//Hs. 15919 
6:U92971 

F-PLACE1002768//EST//0. 37: 126: 69//Hs. 125353: AA8770 
80 

F-PLACE1002772//ESTs//0. 0017: 147: 69//Hs. 132439: AA9 
23728 

F-PLACE1002775//EST//5. 5e-09: 129: 75//Hs. 135336: AI0 
49827 20 
F-PLACE1002782//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds//0.0031: 298: 62//fls. 26 
285:AF082516 

F-PLACE1002794//ESTs//0. 71 : 125: 66//Hs. 97441: AI 3689 
26 

F-PLACE1002811//Human mRNA for KIAA0172 gene, part 
i al cds//5. 8e-46: 567: 70//Hs. 77546: D79994 
F-PLACE1002815 

F-PLACE1002816//Homo sapiens mRNA for RIAA0600 pro 
tein, partial cds//4.3e-70: 687: 73//Hs. 9028: AF03969 30 
1 

F-PLACE1002834//ESTs//2. 6e-41: 393: 74//Hs. 120206: AI 
089163 

F-PLACE1002839//ESTs//0. 26: 177: 63//Hs. 149013: AI 334 
167 

F- PLACE 1 00285 1 //EST//0 . 0034: 102: 72//Hs. 129630: AI 00 
0405 

F-PLACE1002853//ESTs//l. le-20: 136: 90//Hs. 125895: AA 
889024 

F-PLACE1002881//Interleukin 10//1. le-41: 454: 72//H 40 
s.2180:M57627 

F-PLACE1002908//ESTs//3. 8e-48: 325: 88//Hs. 54702: AI0 
40029 

F-PLACE1002941//ESTs//5. Oe-18: 128: 88//Hs. 17376: AA8 
55056 

F-PLACE1002962 

F-PLACE1002968//ESTs, Highly similar to trg gene p 
roduct [R. norvegicus)//0. 031: 372: 59//fls. 8021: AI 041 
815 

F-PLACE1002991 50 
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F-PLACE1002993 

F-PLACE1002996//ESTs, Weakly similar to T20D3.3 
[C. elegans]//l. 3e-12: 104: 86//Hs. 124808: T86959 
F-PLACE1003025//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0510//0. 99: 192: 64//Hs. 92660: 
AB007979 

F-PLACE1003027//Bomo sapiens mRNA for KIAA0516 pro 
tein, partial cds//2. 0e-131: 632: 97//Hs. 129872: AB01 
1088 

F-PLACE1003044//Homo sapiens mRNA for RIAA0667 pro 
tein, partial cds//2. 7e-14: 555: 58//Hs. 154740: AB014 
567 

F-PLACE1003045 

F-PLACE1003092//ESTs//l. le-108: 506:99//Hs. 22119: AA 
885491 

F-PLACE1003100//Human Hep27 protein mRNA, complete 
cds//2. 9e-66: 650: 73//Hs. 102137: U31875 
F-PUCE1003108//EST//0. 016: 181: 65//Hs. 119762: AA703 
419 

F-PLACE1003136 
F-PLACE1003145 

F-PLACE1003153//ESTs//3. le-09: 209: 65//Hs. 1 1 1583: AA 
463590 

F-PUCE1003174//ESTs//0. 073: 97: 69//Hs. 12992: W01997 
F-PLACE1003176//ESTs//3. 3e-60: 296: 90//Hs. 58239: AA2 
15797 

F-PLACE1003190//Homo sapiens C19steroid specific U 
DP-glucuronosyl transferase mRNA, complete cds//0.9 
8: 221: 60//Hs. 139756: U59209 

F-PLACE1003200//EST//0. 0021: 309: 60//Hs. 140561 : AA76 
5532 

F-PUCE1003205//EST//1. 2e-07: 204: 65//Hs. 147372: AI2 
08770 

F-PLACE1003238//ESTs//7. 4e-62: 343: 94//Bs. 121302: AA 
758208 

F-PLACE1003249//Insul in-like growth factor 1 (soma 
tomedia Q//0.99: 175: 62//Hs. 85112: X57025 
F-PLACE1003256 

F-PLACE1003258//H. sapiens mRNA for ZYG homologue// 
0. 00020: 217: 64//Hs. 29285: X99802 
F-PUCE1003296//ESTs//2. 6e- 14: 80: 86//Hs. 155441 : AA5 
33106 

F-PLACE1003302//Human repressor transcriptional fa 
ctor (ZNF85) mRNA, complete cds//4. 3e-51: 700:67//H 
s. 37138: D35376 
F-PUCE1003334 

F-PLACE1003342//ESTs//0. 94: 310: 57//Hs. 131502: AI 023 
308 

F-PLACE1003343//EST//1. 2e-09: 114: 77//Hs. 103418: AA0 
35568 
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F-PLACE1003353//Homo sapiens breast cancer antiest 
rogen resistance 3 protein (BCAR3) mRNA, complete 
cds//2. 6e- 144: 773: 92//Hs. 6564: U92715 
F-PLACE1003361//ESTs, Weakly similar to ATP SYNTHA 
SE A CHAIN [Trypanosoma brucei brucei]//8.9e-35:33 
2: 78//Hs. 163820: H71277 

F-PLACE1003366//Homo sapiens dysferlin mRNA, compl 
ete cds//7. 9e-06: 502: 57//Hs. 143897: AF075575 
F-PLACE1003369//NUCLEOUN//0. 00037: 282: 60//Hs. 7911 
0:H60858 10 
F-PLACE1003373//EST//1. le-ll:420:63//Hs. 156592: AI 3 
43009 

F-PUCE1003375//EST//0. 75: 1 19: 68//Hs. 160270: AI 1490 
69 

F-PLACE1003383 

F-PLACE1003394//ESTs, Highly similar to RAS-RELAT 
ED PROTEIN RAB-14 [Rattus norvegicus]//8.9e-113:59 
0:94//Hs. 125175: AI 142546 

F-PLACE1003401//ESTs//0. 55: 176: 66//Hs. 154292: AA886 
178 20 
F-PLACE1003420//Macrophage stimulating 1 (hepatocy 
te growth factor-1 i ke) //0. 40: 206: 62//Hs. 30223: X908 
46 

F-PLACE1003454//ESTs//0. 98: 74: 72//Hs. 127131: AA1509 
12 

F-PLACE1003478//EST//5.0e-06: 183:69//Hs. 127524: AA9 
52874 

F-PLACE1003493//Protein- tyrosine kinase 7//0. 98: 23 
2:63//Hs.90572:U33635 

F-PLACE1003516//Human kpni repeat mma (cdna clone 30 
pcd-kpni -8) , 3' end//3. 4e-85: 357: 86//Hs. 103948: K0 
0627 

F-PLACE1003519//ESTs//l. 6e-33: 288: 72//Hs. 159510: AA 
297145 

F-PLACE1003521//H. sapiens mRNA for retrotransposon 
//l. 4e-45: 269: 76//Hs. 6940: Z48633 
F-PLACE1003528//ESTs//0. 65: 120: 68//Hs. 162376: AA570 
248 

F-PLACE1003537//ESTs, Weakly similar to ZK858.6 

[C. el egans] //3. 6e- 1 10: 543: 97//Hs. 120416: AA057428 40 

F-PLACE1003553 

F-PLACE1003566//ESTs//0. 0015: 508: 59//Hs. 5724: AA156 
780 

F-PLACE1003575//Homo sapiens cdcl4 homolog mRNA, c 
omplete cds//4. 4e-05: 499: 58//Hs. 65993: AF000367 
F-PUCE1003583//ESTs//5. 5e-19: 448: 63//Hs. 161701: AA 
225932 

F-PLACE1003584//EST//1 . 6e-46: 263: 94//Hs. 147412: AI 2 
09194 

F-PLACE1003592//ESTs, Moderately similar to !!!! A 50 
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LU CLASS B WARNING ENTRY !!!! [H.sapiens]//1.4e-5 
0: 287: 93//Hs. 154799: AA130620 
F-PLACE1003593//ESTs//0.0025: 318:61//Hs. 106771 :AA8 
06965 

F-PLACE1003596//Integral transmembrane protein 1// 
1. 9e-54: 685: 68//Hs. 89650: L38961 
F-PLACE1003602//Homo sapiens mRNA expressed in pla 
centa//3. 4e- 140: 679: 97//Hs. 56851 : D83200 
F-PLACE1003605//Homo sapiens Cdcl4B2 phosphatase m 
RNA, partial cds//0. 00065: 236: 64//Hs. 221 16: AF06410 
4 

F-PLACE1003611//EST//0. 00015: 318: 59//Hs. 28788: R668 
96 

F-PLACE1003618//Human Line-1 repeat mRNA with 2 op 
en read! ng f rames//l . 3e- 122: 737: 87//Hs. 23094: M1950 
3 

F-PLACE1003625//ESTs//l. 6e-16: 103: 96//Hs. 111223: N5 
1105 

F-PLACE1003638//ESTs//0. 60: 305: 57//Hs. 19104: W07762 
F-PLACE1003669//ESTs, Weakly similar to 3-7 gene p 
roduct [H. sapi ens] //0. 021 : 445: 58//Hs. 158275: AI 3654 
13 

F-PLACE1003704//Human mRNA for KIAA0301 gene, part 
ial cds//0. 014: 622: 56//Hs. 76730: AB002299 
F-PLACE1003709//Homo sapiens protein kinase (BUB1) 
mRNA, complete cds//1.4e-133: 669: 95//Hs. 98658: AF0 
53305 

F-PLACE1003711//ESTs//2.2e-14: 178: 77//Hs. 114831 :T5 
7101 

F-PLACE1003723//Homo sapiens mRNA for T lymophocyt 
e specific adaptor protein//8.5e-09:393:60//Hs. 103 
527: AJ000553 

F-PLACE1003738//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 84 [H. sapiens]//1.8e-53: 260: 99//Hs. 10292 
8: AI 346344 

F-PLACE1003760//ESTs//5. le-08: 334: 63//Hs. 43675: AA8 
05648 

F-PLACE1003762//ESTs//l. 0: 59: 83//Hs. 29863: W28983 
F-PLACE1003768//Human kpni repeat mma (cdna clone 
pcd-kpni-4), 3' end//2. 7e-40: 608: 68//Hs. 139107: K0 
0629 

F-PLACE1003771//ESTs//6. 6e-10: 226: 65//Hs. 15776: T91 
944 

F-PLACE1003783 

F-PLACE1003784//Homo sapiens mRNA for KIAA0765 pro 
tein, partial cds//1.0: 457: 57//Hs. 62318: AB018308 
F-PLACE1003795//Human homologue of yeast sec7 mRN 
A, compl ete cds//0. 85: 314: 60//Hs. 1050: M85169 
F-PLACE1003833//ESTs, Weakly similar to C27H6.5 
[C. el egans] //0. 00059: 201: 68//Hs. 40806: AA018786 
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F-PLACE1003850//ESTs//0. 0088: 220: 61//Hs. 145504: AI 2 
54165 

F-PLACE1003858//EST//0. 77: 137: 61//Hs. 146935: AI 1681 
24 

F-PLACE1003864//ESTs//0. 1 1 : 225: 59//Hs. 160910: AI 370 
359 

F-PLACE1003870//EST//7. 2e-18: 283: 69//Hs. 135497: AIO 
91257 

F-PLACE1003885//H. sapiens PAP mRNA//2.4e-75:759:72 
//Hs. 49007: X76770 10 
F-PUCE1003886 

F-PLACE1003888//Human mRNA for phospholipase C, co 
mplete cds//8. 4e-55: 702: 67//Hs. 153322: D42108 
F-PLACE1003892//ESTs//2. 4e-13: 258: 67//Hs. 28039: H24 
050 

F-PUCE1003900//ESTs//3. 5e- 14: 271: 66//Hs. 28589: AIO 
04944 

F-PLACE1003903//CTP synthetase//l. 6e-49: 528: 71//H 
s. 84112: X52142 

F-PLACE1003915//ESTs, Highly similar to ARGINYL-T 20 
RNA SYNTHETASE, MITOCHONDRIAL PRECURSOR [Saccharom 
yces cerevisiae]//l . 2e-49: 251: 98//Hs. 65831: F03069 
F-PLACE1003923//Interferon, alpha 16//0. 48: 278: 60/ 
/Hs. 56303:128585 

F-PLACE1003932//EST//0. 00060: 221: 63//Hs. 163044: AA7 
07537 

F-PLACE1003936//ESTs//0. 86: 21 1 : 62//Hs. 150751 : AI 123 
536 

F-PLACE1003968//Human 5' -AMP- activated protein kin 
ase, gamma- 1 subunit mRNA, complete cds//2.0e- 47: 5 30 
22:71//Hs.3136:U42412 

F-PLACE1004103//ESTs//8. 6e-35: 226: 89//Hs. 78973: AIO 
26812 

F- PLACE1 004 104//ESTs// 1 . 0: 179: 61//Hs. 163935: AA5069 
40 

F-PLACE1004114//ESTs//l. 3e-52: 323: 89//Hs. 35156: AA1 
48516 

F-PLACE1004118//Spleen focus forming virus (SFFV) 
proviral integration oncogene spi 1//0. 85: 164: 64//H 
s. 153045: X52056 40 
F-PLACE1004128//Guanine nucleotide binding protein 
(G protein), beta polypeptide l//3.1e-41:422:74// 
Hs.3620:X04526 

F-PLACE1004149//ESTs, Weakly similar to F48F7. 1 
[C. elegans]//8. 2e-82: 418: 96//Hs. 156161: AI 333779 
F-PLACE1004156//ESTs//0. 10: 166: 63//Hs. 133279: AI 053 
552 

F-PLACE1004161//Human mRNA for KIAA0200 gene, comp 
1 ete cds//0. 85: 269: 64//Hs. 76986: D83785 
F-PLACE1004183//EST//1 . 3e-40: 224: 94//Hs. 156603: AI3 50 
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43666 

F-PLACE1004197//ESTs//2. 8e-91 : 441 : 98//Hs. 97269: AA2 
92201 

F-PLACE1004203//Homo sapiens GPI -anchored membrane 
protein CDwl08 precursor, mRNA, complete cds//1.3 
e- 145: 695: 98//Hs. 24640: AF069493 
F-PlACE1004242//ESTs//0. 99: 213: 60//Hs. 117311: AA699 
722 

F-PLACE1004256//EST//0. 019: 364: 58//Hs. 122395: AA789 
273 

F-PLACE1004257//ESTs//0. 77: 154: 64//Hs. 112582: AA608 
689 

F-PLACE1004258//ESTs, Weakly similar to vanilloid 
receptor subtype 1 [R.norvegicus]//l. le-98:479:97/ 
/Hs. 31718: N29128 

F-PLACE1004270//Homo sapiens CAGF9 mRNA, partial c 
ds//0. 00010: 369: 63//Hs. 110826: U80736 
F-PLACE1004274//Homo sapiens mRNA for KIAA0445 pro 
tein, complete cds//0. 085: 573: 56//Hs. 154139: AB0079 
14 

F-PLACE1004277//Homo sapiens two pore domain K+ ch 
annel (TASK-2) mRNA, complete cds//2.0e- 157: 756:97 
//Hs. 127007: AF084830 

F-PLACE1004284//ESTs//3. 6e- 71 : 344: 99//Hs. 145870: AI 
271884 

F-PIACE1004289//ESTs//2. 6e-57: 370: 85//Hs. 16740: AA5 
86576 

F-PLACE1004302//FACT0R VIII INTR0N 22 PR0TEIN//0.0 

32: 513: 59//Hs. 83363: M34677 

F-PLACE1004316//H. sapiens mRNA for apoptosis speci 

fic protein//9.3e-152:797:94//Hs. 11171: Y11588 

F-PLACE1004336 

F-PIACE1004358//Homo sapiens connector enhancer of 
KSR-like protein CNXlmRNA, complete cds//1.9e-14 
0:688:97//Hs. 16232: AF100153 
F-PLACE1004376//ESTs, Weakly similar to F27D4.4 
[C. el egans] //3. 9e- 109: 521 : 98//Hs. 14079: AA306552 
F-PLACE1004384//Human HsUM15 mRNA for HsLimlS, co 
mplete cds//2. Oe-49: 466: 76//Hs. 37181: D64108 
F-PLACE1004388 

F-PUCE1004405//EST//0. 010: 191: 64//Hs. 147600: AI217 
871 

F-PLACE1004425//ESTs//2. le-20: 124: 80//Hs. 94195: W03 
579 

F-PLACE1004428//H. sapiens mRNA for Branched chain 
Acyl-CoA 0xidase//l. 0: 552: 58//Hs. 9795:X95190 
F-PLACE1004437//Human NAD+-specific isocitrate deh 
ydrogenase beta subunit precursor, mRNA, nuclear g 
ene encoding mitochondrial protein, completecds// 
9.9e-131:536:99//Hs. 155410: U49283 



(1968) 

3933 

F-PLACE1004451//ESTs//5. 9e- 18: 203: 73//Hs. 156097: AI 
348867 

F-PLACE1004460 

F-PLACE1004467//ESTs//8. Oe- 17: 345: 66//Hs. 1 12993: AA 
824363 

F- PLACE1 0044 7 1 //EST//9 . 3e-69: 463: 84//Hs. 116391: AA6 
44085 

F-PLACE1004473//ESTs//0. 93: 358: 58//Hs. 33263: AA7244 
16 

F- PLACE1 00449 1 //EST//2 . 5e-58: 285: 99//Hs. 97603: AA39 10 
8163 

F- PLACE1 004 506//CD8 1 ANTIGEN//7. 2e-06: 228: 63//Hs. 5 
4457: H33680 

F-PLACE1004510//Homo sapiens cofactor of initiator 
function (CIF150) mRNA, complete cds//2.5e-147:69 
9: 97//Hs. 122752: AF026445 

F- PLACE1 0045 1 6//EST// 1 . 0e-26: 343: 71//Hs. 142595: N24 
150 

F-PLACE1004518 

F-PUCE1004548//EST//0. 84: 193: 62//Hs. 99583: AA46131 20 
4 

F-PLACE1004550//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//4.0e-120:627:94//Hs. 10 
7387: AA058854 

F-PLACE1004564//EST//1 . 0: 240: 62//Hs. 16824: T91371 
F-PLACE1004629//Centromere protein B (80kD)//0. 001 
5:242:64//Bs.85004:X05299 
F-PLACE1004645 

F-PLACE1004646//Retinal pigment epitheli urn- specif i 
c protein (65kD)//1.4e-12: 386: 63//Hs. 2133: U18991 30 
F-PLACE1004658//ESTs//0. 52: 273: 61//Hs. 97252: AA2915 
90 

F-PLACE1004664 

F-PLACE1004672//Human ABL gene, exon lb and intron 
lb t and putative M8604 Met protein (H8604 Met) g 
ene//l . 5e-66: 357: 95//Hs. 77705: U07563 
F-PLACE1004674//Homo sapiens calcium binding prote 
in (ALG-2) mRNA, complete cds//l. 4e- 110: 625: 91//H 
s. 80019: AF035606 

F-PLACE1004681//EST//0. 00092: 303: 61//Hs. 149560: AI2 40 
81589 

F-PLACE1004686//ESTs//3.0e-31: 186: 76//Hs. 139130: AA 
704561 

F-PLACE1004691//Homo sapiens clone 23963 mRNA sequ 
ence//0. 54: 242: 61//Hs. 48483: AF007131 
F-PLACE1004693//ESTs, Weakly similar to pot. 0RF I 
II [H.sapiens]//0.56:96:71//Hs. 125740: AA884845 
F-PUCE1004716//ESTs//2. 0e-79: 388: 98//Hs. 150999: AI 
306542 

F-PLACE1004722//ESTs//7. 5e-06: 105: 72//Hs. 128796: AA 50 



mm 2002-191363 
3934 

485891 

F-PLACE1004736//ESTs//l . 7e-27: 203: 86//Hs. 1 19593: AA 
700148 

F-PLACE1004740//ESTs//l. 0e-25: 174: 89//Hs. 29696: AA9 
10680 

F-PLACE1004743 

F-PLACE1004751//ESTs, Highly similar to CMP-N-ACE 
TYLNEURAMI NATE- BETA- 1 , 4-GALACTOSI DE ALPHA-2.3-SIAL 
YLTRANSFERASE [Rattus norvegicus]//2.0e-41:260:90/ 
/Hs.6863:W52470 

F-PLACE1004773//Homo sapiens inversin protein mRN 
A, complete cds//l. 7e-172: 828: 97//Hs. 104715: AF0843 
67 

F-PLACE1004777//Human myosin-IXb mRNA, complete cd 
s//l. Oe-29: 556: 63//Hs. 159629: U42391 
F-PLACE1004793 
F-PLACE1004804 

F-PLACE1004813//EST//2. 8e-42: 296: 83//Bs. 155725: AI 3 
10340 

F-PLACE1004814//ESTs, Weakly similar to Ul SMALL N 
UCLEAR RIB0NUCLE0PR0TEIN 70 KD [Xenopus laevis]// 
2. 4e-78: 415: 95//Hs. 80965: AA493284 
F-PLACE1004815//Human mRNA for RIAA0364 gene, comp 
lete cds//4. 3e-14: 294: 69//Hs. 22111: AB002362 
F-PLACE1004824//ESTS//0.0072: 128:69//Hs. 164062: AA9 
34047 

F-PLACE1004827//ESTs//0. 78: 38: 100//Hs. 18925: W30943 
F-PLACE1004836//Homo sapiens Notch3 (N0TCH3) mRNA, 
complete cds//0. 78: 338: 57//Hs. 8546: U97669 
F-PLACE1004838 

F-PLACE1004840//Protein phosphatase 1. catalytic s 
ubuni t, beta i soform//0. 89: 200: 66//Hs. 21537: X80910 
F-PLACE1004868 

F-PIACE1004885//ESTS//0. 41: 181: 61//Hs. 116796: AA633 
772 

F-PLACE1004900 

F-PIACE1004902//ESTs//4. 7e-72: 367: 96//Hs. 54971: AI 4 
24382 

F-PLACE1004913//ESTs//0.031: 166:63//Hs. 130110:AA90 
4929 

F-PLACE1004918//Human tumor susceptiblity protein 

(TSG101) mRNA, complet 

e cds//4. le-24: 402: 64//Hs. 118910: U82130 

F-PLACE1004930//Homo sapiens TNF-induced protein G 

G2-1 mRNA, complete cds//9. 7e- 86: 519: 88//Hs. 17839: 

AF099936 

F-PLACE1004934//ESTs//7. 2e-43: 231: 78//Hs. 133503: AA 
628592 

F-PLACE1004937//ESTs//0. 97: 80: 68//Hs. 144264: C00851 
F-PLACE1004969 
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F-PLACE1004972//Human retinoic acid- and interfero 
n- inducible 58K protein RI58 mRNA, complete cds// 
0. 031: 235: 60//Hs. 27610: U34605 
F-PLACE1004979//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//4.9e-43: 331: 83//Hs. 153468: AB01 
1147 

F-PLACE1004982//ESTs//0.020: 148:63//Hs. 129377:AI21 
8520 

F-PLACE1004985//ESTs//7. 9e-05: 372: 61//Hs. 87606: AA2 
42831 10 
F-PLACE1005026//ESTs//4. 6e-29: 212: 89//Hs. 137451: AA 
351459 

F-PLACE1005027//ESTs//6. 5e-91: 455: 97//Hs. 30890: H15 
159 

F-PLACE1005046//ESTs//3. 7e-56: 250:96//Hs. 152730: AI 
308943 

F-PLACE1005052//EST//1. 8e-36: 370: 73//Hs. 123424: AA8 
13594 

F-PLACE1005055//Homo sapiens mRNA for KIAA0576 pro 
tein, partial cds//6. 2e-161: 761 :98//Hs. 14687: AB011 20 
148 

F-PLACE1005066//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds//3.0e-ll:757:56//Hs. 1229 
67:AF059569 

F-PLACE1005077//EST//0. 79: 283: 59//Hs. 89276: AA28389 
9 

F-PLACE1005085//ESTs//3. 5e-18: 231: 72//fls. 142654: AA 
324740 

F-PLACE1005086//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//1.9e-49: 401: 80//Bs. 153468: AB01 30 
1147 

F-PLACE1005101//Homo sapiens (clone zapl28) mRNA, 
3' end of cds//8. 2e-20: 194: 80//Hs. 75437: L40401 
F-PLACE1005102//Homo sapiens HIV-1 inducer of shor 
t transcripts bindingprotein (FBI 1). mRNA, complete 
cds//8. 9e- 18: 538: 62//Hs. 104640: AF000561 
F-PLACE1005108//Treacher Collins syndrome suscepti 
bi 1 i ty protei n//0. 73: 405: 57//Hs. 73166: U76366 
F-PLACE1005111//ESTs//0.66: 191:63//Hs. 106446: N9322 
7 40 
F-PLACE1005128//Breakpoint cluster region protein 
BCR//5. 6e-08: 291: 63//Hs. 2557: Y00661 
F-PLACE1005146//ESTs, Weakly similar to hypothetic 
al protein II [H.sapiens]//4.8e-12:360:63//Hs. 1421 
77: HI 1741 

F-PLACE1005162//Human mRNA for KIAA0118 gene, part 
ial cds//3. 9e-49: 563: 72//Hs. 154326: D42087 
F-PLACE1005176//Homo sapiens mRNA for RIAA0641 pro 
tein, complete cds//0. 82: 259: 60//Hs. 128316: AB01454 
1 50 
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F-PLACE1005181//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//4.4e-126:583:99//Hs.25 
347: AI 138605 

F-PLACE1005187//ESTs//6. 2e-34: 222: 90//Hs. 124265: N7 
0417 

F-PLACE1005206//EST//0. 089: 167: 62//Hs. 140487: AA767 
009 

F-PLACE1005232//ESTs, Weakly similar to synapse-as 
sociated protein sap47-l [D.melanogaster]//0. 56: 19 
2:60//Hs.47334:W72370 
F-PLACE1005243 

F-PLACE1005261//ESTs//0. 52: 245: 58//Hs. 6682: T76941 
F-PLACE1005266//Kallmann syndrome 1 sequence//7. 8e 
-06: 484: 60//Hs. 89591: M97252 
F-PLACE1005277//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds//5. le- 150: 706: 98//Hs.l 18087: AB01 
1182 

F-PLACE1005287//ESTs//8. le-107: 501: 99//fls. 145703: A 
A447947 

F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MIT0CH0 
NDRIAL//4. 4e-37: 597: 66//Hs. 101642: X60673 
F-PLACE1005308//High-mobility group (nonhistone ch 
romosomal) protein 2//0. 83: 239: 62//Hs. 80684: X62534 
F-PLACE1005313 

F-PLACE1005327//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//6.0e-81:459:91//Hs. 146 
177:R51650 

F-PLACE1005331//Homo sapiens chromosome 19, cosmid 
F20569//3. 7e-66: 412: 88//Hs. 134031 : AC004794 
F-PLACE1005335//Homo sapiens mRNA for KIAA0754 pro 
tein, partial cds//0. 96: 510: 56//Hs. 159183: AB018297 
F-PLACE1005373 

F-P1ACE1005374//ESTS//7. 5e-77: 437: 91//Hs. 143266: AI 
141348 

F-PUCE1005409//ESTs//2. 4e-05: 267: 63//Hs. 163307: AA 
856751 

F-PUCE1005453//ESTs//0. 12: 333: 58//Hs. 134672: AI087 
951 

F-PLACE1OO5467//H0ME0BOX/POU DOMAIN PROTEIN RDC-1/ 
/0. 0043: 148: 67//Hs. 74095: L20433 
F-PLACE1005471//ESTs//3. 4e-24: 135: 97//Hs. 49275: N66 
925 

F-PLACE1005477//Human Line-1 repeat mRNA with 2 op 
en reading frames//3.5e- 126: 744: 87//Hs. 23094: M1950 
3 

F-PLACE1005480//ESTs//3. 7e-26: 184: 70//Hs. 113198: N3 
9323 

F-PUCE1005481//EST//0. 27: 153: 64//Hs. 120066: AA7079 
73 

F-PLACE1005494//ESTs//2. 4e-50: 257: 98//Hs. 159003: AA 
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633029 

F-PLACE1005502//ESTs//0. 15: 408: 57//Hs. 45106: AA5041 
05 

F-PLACE1005526//ESTs//3. 2e-61: 305: 98//Hs. 122574: AA 
776747 

F-PLACE1005528//ESTs//9. 9e-32: 249: 78//Hs. 142531 :N9 
1572 

F-PLACE1005530//ESTs//l . Oe-94: 491 : 95//fls. 131731: AI 
339335 

F-PLACE1005550//ESTs//0. 084: 290: 58//Hs. 157775: AI35 10 
9385 

F-PLACE1005554//EST//0. 38: 213: 58//Hs. 102749: N64144 
F-PLACE1005557//ESTs, Highly similar to HT0CH0ND 
RIAL 60S RIBOSOMAL PROTEIN L2 PRECURSOR [Saccharom 
yces cerevisiae]//4. 5e-51: 258: 97//Hs. 7736: W81261 
F-PLACE1005574//ESTs//3. 2e-09: 236: 66//Hs. 146884: AI 
160278 

F-PLACE1005584//Fragile X mental retardation 2//1. 
2e-05: 151: 69//Hs. 54472: U48436 

F-PLACE1005595//ESTs//2. le-98: 512: 95//Hs. 118552: W7 20 
4594 

F-PLACE1005603//EST//1. 0: 90: 66//Hs. 111204: AA211851 
F-PLACE1005611//ESTs, Weakly similar to B0035. 14 
[C. elegans]//3. 5e-32: 197: 92//Hs. 8241: AA283057 
F-PLACE1005623//ESTs//3. Oe-30: 191: 92//Hs. 77570: N48 
234 

F-PUCE1005630//ESTs//2. 3e-32: 175:97//Hs. 122278: AA 
781867 

F-PLACE1005639//ESTs//0. 88: 218: 58//fls. 117389: AA701 
991 30 
F-PLACE1005646//Homo sapiens RNA hel lease- related 
protein mRNA, completecds//2. le-151: 721: 98//Hs. 876 
5:AF083255 

F-PLACE1005656//Ribonucleotide reductase M2 polype 
ptide//3. 9e-53: 480: 74//Hs. 75319: X59618 
F-PLACE1005666//Homo sapiens mRNA for RIAA0448 pro 
tein, complete cds//0. 086: 223: 59//fls. 27349: AB00791 
7 

F-PLACE1005698//Human membrane-associated lectin t 
ype-C mRNA//6. le-65: 374: 85//Hs. 23759: M98457 40 
F-PLACE1005727//ESTs//8. 7e-65: 330: 96//Hs. 127027: AA 
935437 

F-PLACE1005730//ESTs//2. 9e- 14: 270: 67//Hs. 28589: AI0 
04944 

F-PLACE1005739//Homo sapiens mRNA for serin protea 
se with IGF- binding motif, complete cds//0. 75: 289: 
59//Hs. 75111: D87258 

F-PLACE1005755//Insul in-like growth factor binding 
protein 2//3.6e-05:377:62//Hs. 162:X16302 
F-PLACE1005763//ESTS, Highly similar to S-ACYL FA 50 
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TTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN [Ratt 
us norvegicus]//5. 7e-49: 252: 88//Hs. 24309: AI 125696 
F-PLACE1005799//ESTs//5. 2e- 13: 392: 58//Hs. 1 10530: AA 
191493 

F-PLACE1005802 
F-PLACE1005803 

F-PLACE1005804//Homo sapiens alpha 1,2-mannosidase 
IB mRNA, complete cds//4. 5e- 128: 636: 96//Hs. 12531 
5:AF027156 

F-PLACE1005813//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds//8.4e-156:739:98//Hs. 11183: A 
F065482 

F-PLACE1005828//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY ! ! ! ! [H. sapiens]//4. le-4 
2: 327: 81//Hs. 138404: R70986 

F-PLACE1005834//Retinoblastoma 1 (including osteos 
arcoma)//0. 038: 436: 58//Hs. 75770: L41870 
F-PLACE1005845//ESTs//4. 8e-50: 309: 89//Hs. 107149: AI 
379497 

F-PIACE1005850//ESTs//7. le-40: 253: 79//Hs. 158096: AA 
186905 

F-PLACE1005851//ESTs//7; 6e-93: 483: 95//Hs. 135608: AA 
732242 

F-PLACE1005876//ESTs//0. 97: 282: 60//Hs. 98664: AI 3814 
87 

F-PLACE1005884//ESTs//0. 070: 276: 60//Hs. 106057: AI03 
1552 

F^PLACE1005890//ESTs//l. 5e-91: 500:93//Hs. 136993: AA 
843300 

F-PLACE1005898 
F-PLACE1005921 

F-PLACE1005923//ESTs//0. 50: 308: 58//Hs. 52489: R61504 
F-PIACE1005925//ESTs//0. 024: 93: 68//Hs. 149868: AI 288 
274 

F- PLACE1 005932//TYR0SI NE- PROTEI N KINASE RECEPTOR E 
PH PRECURSOR//0. 97: 342: 57//Hs. 89839: M18391 
F-PLACE1005934//ESTs//8. 6e-10: 74: 93//Hs. 25092: AA92 
2142 

F-PLACE1005936//DNA excision repair protein ERCC5/ 
/l. 0: 144: 63//Hs. 48576: X69978 
F-PIACE1005951//B94 PR0TEIN//0. 00025: 371: 61//Hs. 75 
522: H92357 

F-PLACE1005953//ESTs//2. 8e-06: 290: 61//Hs. 140996: R7 
3468 

F-PLACE1005955//ESTs, Weakly similar to Y53C12A.3 
[C.elegans]//0. 15: 136:66//Hs. 107747: AI 357868 
F-PLACE1005966//Human zinc finger/1 eucine zipper p 
rotein (AF10) mRNA, complete cds//1.0:215:63//Hs.7 
885:U13948 
F-PLACE1005968 
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F-PLACE1005990 

F-PLACE1006002//Putative mismatch repair/binding p 
rotein HMSH3//1. 9e-48: 312: 77//Hs. 42674: U61981 
F-PLACE1006003//EST//0. 00018: 171: 67//Hs. 138882: W73 
256 

F-PLACE1006011 

F- PLACE 1 0060 1 7//ESTs//3 . le-21: 159:88//Hs. 142173: AA 
757743 

F-PLACE1006037//Homo sapiens mRNA for KIAA0789 pro 
tein, complete cds//0. 021: 202: 64//Hs. 158319: AB0183 10 
32 

F-PLACE1006040//Homo sapiens mRNA for alpha endosu 
1 fine//l . le- 148: 719: 97//Hs. 98782: X99906 
F-PLACE1006076//EST//0. 29: 92: 64//Hs. 161536: N80395 
F-PLACE1006119//Homo sapiens Ran-GTP binding prote 
in mRNA, partial cds//4. le- 147: 679: 99//fls. 4976: AF0 
39023 

F-PUCE1006129 
F-PLACE1006139 

F-PLACE1006143//Human mRNA for KIAA0355 gene, comp 20 
lete cds//9. 3e-43: 357: 79//Hs. 153014: AB002353 
F-PLACE1006157//ESTs, Weakly similar to ETX1 {alte 
rnatively spliced} [H.sapiens]//2.9e-12: 119:84//H 
s. 23153: R92857 

F-PLACE1006159//ESTs//2. 3e-87: 443: 96//Hs. 23740: H17 
868 

F-PLACE1006164//ESTs//0. 099: 223: 60//Hs. 8108: AA9027 
21 

F-PLACE1006167//Homo sapiens chromosome 19, cosmid 
F23149//1 . le-68: 333: 92//Hs. 152894: AC005239 30 
F-PLACE1006170//ESTs//0.081: 171:67//Hs. 135187: AI 07 
4005 

F-PLACE1006187//flomo sapiens cyclin E2 mRNA, compl 
ete cds//l . 2e- 150: 694: 99//Hs. 30464: AF091433 
F-PLACE1006195//ESTs//8. 9e-14: 229: 70//Hs. 141470: N4 
9608 

F-PLACE1006196//ESTs, Weakly similar to protein sy 
nthesis initiation factor 4A-II homolog//3.5e-59:3 
69: 88//Hs. 135623: AA134719 

F-PLACE1006205 40 
F-PLACE1006223//ESTs, Weakly similar to TERAT0CARC 
I NOMA- DERIVED GROWTH FACTOR 1 [B. sapi ens] //0. 0089: 
166: 63//fls. 127179: AI 279486 
F-PLACE1006225 

F-PLACE1006236//EST//0. 060: 89: 69//Hs. 136977: AA8306 
68 

F-PLACE1006239//ESTs//0. 028: 105: 66//Hs. 142336: AA35 
8185 

F-PLACE1006246//ESTs//0. 060: 330: 60//Hs. 105695: AI 08 
5802 50 
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F-PLACE1006248//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds//7.3e-168:791:98//Hs.31921:AB014 
548 

F-PLACE1006262 

F-PLACE1006288//Homo sapiens mRNA for Pex3 protein 
//4. 8e-37: 186: 100//Hs. 7277: AJ001625 
F-PIACE1006318 

F-PLACE1006325//ESTs//3. 7e-25: 206: 83//Hs. 102319: AI 
246503 

F-PLACE1006335//ESTs//2. Oe-27: 161: 95//Hs. 163529: AI 
361492 

F-PLACE1006357//ESTs//0. 013: 268: 61//Hs. 105775: AA52 
6249 

F-PLACE1006360//ESTs//4. 8e-27: 146: 98//Hs. 100739: Z9 
8481 

F- PLACE 1 006368//Homo sapiens clone 24540 mRNA sequ 
ence//0. 65: 272: 59//Hs. 153529: AF070581 
F-PLACE1006371//Homo sapiens jerky gene product ho 
molog mRNA, complete cds//2. 6e-07: 403: 61//Hs. 10594 / 
0:AF004715 

F-PLACE1006382//EST//0. 98: 77: 68//Hs. 136933: AA81469 
3 

F-PLACE1006385//Homo sapiens epsin 2b mRNA, comple 
te cds//l . 6e- 1 1 1 : 539: 97//Hs. 22396: AF062085 
F-PLACE1006412//Human mRNA for KIAA0298 gene, comp 
lete cds//l. Oe-36: 424: 74//Hs. 21560: AB002296 
F-PLACE1006414//Homo sapiens PCAF associated facto 
r 65 alpha mRNA, complete cds//4.3e-lll:525:98//H 
s. 131846: AF069735 

F-PLACE1006438//Homo sapiens mRNA for KIAA0557 pro 
tein, partial cds//2. 2e- 24: 531: 65//fls. 101414: AB011 
129 

F-PLACE1006445//Homo sapiens chromosome 16 zinc fi 
nger protein ZNF200 (ZNF200) mRNA, complete cds// 
1. 0: 248: 60//Hs. 88219: AF060866 
F-PLACE1006469//Human SA mRNA for SA gene product, 
compl ete cds//0. 24: 210: 62//Hs. 89659: AC004381 
F-PLACE1006470 

F-PLACE1006482//Homo sapiens basic-leucine zipper 
transcription factor HafK (MAFK) mRNA, complete cd 
s//5. Oe-46: 520: 71//Hs. 131953: AF059194 
F-PLACE1006488//ESTs//6. 2e-47: 239: 97//Hs. 158161: AA 
312511 

F-PLACE1006492//ESTs//0. 82: 37: 100//Hs. 160417: AA488 
493 

F- PLACE1 006506/ /HUMAN IMMUNODEFICIENCY VIRUS TYPE 
I ENHANCER- BI PING PROTEIN 2//0. 98: 505: 56//Hs. 7506 
3:AL023584 

F-PLACE1006521//ESTs//0. 032: 222: 63//Hs. 23171: AA706 
542 
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F- PLACE1006531 //EST//2 . le-53: 258: 100/THs. 117316: AA 
699358 

F-PLACE1006534//EST//1 . 8e-07: 78: 89//fls. 157551 : AI 35 
6219 

F-PLACE1006540//Homo sapiens mRNA for cadherin-6, 
complete cds//0. 96: 383: 58//Hs. 32963: D31784 
F-PLACE1006552//Human (clone N5-4) protein p84 mRN 
A, complete cds//0. 058: 464: 57//Hs. 1540: L36529 
F-PLACE1006598//Homo sapiens mRNA for RIAA0737 pro 
tein, complete cds//4. le-17: 372: 65//Hs. 17630: AB018 10 
280 

F-PLACE1006615//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, cample 
te cds//2. 2e-168: 781: 99//Hs. 155377: U97670 
F-PLACE1006617//ESTs//6. 0e-08: 354: 60//Hs. 42624: H99 
088 

F-PLACE1006626//NUCLE0LIN//0. 0044: 186: 66//fls. 7911 
0:160858 

F-PLACE1006629//Homo sapiens (clone s22i71) mRNA f 
ragment//0.097:229:63//H s . 2 6 9 5 6 : L4 0 3 20 

9 6 

F-PLACE 1 O O 6 6 4 0//EST s//0. O 
O O 1 9 : 3 8 O : 5 9//H s. 1 3 6 7 2: All 
3 14 7 3 

F — PLACE 1 0 0 6 6 7 3//E ST s, We a 
k 1 y similar to T14B4, 2 g e 
n e product. [C. e 1 e g a n s ] // 
1. 6 e - 1 2 : 1 1 3 : 8 3 //H s . 3 3 8 5 : N 
2 5 9 ] 7 
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lycoprotein // 8. 9e-27:305: 
7 2//H s. 5 0 9 6 4 : X 1 6 3 5 4 
F-P LACE 10 0 6 7 6 0//EST s//0. 1 
0:2 0 7:6 2//H s. 152589: AA 954 
1 5 2 

F - P L ACE 1 0 0 6 7 7 9 //K a 1 Imann 
syndrome 1 sequence // 0 . 00 
0 2 5:2 5 1 : 6 4//Hs. 89591 : M9 7 2 
5 2 

F-PLACE 1 006 78 2//ESTs//l. 2 50 



ftM 2002-191363 
3942 

e-90 : 4 2 3 : 1 00//H s. 1 3 2 8 2 6: A 
10 7 5 7 8 3 

F-PLACE 1 0 0 6 7 9 2//EST s // 1 . 5 
e- 1 0:4 3 9:5 8//Hs. 1 3 8 5 0 1 : Al 
0 5 12 2 8 

F-PLACE100679 5//TYROS INE- 
PROTEIN KINASE RECEPTOR E 
TK1 PRECURSOR // 4 . 5e-10:8 
4:95//Hs. 1 2 3 6 4 2 : M 8 3 9 4 1 
F-P L ACE 1 0 0 6 8 0 0//E ST s//0. 0 
0068:360:61 //H s . 1 5 7 8 7 6 : A I 

4 2 2 0 17 

F-P LACE 1 0 0 6 8 0 5//E ST s//4. 6 
e- 1 0 3 : 4 9 1 : 9 8 //H s . 1 4 0 4 6 5 : A 
A7 6 9 8 9 2 

F-PLACE10068 1 5//Homo s a p i 
ens mRNA for KIAA0618 pro 
tein, complete c d s//0. 47: 
403 : 56//Hs. 15832: AB 014518 
F-PLACE10068 1 9//Huma n Lin 
e — 1 repeat mRNA with 2 op 
en reading f rames//3. 7 e — 1 
0 3 : 6 1 9 : 8 7//H s. 2 3 0 9 4 :M1950 
3 

F-PLACE1 006829//ESTs//l. 5 
e-2 2 : 1 4 1 : 9 4//Hs. 1 4 2 9 8 8 : A A 
14 2 8 7 6 

F-PL ACE 1 0 0 6 8 6 0//E ST//0. Q0 
6 2 : 2 0 6 : 6 5//H s. 1 5 8 7 9 3 : A I 3 7 
6 7 7 3 

F-PLACE 1 00 6 8 6 7//EST s//0. 0 
6 8 : 2 1 8 : 6 2//Hs. 9 116 6 : AA551 
2 7 3 

F-PLACE100687 8 //Homo s a p i 
ens mRNA for KIAA0711 pro 
tein, complete cds // 1 . 0:2 
6 8 : 5 8//Hs. 5 3 3 3 : AB 0 1 8 2 5 4 
F-PL ACE 1 0 0 6 8 8 3//E ST s // 1 . 6 
e-7 5 : 3 9 8 : 9 4//H s . 1 1 9 5 4 4:79 

5 6 0 1 

F-PLACE1006901//ESTs//l. 9e-13: 87: 96//Bs. 134737: AIO 
89187 

F-PLACE1006904//EST//1 .0:91: 70//Hs. 148270: AA906443 
F-PLACE1006917 

F-PLACE1006932//ESTs//0. 98: 110: 70//Hs. 100855: AI 423 
913 

F-PLACE1006935//EST//1 . 0: 92: 65//Hs. 124554: AA84721 1 
F-PUCE1006956//PERIPHERIN//0. 13: 443: 57//Hs. 37044: 
L14565 

F-PLACE1006958//Heat shock 70kD protein 4//6.4e-4 
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0: 456: 70//Hs. 127: L12723 

F-PLACE1006961//ESTs, Highly similar to RSP5 PROT 
EIN [Saccharomyces cerevisiae]//3.2e-07:67:98//Hs. 
21806: AA630312 

F-PLACE1006962//H. sapi ens i rl B mRNA//2. 3e- 16: 202: 7 
1//Hs. 135202: X63417 

F-PLACE1006966//Homo sapiens syntaxin 4 binding pr 
otein UNC-18c (UNC-18c) mRNA, complete cds//0.14:l 
91: 67//Hs. 8813: AF032922 

F-PLACE1006989//Cyclin B1//0. 99: 224: 59//Hs. 23960: M 10 
25753 

F-PLACE1007014//Homo sapiens NBMPR- insensitive nuc 
leoside transporter ei (ENT2) mRNA, complete cds// 
3. le-05: 594: 58//Hs. 32951 : AF034102 
F-PLACE1007021//ESTs//7. 2e-89: 446: 96//Hs. 7111: U559 
71 

F-PLACE1007045//Human Line-1 repeat mRNA with 2 op 
en readi ng f rames//l . Oe- 117: 775: 84//Ks. 23094: M1950 
3 

F-PLACE1007053//Homo sapiens mRNA for ARN03 protei 20 
n//0. 35: 63: 82//fls. 129811: AJ223957 
F-PLACE1007068//Polycystic kidney disease 1 (autos 
omal domi nant) //0. 22: 361 : 60//Hs. 75813: L33243 
F-PLACE1007097//ESTs//2. 9e-25: 197: 83//fls. 105665: H7 
8987 

F-PLACE1007105//Amylo-1, 6-glucosidase, 4-alpha-glu 
canotransf erase (glycogen debranching enzyme, glyc 
ogen storage disease type III)//0. 18:268:63//Hs.90 
4:U84010 

F-PLACE1007111//EST//0. 0066: 260: 60//Hs. 147903: AI 22 30 
3385 

F-PLACE1007112 

F-PLACE1007132//ESTs//3. le-30: 195: 76//Hs. 46158: AI 1 
60121 

F- PLACE1 007 1 40//TRANSCRI PTI ON ELONGATION FACTOR S- 
1 1 //0. 13: 302: 60//Hs. 78869: M81601 
F-PLACE1007178//ESTs//9. 6e-54: 289: 95//Hs. 12251: H12 
965 

F-PLACE1007226//Homo sapiens Notch3 (N0TCH3) mRNA, 
compl ete cds//0. 00090: 412: 59//Hs. 8546: U97669 40 
F-PLACE1007238//Human plectin (PLEC1) mRNA, comple 
te cds//l . 4e-07: 492: 64//Hs. 79706: U53204 
F-PLACE1007239//Human mRNA for transcription elong 
ation factor S-II, hS-II-Tl, complete cds//2.0e-5 
8:405:87//Hs.80598:D50495 

F-PLACE1007242//EST//0. 014: 55: 89//Hs. 88432: AA26214 
1 

F-PLACE1007243//ESTs//2. Oe-43: 227: 97//Hs. 124775: AA 
648467 

F-PLACE1007257//Homo sapiens mRNA for dia-156 prot 50 
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ein//3. 7e-144: 677: 98//Hs. 121556: Y15909 
F-PLACE1007274 

F-PLACE1007276//ATPase, Cu++ transporting, alpha p 
olypeptide (Menkes syndrome) //0. 94: 167:64//Hs.606: 
L06133 

F-PLACE1007282 

F-PLACE1007286//ESTs//l. Oe-25: 333: 71//Hs. 134860: AI 
091436 

F-PLACE1007301//EST//0. 78: 171: 61//Hs. 160990: H52412 
F-PLACE1007317//Homo sapiens oxysterol 7alpha-hydr 
oxylase (CYP7bl) mRNA, complete cds//0. 88: 298: 58//H 
s. 144877: AF029403 
F-PIACE1007342 

F-PLACE1007346//Homo sapiens estrogen- responsive B 
box protein (EBBP) mRNA, complete cds//1.7e-121:5 
67: 98//Hs. 76596: AF096870 

F-PLACE1007367//H. sapiens mRNA for MACH-alpha-2 pr 
otein//2. 2e-55: 532: 77//Hs. 19949: X98173 
F-PLACE1007375 

F-PLACE1007386//ESTS//0. 00066: 61 : 91//Hs. 149318: AI 2 
48642 

F-PLACE1007402//EST//1. 7e-06: 193:65//Hs. 132124: AI0 
41287 

F-PLACE1007409//Homo sapiens mitoxantrone resistan 
ce protein 1 mRNA, partial sequence//3.8e- 18: 128:9 
2//Bs. 14387: AF093771 
F-PLACE1007416 

F-PLACE1007450//ESTs//2.6e-36: 194: 97//Hs. 22359: AI0 
24436 

F-PIACE1007452//EST//1 . 8e-34: 197: 94//Hs. 134795: AI0 
90359 

F-PLACE1007454//Homo sapiens (clone sl53) mRNA fra 
gment//2. 6e-53: 317: 93//Hs. 6445: L40391 
F-PLACE1007460//ESTs//0.0012: 168:64//Hs. 151708: AA5 
54714 

F-PLACE1007478//ESTs//l. Oe-42: 440: 74//Hs. 141722: AA 
769103 

F-PUCE1007484//ESTs//7. le-18: 127:91//Hs. 100251: AA 
535975 

F-PLACE1007488 

F-PUCE1007507//ESTs//L 2e-99: 274: 98//Hs. 123462: AA 
903385 

F-PLACE1007511//Reratin 19//4. 2e-31: 586: 64//fls. 237 
61: Y00503 

F-PUCE1007524//ESTs//6. 8e-71: 356: 97//Hs. 163067: AA 
897296 

F-PLACE1007525//ESTs//0. 073: 242: 59//Hs. 128711: AA85 
6979 

F-PLACE1007537//Homo sapiens PYRIN (HEFV) mRNA, co 
mpl ete cds//0. 93: 468: 57//fls. 1 13283: AF018080 
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F-PLACE1007544//ESTs//l. 7e-74: 360: 98//Bs. 128632: AI 
076755 

F-PLACE1007547//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds//1.0e-70: 733: 71//Hs. 65238: AB014 
561 

F-PLACE1007557//EST//0. 58: 80: 72//Hs. 130267: AI 00186 
3 

F-PLACE1007583//ESTs//l. 8e-46: 234: 98//Hs. 155071: AA 
584257 

F-PLACE1007598//ESTs//l. 7e-83: 400: 99//Hs. 120206: AI 10 
089163 

F-PLACE1007618//Homo sapiens mRNA for KIAA0633 pro 
tein, partial cds//7. 2e- 12: 778: 56//fls. 33010: ABO 145 
33 

F-PLACE1007621 

F-PLACE1007632//ESTs//L 7e-32: 175: 97//fls. 122278: AA 
781867 

F-PLACE1007645 
F-PLACE1007649 

F-PLACE1007677//ESTs//3. Oe- 13: 125: 82//Hs. 143382: AA 20 
476266 

F-PLACE1007688//ESTs//6. 8e-06: 311: 61//Hs. 132926: AI 
027055 

F-PLACE1007690//ESTs//l . 9e- 13: 83: 98//Hs. 150088: AI 3 
48503 

F-PLACE1007697//TRANSF0RMI NG GROWTH FACTOR BETA 1 
PRECURSOR//0. 99: 216: 63//Hs. 1 103: X02812 
F-PLACE1007705//Human mRNA for RTP, complete cds// 
4. 8e-58: 637: 70//Hs. 75789: D87953 
F-PLACE1007706//Bomo sapiens metal 1 oprotease 1 (MP 30 
1) mRNA, complete cds//4. le- 149: 709: 97//Hs. 4812: AF 
061243 

F-PLACE1007725//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//4. 5e-36:233:89//Hs. 108 
797:AA476815 

F-PLACE1007729//ESTs, Moderately similar to RETR0V 
I RUS- RELATED PROTEASE [H. sapiens]//0. 00033: 270: 64// 
Hs. 104129: AA923278 

F-PLACE1007730//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds//2. 6e- 156: 728: 98//Hs. 153121: ABO 40 
14585 

F-PLACE1007737//Coagulation factor II (thrombin) r 
eceptor//l. le-18: 364: 68//Hs. 159347: M62424 
F-PLACE1007743//ESTs//0. 029: 421 : 58//Hs. 106090: AA45 
7030 

F-PLACE1007746//ESTs//6. 7e-55: 330: 89//Hs. 153392: AI 
089469 

F-PLACE1007791//EST//0. 39: 261: 62//Hs. 145991: AI 2776 
56 

F-PLACE1007807//ESTs//2. 0e-54: 385: 83//Hs. 163930: AA 50 



2002-19 136 3 
3946 

640504 

F-PLACE1007810//ESTs//6. le-53: 416: 81//Hs. 152395: AA 
533107 

F-PLACE1007829//EST//0. 28: 271: 61//Hs. 125514: AA8838 
41 

F-PLACE1007843//EST//0. 020: 307: 59//Hs. 145535: AI 261 
635 

F-PLACE1007846//Human Une-1 repeat mRNA with 2 op 
en reading frames//6.3e-38: 396: 77//Hs. 23094: M19503 
F-PLACE1007852 

F-PLACE1007858//Homo sapiens mRNA for KIAA0766 pro 
tein, complete cds//1.3e-190: 894: 98//Hs. 28020: AB01 
8309 

F-PLACE1007866//ESTs//3. Oe-50: 333: 86//Hs. 15792: AI0 
38387 

F-PLACE1007877 

F-PLACE1007897//EST//1. 0: 59: 72//Hs. 138770: N70943 
F-PLACE1007908//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0487//7.3e-156:755:97//Hs.92 
381: AB007956 

F-PLACE1007946//ESTs//8. 9e- 16: 250: 68//Hs. 88527: N24 
002 

F-PLACE1007954//ESTs//l. 6e-05: 76: 90//Hs. 63314: AA05 
6538 

F-PLACE1007955//Homo sapiens cyclin-D binding Myb- 
like protein mRNA, complete cds//8.9e-173:813:98// 
Hs.5671:AF084530 

F-PLACE1007958//Homo sapiens cAMP- specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds//8.2e-155:7 
30: 98//Hs. 78106: AF079529 

F-PLACE1007969//ESTs, Weakly similar to hnRNA-bind 
ing protein M4 [H. sapiens] //5. le-45: 264: 92//Hs. 422 
22: W28567 

F-PLACE1007990//ESTs//l. 2e-104: 493: 99//Hs. 118445: A 
1097043 

F-PLACE1008000//Homo sapiens veil 1 mRNA, complete 
cds//5. 7e-63: 578: 74//Hs. 150380: AF087693 
F-P1ACE1008002//ESTS//0. 52: 236: 59//Hs. 134292: AA603 
031 

F-PLACE1008044 

F-PLACE1008045//C0L10A1//0. 29: 221: 58//Hs. 37075: X60 
382 

F-PLACE1008080//Human homeodomain protein (Prox 1) 
mRNA, complete cds//0. 00037: 151: 71//Hs. 159437: U44 
060 

F-PLACE1008095//Human hybrid receptor gp250 precur 
sor mRNA, compl ete cds//l . 0: 461 : 58//Hs. 1 55494 : U609 
75 

F-PLACE1008111//Homo sapiens B lymphocyte chemoatt 
ractant BLC mRNA, complete cds//0.034:497:58//Hs. 1 
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00431: AF044197 

F-PLACE1008122//ESTs//0. 95: 198: 60//Hs. 126776: N2876 
9 

F-PLACE1008129//ESTs//l. le-99: 499: 96//Hs. 131807: AA 
778874 

F-PLACE1008132//EST//3. 3e-27: 218: 83//Hs. 145258: AI2 
18683 

F-PLACE1008177//ESTs, Moderately similar to meiosi 
s-specific nuclear structural protein 1 [M.musculu 
s]//5. le-20: 124:95//Hs. 146238: AI 263135 10 
F-PLACE1008181//ESTs//0. 018: 285: 61//Hs. 88843: AA281 
427 

F-PLACE1008198//ESTs//5. 9e-07: 410: 60//Hs. 63348: AA6 
43524 

F-PLACE1008201 
F-PLACE1008209 

F-PLACE1008231//ESTs//0.40: 188:61//Hs. 130266: AI 001 
856 

F-PLACE1008244//Miller-Dieker syndrome chromosome 
region/A). 22: 247: 61//Hs. 77318: L13385 20 
F-PLACE1008273 

F-PLACE1008275//EST//0. 77: 74: 71//Hs. 145907: AI 27511 
3 

F-PLACE1008280//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//2.6e-25:389:70//Hs. 159 
897:AB007970 

F-PLACE1008309//Homo sapiens serine phosphatase FC 
Pla (FCP1) mRNA, complete cds//0. 16: 263: 63//Hs. 407 
6:AF081287 

F-PLACE1008329//EST//1. 3e-09: 94: 85//Hs. 144135: R820 30 
71 

F-PLACE1008330//Homo sapiens mRNA for RIAA0557 pro 
tein, partial cds//l. 5e-45: 291: 83//Hs. 101414: AB011 
129 

F-PLACE1008331//ESTs, Weakly similar to 0RF2-like 
protein [H. sapiens] //5. 4e-74: 356: 98//Hs. 105382: AA4 
96362 

F-PLACE1008356//Homo sapiens mRNA for R1AA0679 pro 
tein, partial cds//3.4e-139: 659: 98//Hs. 5734: AB0145 
79 40 
F-PLACE1008368//Homo sapiens actin binding protein 
MAYVEN mRNA, completecds//0. 011: 355: 60//Hs. 12296 
7:AF059569 

F-PLACE1008369//ESTs//0. 00074: 443: 61//Hs. 102756: AA 
526911 

F-PLACE1008392//EST//7. 4e-08: 324: 60//Hs. 149930: AI2 
89171 

F-PLACE1008398 

F-PLACE1008401//Homo sapiens methyl-CpG binding pr 
otein HBD2 (MBD2) mRNA, complete cds//2. 5e-09:461: 50 
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62//Hs. 25674: AF072242 

F-PLACE1008402//Homo sapiens mRNA for pll5, comple 
te cds//l . 4e- 149: 71 1 : 98//Hs. 7763: D86326 
F-PLACE1008405//ESTs//2. 8e- 102: 529: 95//Hs. 1 16278: A 
A628943 

F-PLACE1008424//Human DNA sequence from clone 753P 
9 on chromosome Xq25-26. 1. Contains the gene codin 
g for Aminopeptidase P (EC 3.4.11.9, XAA-Pro/X-Pro 
/Proline/Aminoacyl proline Aminopeptidase) and a no 
vel gene. Contains ESTs, STSs, GSSs and a gaaa rep 
eat polymorphism//0. 98: 113: 67//Hs. 57922: AL023653 
F-PLACE1008426//ESTs//3. 2e-77: 393: 95//Hs. 37585: W28 
499 

F-PLACE1008429//Orfl 5' to PD-ECGF/TP. . . orf2 5' to 
PD-ECGF/TP [human, epidermoid carcinoma cell line 
A431, mRNA, 3 genes, 1718 nt]//0.019:530:58//Hs.7 

2248: S72487 

F-PLACE1008437 

F-PLACE1008455//ESTs//0. 51: 279: 61//fls. 122319: AA782 
335 

F-PLACE1008457//ESTs//3. 0e-30: 229: 75//Hs. 60740: AA0 
53901 

F-PLACE1008465//Human mRNA for RIAA0383 gene, part 
i al cds//0. 0084: 210: 63//Hs. 27590: AB002381 
F-PLACE1008488//Human density enhanced phosphatase 
- 1 mRNA, compl ete cds//6. 8e-07: 469: 60//Hs. 1 177: U10 
886 

F-PLACE1008524//Homo sapiens TWIK- related acid-sen 
sitive K+ channel (TASK) mRNA, complete cds//1.0:3 
04: 60//Hs. 24040: AF006823 

F-PLACE1008531//ESTs//l. le-17: 190: 76//Hs. 156041: AI 
274697 

F-PUCE1008532//Thromboxane A2 receptor//5.6e-17:2 
31: 71//Hs. 89887:038081 

F-PLACE1008533//Homo sapiens PAC clone DJ130H16 fr 
om 22ql2. l-qter//l. le-45: 507: 71//fls. 8003: AC004997 
F-PLACE1008568//Homo sapiens mRNA for neuronatin a 
lpha, complete cds//1.0:95:71//Hs. 117546: U31767 
F-PLACE1008584//ESTs//l. 4e-13: 252: 68//Hs. 153429: AI 
283069 

F-PLACE1008603//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds//3.9e- 175: 812: 98//Hs. 23255: AB01 
8334 

F-PLACE1008621//ESTs, Weakly similar to reverse tr 
anscriptase [H.sapiens]//1.2e-15:350:66//Es. 15108 
7:AA649326 

F-PLACE1008625//ESTs//0. 86: 269: 57//Hs. 94998: N26794 
F-PLACE1008626//ESTS//0. 55: 69: 71//Hs. 92096: F10560 
F-PLACE1008627//ESTs//3. Oe-62: 302: 99//Hs. 120766: H8 
2458 
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F-PLACE1008629//EST//0. 0012: 174:67//Hs. 121195: AA75 
7211 

F-PLACE1008630//ESTs//4. 5e-77: 371: 99//Hs. 132960: AA 
252394 

F-PLACE10Q8643//Human mRNA for PK- 120//4. 7e-25: 29 
9:64//Hs.76415:D38535 

F-PLACE1008650//Homo sapiens pleiotropic regulator 
1 (PLRG1) mRNA, complete cds//3.5e- 135: 622: 99//H 
s. 147967: AF044333 

F-PLACE1008693//EST//0. 19: 36: 94//Hs. 138817: N93728 10 
F-PLACE1008696//Human mitochondrial NADH dehydroge 
nase- ubiquinone Fe-S protein 8, 23 kDa subunit pre 
cursor (NDUFS8) nuclear mRNA encoding mitochondria 
1 protein, complete cds//8. 3e-25: 137: 97//Hs. 90443: 
AF038406 

F-PLACE1008715//Homo sapiens mRNA for matrilin-3// 
0.99: 183: 63//Hs. 119534: AJ224741 
F-PLACE1008748//ESTs//0. 88: 204: 63//Hs. 15139: AA5270 
80 

F-PLACE1008757//ESTs, Weakly similar to unknown pr 20 
otein [R. norvegicus]//4. 3e-17: 285: 69//Hs. 35460: H65 
503 

F-PLACE1008790//Homo sapiens importin alpha 7 subu 
nit mRNA, complete cds//1.4e-121:503:97//Bs.6458:A 
F060543 

F-PLACE1008798//ESTs, Weakly similar to putative p 
150 [H.sapiens]//0. 30: 127:68//Hs. 111380: AA258772 
F-PLACE1008807//ESTs//0. 81: 346: 58//Hs. 116901: AA663 
542 

F-PLACE1008808//Homo sapiens putative checkpoint c 30 
ontrol protein HRAD1 mRNA, complete cds//6. 7e-104: 
376: 98//Hs. 7179: AF01 1905 

F-PLACE1008813//Glutamate decarboxylase 1 (brain, 
67kD) //0. 17: 318: 61//Hs. 75668: M81883 
F-PLACE1008851//ESTs, Highly similar to CELL DIVI 
SI0N CONTROL PROTEIN 2H0H0L0G [Plasmodium falcipar 
um (isolate kl / thai 1 and) ]//0. 73: 354: 59//Hs. 2632 
2: AA156858 

F-PUCE1008854//ESTs//3. Oe-26: 391 : 66//Hs. 133260: AI 
052728 40 
F-PLACE1008867//ESTS//5. 9e-08: 64: 93//fls. 91115: AI22 
1563 

F-PLACE1008887//Human Line-1 repeat mRNA with 2 op 
en reading frames//5.5e-51: 701: 68//Hs. 23094: M19503 
F-PUCE1008902//EST//0. 85: 425: 60//Hs. 140573: AA8263 
23 

F-PLACE1008920//Homo sapiens mRNA for KIAA0765 pro 
tein, partial cds//2. le- 159: 753: 98//Hs. 62318: AB018 
308 

F-PLACE1008925//ESTs//0. 025: 133: 67//Hs. 103218: W847 50 
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71 

F-PLACE1008934//ESTs//0. 27: 307: 59//Hs. 135168: AI 394 
026 

F-PLACE1008941//ESTs//3. 3e-53: 266: 98//Hs. 108677: AA 
488937 

F-PLACE1008947//Human TBP- associated factor (hTAFI 
1130) mRNA, partial cds//2.4e-13: 625: 58//Hs. 24644: 
U75308 

F-PttCE1009020//ESTs//3.3e-ll: 122:81//Hs. 131777: AI 
024950 

F-PLACE1009027//Homo sapiens mRNA for doublecortin 
//l . 2e- 151 : 763: 96//Hs. 34780: AJ0031 1 2 
F-PLACE1009039//EST//0. 76: 111: 63//Hs. 160997: H55762 
F-PUCE1009045//ESTs//2. 2e-76: 399: 95//Hs. 1 14919: AA 
457689 

F-PIACE1009048//GLYC0PR0TEIN HORMONES ALPHA CHAIN 
PRECURSOR//?. 6e- 16: 93: 100//Hs. 1 19689: S70585 
F-PLACE1009050//ESTs//l. 4e-92: 451: 98//Hs. 66373: AI 2 
39698 

F-PUCE1009060//ESTs//l. 4e- 14: 86: 100//Hs. 131725: AI 
090525 

F-PUCE1009090//ESTS//2. 7e-20: 198: 78//Hs. 110044: AA 
181800 

F-PLACE1009091//ESTs//0. 99: 342: 57//Hs. 46903: AI0930 
91 

F-PUCE1009094//ESTs//l. 0: 225: 63//Hs. 120374: AI 3370 
31 

F-PLACE1009099//H. sapiens ZNF81 gene//2.2e-79:733: 
74//Hs. 104020: X68011 

F-PLACE1009110//ESTs//2. 6e-91: 453: 96//Hs. 143756: AI 
040890 

F- PLACE10091 1 l//ESTs//2 . 7e- 1 5 : 1 59: 77//Hs. 1 468 1 1 : AA 
410788 

F-PIACE1009113//Homo sapiens X-ray repair cross- co 
mplementing protein 3(XRCC3) mRNA, complete cds// 
1. le-139: 671: 97//Hs. 99742: AF035586 
F-PLACE1009130//Human mRNA for RIAA0032 gene, comp 
lete cds//l. le-24: 718: 59//Hs. 35804: D25215 
F-PLACE1009150//Human HsUH15 mRNA for HsLiml5, co 
mplete cds//l. 7e-50: 440: 78//Hs. 37181: D64108 
F-PLACE1009155//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0484//4.0e-46:440:69//Hs. 158 
095:AB007953 

F-PLACE1009158//Human growth/differentiation facto 
r 1 (GDF-1) mRNA, complete cds//0.28:245:61//Hs.92 
614: H62302 

F-PLACE1009166//EST//0. 98: 114: 67//Hs. 137706: AA9772 
50 

F-PLACE1009172//EST//6. 2e-34: 257: 84//Hs. 161081: N22 
770 
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F-PLACE1009174//ESTs//6. Oe-24: 234: 77//Hs. 155196: AI 
282821 

F-PLACE1009183//EST//0. 021: 261: 62//Hs. 144222: N9010 
0 

F-PLACE1009186//ESTs, Weakly similar to No deft nit 
ion line found [C.elegans]//3.6e-117:588:95//Hs.54 
943: Z78396 

F-PLACE1009190//EST//0. 046: 95: 70//Hs. 131646: AI0256 
89 

F-PLACE1009200//EST//2. 5e-41 : 195: 78//Hs. 162404: AA5 10 
73131 

F- PLACE1 009230// CARCI N0EMBRY0NI C ANTIGEN PRECURSOR 
//5. 3e-29: 157: 77//Hs. 146403: M29540 
F-PLACE1009246//EST//0. 13: 178: 62//Hs. 23298: R22575 
F-PLACE1009298//ESTS, Highly similar to VACUOLAR 
SORTING PROTEIN 35 [Saccharomyces cerevisiae]//1.9 
e-21: 121: 98//Hs. 124768: AA307735 
F-PLACE1009308//SERUH PROTEIN HSE55//0. 44: 195:62// 
Hs. 148101 : M88338 

F-PLACE1009319//Homo sapiens post-synaptic density 20 
protein 95 (PSD95) mRNA, complete cds//9. 7e-08: 41 
1:59//Bs. 23731: U83192 

F-PLACE1009328//Human Une-1 repeat mRNA with 2 op 
en reading frames//2.3e-91: 594: 86//Hs. 23094: M19503 
F-PLACE1009335//EST//0. 037: 169: 63//Hs. 148875: AI 240 
767 

F-PLACE1009338//ESTs//5. 7e-22: 123: 98//Bs. 66783: AA0 
59473 

F-PLACE1009368 

F-PLACE1009375 30 
F-PLACE1009388//Bomo sapiens RIAA0395 mRNA, partia 
1 cds//1.7e-41: 317: 81//Hs. 43681: AL022394 
F-PLACE1009398//Zinc finger protein 84 (HPF2)//1.4 
e-79: 730: 74//Hs. 9450: H27878 
F-PLACE1009404//MICR0TUBULE-ASS0CIATED PROTEIN TAU 
//0. 099: 207: 61//Bs. 101174: AF047863 
F-PLACE1009410//Homo sapiens BAF57 (BAF57) gene, c 
ompl ete cds//l . 4e-27: 210: 86//Hs. 3404: AF035262 
F-PLACE1009434//Human mRNA for RIAA0005 gene, comp 
lete cds//2. 8e-45: 599: 68//Hs. 155291: D13630 40 
F-PLACE1009443//H. sapiens 5T4 gene for 5T4 Oncofet 
al antigen/A). 11: 350: 58//Hs. 82128: AJ012159 
F- PLACE1 009444//PH0SPHATI DYU N0SI T0L 4-KINASE ALPH 
A//1. 5e-22: 146: 93//Hs. 76987: AF012872 
F-PLACE1009459//H. sapiens garp gene mRNA, complete 
CDS//1 . 0: 241 : 60//Hs. 151641 : Z24680 
F-PLACE1009468//1 -PHOSPHATI DYU NOSI TOL-4 , 5-BI SPHOS 
PHATE PHOSPHODIESTERASE BETA 2//0. 00039: 347: 60//H 
s.994:M95678 

F-PLACE1009476//Homo sapiens Chromosome 16 BAC clo 50 
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ne CIT987SK-A-67A1//4. le-91: 464: 96//Hs. 155049: ACOO 
4531 

F-PLACE1009477//ESTs//0. 30: 221 : 61//Hs. 107287: AI 308 
839 

F-PLACE1009493//Homo sapiens mRNA for LAK-4p, comp 
lete cds//L6e-30:608:63//Hs. 16165: AB002405 
F-PLACE1009524//Human Sec7p-like protein mRNA, par 
tial cds//2. 3e-68: 526: 78//Hs. 8517: U70728 
F-PLACE1009539//ESTs//3. 3e- 18: 186: 83//Hs. 71922: AA1 
48417 

F-PLACE1009542//EST//7. 8e- 1 1 : 265: 65//Hs. 159692: AI 4 
16956 

F-PLACE1009571//ESTs//6. le- 15: 94: 97//Hs. 151458: AA6 
00866 

F-PLACE1009581//Microtubule-associated protein W 
/l. 0: 196: 59//Hs. 147918: U38291 
F-PLACE1009595//EST//1. 8e-28: 179: 92//Hs. 60090: AAOO 
4806 

F-PLACE1009596//ESTs, Weakly similar to LIS-1 prot 
ein [H.sapiens]//4.1e-16:281:66//Hs. 13889: AI 341394 
F-PLACE1009607//Homo sapiens PYRIN (MEFV) mRNA. co 
mplete cds//4. 9e-52: 313: 79//Hs. 113283: AF018080 
F-PLACE1009613//ESTs//0. 50: 297: 60//Hs. 25114: AI0740 
11 

F-PLACE1009621//ESTs//l. 4e-98: 470: 98//Hs. 124695: AI 
094085 

F-PIACE1009622//ESTs//9. 8e- 14: 94: 93//Hs. 1 17227: AA6 
82773 

F-PLACE1009637//ESTs//4. 9e-92: 440: 98//Hs. 126587: AA 
9 1 7087F-PLACE1009639 

F-PLACE1009659//Homo sapiens mRNA for KIAA0587 pro 
tein, conplete cds//4.4e- 173: 816: 98//Hs. 21862: AB01 
1159 

F-PLACE1009665//ESTs//9. le-45: 383: 79//Hs. 61199: AAO 
24494 

F-PLACE1009670//Homo sapiens genethonin 1 mRNA, co 
mplete cds//8. le-149: 701: 98//Hs. 109590: AF062534 
F-PLACE1009708//ESTS, Weakly similar to HYPOTHETIC 
AL TRP-ASP REPEATS CONTAINING PROTEIN IN HXT14-PHA 
2 INTERGENIC REGION [S.cerevisiae]//7.5e-51:295:92 
//Hs. 48541 :AA827926 

F-PLACE1009721//EST//0. 18: 467: 58//Hs. 124358: AA8306 
50 

F-PLACE1009731//ESTs//l . 0: 207: 63//Hs. 60440: AA19578 
9 

F-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA. com 
pi ete cds//l . 3e- 126: 602: 98//Hs. 154320: AF046024 
F-PLACE1009794//ESTs//4. Oe-41: 252: 91//Hs. 42927: N20 
989 

F-PLACE1009798//Human DNA sequence from clone 1189 
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B24 on chromosome Xq25-26.3. Contains NADH-Ubiquin 
one Oxidoreductase MLRQ subunit (EC 1.6. 5. 3, EC 1. 
6.99.3, CI -MLRQ), Tubulin Beta and Proto- oncogene 
Tyrosine-proteinKinase FER (EC 2.7.1.112, P94-FER, 
C-FER, TYK3) pseudogenes, and part of a novel gen 
e similar to hypothetical proteins S. pombe C22F3. 
14C and C. elegans C16A3.8. Contains ESTs and GSSs 
//5. 5e-130: 600: 95//Hs. 16411: AL030996 
F-PLACE1009845 

F-PLACE1009861 10 
F-PLACE1009879//ESTs//6. 3e- 12: 293: 66//Hs. 147071 : AI 
200021 

F-PLACE1009886 

F-PLACE1009888//EST//0. 044: 255: 58//Hs. 160695: AI 282 
889 

F-PLACE1009908 

F-PLACE1009921//Apoptosis (AP0-1) antigen 1//0.62: 
407: 57//Hs. 82359: X63717 

F-PLACE1009924//EST//2. 9e-29: 155: 99//fls. 162937: AA6 
34379 20 
F-PLACE1009925 

F-PLACE1009935//CATHEPSIN K PRECURS0R//0. 43: 153:66 
//Hs. 83942: X82153 

F-PLACE1009947//ESTs//l. 8e-07: 56: 100//Hs. 149940: AI 
306446 

F-PLACE1009971//Acyl -Coenzyme A dehydrogenase, C-2 
to C-3 short chai n//0. 89: 243: 61//Hs. 127610: Z80345 
F-PLACE1009992//ESTs//0. 99: 123: 68//Hs. 91202: AI 1391 
14 

F-PLACE1009995//ESTs, Weakly similar to C01A2.4 30 
[C.elegans]//3.3e-24: 174:88//Hs. 11449: AI 201540 
F-PLACE1009997//Bomo sapiens mRNA for KIAA0629 pro 
tein, partial cds//3. 7e-36: 196: 96//Hs. 153545: AB014 
529 

F-PLACE1010023 

F-PLACE1010031//ESTs//l. 3e-16: 132: 87//Bs. 46847: W02 
878 

F-PLACE1010053//ESTs, Moderately similar to M-phas 
e phosphoprotein 4 [H.sapiens]//5.2e-63:312:98//H 
s. 142151: AA984061 40 
F-PLACE1010069//ESTs//6. 6e-33: 171: 98//Bs. 128844: AA 
977596 

F-PLACE1010074//Bomo sapiens sorting nexin 2 (SNX 
2) mRNA, compl ete cds//5. 9e- 168: 792: 98//Bs. 1 1 183: A 
F065482 

F-PLACE1010076//ESTs//0. 88: 379: 55//Bs. 5884: N21424 
F-PLACE1010083//Bomo sapiens mRNA for KIAA0456 pro 
tein, partial cds//9.6e-154: 727: 98//Hs. 5003: AB0079 
25 

F-PLACE1010089//ESTs, Highly similar to PROBABLE 50 



^2 00 2- 1 9 1 3 6 3 
3954 

UBIQUITIN CARB0XYL- TERMINAL HYDROLASE [Mus musculu 
s] //L 8e-38: 212: 95//Hs. 98067: AA236822 
F-PLACE1010096//ESTs, Highly similar to hypothetic 
al protein, 100R [R.norvegicus]//1.8e-08: 100: 89//H 
s. 11469:1169567 

F-PLACE1010102//Homo sapiens stimulator of Fe tran 
sport mRNA, complete cds//0. 0035: 339: 60//Hs. 12968 
3:AF020761 

F-PLACE1010105//Homo sapiens actin binding protein 
MAYVEN mRNA, compl etecds//l. 2e-26: 728: 60//Hs. 1229 
67:AF059569 

F-PLACE1010106//EST//8. 5e-28: 394: 70//Hs. 142044: AA1 
66682 

F-PLACE1010134//H. sapiens hbrrn mRNA//1.2e-14:380:6 
4//Hs. 77590: X72889 

F-PLACE1010148//Human trans-Golgi p230 mRNA, compl 
ete cds//0. 26: 708: 57//Hs. 158245: U41740 
F-PLACE1010152 

F-PLACE1010181//EST//1.3e-21:312:71//Hs. 141501 :N50 
792 

F-PLACE1010194//ESTs//2. 6e-55: 284: 97//Hs. 155940: AA 
459582 

F-PLACE1010202//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//2.3e-72:391:94//Hs.352 
25:H69637 
F-PIACE1010231 

F-PLACE1010261//Homo sapiens mRNA for KIAA0448 pro 
tein, complete cds//l. 9e- 146: 693: 97//Hs. 27349: AB00 
7917 

F-PLACE1010270//ESTs//2. 0e-104: 514: 98//Hs. 124062: H 
04590 

F-PLACE1010274//ESTs, Weakly similar to C01A2.4 
[C. el egans]//6.8e- 25: 149: 93//Hs. 11449: AI 201540 
F-P1ACE1010293//EST//4. 5e-36: 358: 74//Hs. 162398: AA5 
72813 

F-PLACE1O1O31O//H0ME0B0X/P0U DOMAIN PROTEIN RDC-1/ 
/2. le-10: 352: 62//Hs. 74095: L20433 
F-PLACE1010321//Human hSIAH2 mRNA, complete cds// 
0. 071: 604: 58//Hs. 20191: D76248 
F-PLACE1010324//ESTs//0. 22: 286: 58//Hs. 130853: AI367 
875 

F- PUCE1010329//EST//5. 7e-05: 351 : 60//Hs. 120644: AA7 
42659 

F-PLACE1010341//EST//4. 5e- 16: 255: 72//Hs. 141206: H53 
117 

F-PLACE1010362//ESTs//l. 9e-41: 246: 92//Hs. 128771: AA 
236855 

F-PUCE1010364//EST//0. 11: 292: 58//Hs. 135771: AI 0056 
48 

F-PLACE1010383//EST//6. le-08: 107: 76//Hs. 136441: AA5 
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64986 

F-PLACE1010401 

F- PLACE 1 0 1 048 1 //Human BLu protein (BLu) mRNA, comp 
lete cds//0. 94: 254: 61//Hs. 125257: U70824 
F-PLACE1010491//Homo sapiens Cre binding protein- 1 
ike 2 mRNA, complete cds//7. 2e- 152: 702: 99//Hs. 1331 
3: AF039081 

F-PLACE1010492//ESTs//l . 0: 201: 60//Hs. 146036: AI 0385 
00 

F-PLACE1010522//ESTs//3. 9e-52: 263: 97//Hs. 125149: AI 10 
302100 

F-PLACE1010529//Homo sapiens chromodomain-helicase 
-DNA-binding protein mRNA, complete cds//1.0: 175:6 
4//Hs. 159273: AF054177 

F-PLACE1010547//ESTs//0. 96: 288: 57//fls. 87156: AA2334 
72 

F-PLACE1010562//EST//1. 0: 164: 66//Hs. 147868: AI 22297 
9 

F-PLACE1010579//EST//0. 39: 279: 58//Hs. 158960: AI 3801 
48 20 
F-PLACE1010580//ESTs, Moderately similar to PUTAT 
IVE ATP- DEPENDENT RNAHEUCASE C12C2.06 [Schizosacc 
haromyces pombe]//3. 8e-31: 193: 91//Hs. 145229: N44661 
F-PLACE1010599//Homo sapiens peroxisomal membrane 
anchor protein HsPexl4p (PEX14) mRNA, complete cds 
//9.9e-148:707:97//Hs. 19851: AF045186 
F-PLACE1010616//EST//3. le-43: 213: 100//Hs. 128215: AA 
972394 

F-PUCE1010622//NUCLE0UN//0. 00040: 282: 60//Hs. 7911 
0: M60858 30 
F-PLACE1010624//Homo sapiens Jagged 2 mRNA, comple 
te cds//l . 2e-05: 516: 61//Hs. 106387: AF029778 
F-PLACE1010628//EST, Weakly similar to Iine-1 prot 
ein 0RF2 [H. sapiens]//0. 012: 258: 62//Hs. 144375: AA48 
4200 

F-PLACE1010629//EST//8. 3e-23: 218: 79//Hs. 161975: AA5 
01461 

F-PLACE1010630//EST//0. 29: 319: 58//Hs. 137277: N62225 
F-PLACE1010631//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds//9. 5e-66: 363: 95//Hs. 10801 : AB0111 40 
02 

F-PLACE1010661//ESTs//3. 9e-89: 504: 92//Hs. 122666: W2 
7076 

F-PLACE1010662 

F-PLACE1010702//Human repressor transcriptional fa 
ctor (ZNF85) mRNA, complete cds//l. le-74: 697: 74//H 
s: 37138: U35376 

F-PLACE1010714//EST//0.018: 253: 59//Hs. 148028: AI 270 
027 

F-PLACE1010720//Homo sapiens chromosome- associated 50 
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protein-C (hCAP-C) mRNA, partial cds//6. le-77:39 
3:96//Hs.50758:AF092564 

F-PLACE1010739//Homo sapiens mRNA for Sec24 protei 
n (Sec24A isoform), partial//0.97:314:59//Hs.l457 
4:AJ131244 

F-PLACE1010743//Human myosin-IXb mRNA, complete cd 
s//2. 4e-56: 409: 86//Hs. 159629: U42391 
F-PLACE1010761//ESTs, Weakly similar to Ul SHALL N 
UCLEAR RIB0NUCLE0PR0TEIN 70 KD [Xenopus laevis]// 
5. le-80: 407: 96//Hs. 80965: AA493284 
F-PLACE1010771//ESTs, Highly similar to TRANSCRIP 
TI0NAL REGULATOR PROTEIN HCNGP [Mus musculus]//6.0 
e-45: 251: 94//Hs. 11379: AA594 140 . 
F-PLACE1010786 
F-PLACE1010800 

F-PLACE1010802//EST//0.94: 128:64//Hs. 120366: AA7191 
57 

F-PLACE1010811//ESTs//0. 89: 339: 59//Hs. 127314: N4808 
5 

F-PLACE1010833//ESTs, Weakly similar to allograft 
inflammatory factor- 1 [H. sapiens]//2. 9e-28: 245: 79// 
Hs. 132736: AA583494 

F-PLACE1010856//ESTs//l. 5e-06: 95: 87//Hs. 17401: W810 
48 

F-PLACE1010857//ESTs, Weakly similar to KIAA0157 g 
ene product is novel. [H. sapiens] //5.8e-67: 336:97// 
Hs. 130135: AA905493 

F-PLACE1010870//Zinc finger protein 43 (HTF6)//9.7 
e-40: 498: 69//Hs. 74107: X59244 
F-PLACE1010877//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds//3. 7e- 149: 694: 98//Hs. 118087: AB01 
1182 

F-PLACE1010891//ESTs//6. 9e-54: 377: 87//Hs. 24453: R31 
671 

F-PLACE1010896//Human homologue of yeast sec7 mRN 
A, complete cds//0. 64: 167: 65//Hs. 1050: H85169 
F-PLACE1010900 

F-PLACE1010916//EST//0. 55: 151: 66//Hs. 145800: AI 2699 
81 

F-PLACE1010917 

F-PLACE1010925//ESTs//2. 6e-81: 437: 94//Hs. 5876: H265 
37 

F-PLACE1010926//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds//3. le- 139: 653: 98//Hs. 74750: AB011 
126 

F-PLACE1010942//Homo sapiens intersectin short for 
m mRNA, complete cds//2. 9e-91: 437: 98//Hs. 66392: AF0 
64244 

F-PLACE1010944//ESTs//l. 3e-17: 117: 9I//Hs. 29444: W30 
985 



3957 



F- PLACE1 0 1 094 7//EST//0 . 97: 93: 72//Bs. 162299: AA55515 
4 

F-PLACE1010954//Apolipoprotein B (including Ag(x) 
antigen)//0. 28: 444: 59//Bs. 585: X04506 
F-PLACE1010960//ESTs//0. 98: 238: 60//Hs. 163674: AA506 
632 

F-PLACE1010965//ESTs//3. le-74: 376: 96//Hs. 115679: AI 
379721 

F-PLACE101 1026//EST//0. 022: 222: 60//Hs. 47154: N50931 
F-PLACE1011032//EST//1. le-05: 88: 79//Hs. 118024: N340 10 
32 

F-PLACE1011041//Human density enhanced phosphatase 
-1 mRNA, complete cds//0.28: 179:67//Hs. 1177:U10886 
F-PLACE101 1046//1 -PHOSPHATI DYLI NOSI TOL-4, 5-BI SPHOS 
PHATE PHOSPHODIESTERASE BETA 2//6. 2e-ll: 207: 68//H 
s.994:M95678 

F-PLACE1011054//H. sapiens OBF-1 mRNA for octamer b 
inding factor 1//6. le-35: 310: 78//Hs. 2407: Z49 194 
F-PLACE1011056//Human putative serine/threonine pr 
otein kinase PRK (prk)mRNA, complete cds//0.74:22 20 
8: 61//Hs. 153640: U56998 

F-PUCE101 1057//EST//2. 5e-80: 388: 98//Hs. 126466: AA9 
13320 

F-PLACE101 1090//ESTs//l . 4e-94: 469: 97//Hs. 106448: R7 
6663 

F-PLACE1011109//ESTs//0. 13: 303: 62//Hs. 49294: AA4180 
37 

F-PLACE1011114//ESTs//5. 8e-12: 75: 100//Hs. 147422: AI 
214317 

F-PLACE101 1 133//ESTs//0. 17: 225: 62//fls. 132853: AI 370 30 
857 

F-PLACE101 1143//ESTs//0. 013: 264: 63//Hs.l 15368: AA62 
9949 

F-PLACE1011160 

F-PLACE1011165//Galactokinase 2//2.7e-32: 194:92//H 
s. 129228: H84443 

F-PLACE101 1 185//EST//1 . 4e-34: 261 : 83//Hs. 140250: AA7 
08114 

F-PLACE1011203//Homo sapiens chromosome 18qll beta 
-1,4-galactosyl transferase mRNA, complete cds//6.9 40 
e-124: 576: 99//Hs. 159140: AF038664 
F-PLACE1011214//ESTs, Weakly similar to B0035.14 
[C. elegans]//9. 7e-101: 469:99//Hs. 8241: AA283057 
F-PLACE101 1219//ESTs, Weakly similar to coded for 
by C. elegans cDNA CEESL70F [C.elegans]//2.6e-62:2 
21 :88//Hs. 101821 : W27452 

F- PLACE 1011221 //ESTs//0 . 46: 238: 62//Hs. 32853: AA0157 
51 

F-PLACE1011229//Homo sapiens mRNA for KIAA0529 pro 
tein, partial cds//l. 4e- 147: 675: 99//Hs. 23168: AB011 50 
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F-PLACE1011263//Homo sapiens BAC clone GS166A23 fr 
om 7p21//5. 9e-71: 350: 98//Hs. 15144: AC005014 
F-PLACE1011273//ESTs//l. 0: 222: 59//Hs. 35274: AA49580 
3 

F-PLACE1011291//Homo sapiens clone 24712 unknown m 
RNA, partial cds//3.4e-09: 191: 65//Hs. 140950: AF0706 
37 

F-PLACE101 1296//ESTs//0. 019: 137: 63//Hs. 140654: AA86 
5915 

F-PLACE1011310//EST//0. 066: 336: 58//Hs. 162529: AA584 
160 

F-PLACE1011325//ESTS//7. 4e-43: 229: 96//Hs. 21081: H08 
310 

F-PLACE1011332//Homo sapiens N- acetyl glucosamine-p 
hosphate mutase mRNA, complete cds//4.8e-151:696:99 
//Hs.5819:AF102265 

F-PLACE1011340//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//1.5e-20: 120:81//Hs. 159 
897:AB007970 

F-PUCE1011371//Human mRNA for PK-120//9.5e-35:68 
4: 63//Hs. 76415:038535 

F-PLACE1011375//ESTs, Moderately similar to potass 
ium channel protein Raw3 [R.norvegicus]//6.7e-68:3 
25: 99//Hs. 107245: AA627053 

F-PIACE1011399//ESTs//8. 6e-05: 285: 61//Hs. 130105: AA 
904868 

F-PLACE1011419//ESTs//0. 70: 240: 62//Hs. 159650: N9555 
2 

F-PLACE1011433//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds//l. 5e- 158: 743: 98//Hs. 10801: AB011 
102 

F-PLACE1011452//Human Une-1 repeat mRNA with 2 op 
en reading frames//1.9e-53: 557: 72//Hs. 23094: M19503 
F-PLACE1011465//EST//3. le-58: 380: 85//Hs. 131605: AI0 
25204 

F-PLACE1011472//Homo sapiens mRNA for KIAA0712 pro 
tein. complete cds//l. 5e- 152: 703: 99//Hs. 111138: ABO 
18255 

F-PLACE1011477//Homo sapiens sorting nexln 2 (SNX 
2) mRNA, complete cds//l . 7e- 146: 675: 99//Hs. 1 1 183: A 
F065482 

F-PLACE1011492//ESTs//2. Oe-35: 1,86: 98//Hs. 125886: AA 
884264 

F-PLACE101 1503//EST//0. 67: 149: 65//Hs. 149774: AI 2859 
97 

F-PUCE1011520//ESTs//0. 00014: 213: 64//Hs. 119889: AA 
705319 

F-PLACE101 1563//ESTs//2. 2e-61 : 394: 86//Hs. 1 17718: AA 
883476 
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F-PLACE1011567//Homo sapiens DEC-205 mRNA, complet 
e cds//3. le-46:325:84//Hs. 153563: AFO 11 333 
F-PLACE1011576//Homo sapiens hematopoietic cell de 
rived zinc finger protein mRNA, complete cds//4.3e 
-67: 268: 86//Hs. 86371: AF054 180 
F-PLACE1011586//Homo sapiens hLRplOS mRNA for LDL 
receptor related protein 105, complete cds//0.98:l 
53:65//Hs. 143641: AB009462 

F-PLACE1011635//Homo sapiens Jagged 2 mRNA, comple 
te cds//0. 00029: 585: 57//Hs. 106387: AF029778 10 
F-PLACE1011641 

F-PLACE1011643//Homo sapiens mRNA for KIAA0293 gen 
e, parti al cds//0. 00058: 499: 58//Hs. 12784: AB006631 
F-PLACE101 1646//EST//3. 2e-26: 201:68//Hs. 140349: AA7 
57661 

F-PLACE101 1649//ESTs//0. 25: 145: 64//Hs. 23033: R46086 
F-PLACE101 1650//ESTs//0. 041: 96: 77//Hs. 119351: AA447 
745 

F-PLACE1011664//Human mRNA for stac, complete cds/ 
/l . 0: 245: 60//fls. 56045: D86640 20 
F- PLACE 1 0 1 1 675//Cel 1 division cycle 27//0. 098: 448: 
57//Hs. 73151: S78234 

F-PLACE101 1682//EST//9. 6e-06: 119: 72//Hs. 93664: N233 
66 

F-PLACE1011719//Human mRNA for KIAA0352 gene, comp 
1 ete cds//0. 92: 365: 60//Hs. 17262: AB002350 
F-PLACE1011725 

F-PLACE1011729//EST//0. 56: 304: 58//Hs. 86378: AA21085 
3 

F-PLACE101 1749//ESTs//4. 3e-88: 443: 96//Hs. 132850: AA 30 
779891 

F-PLACE1011762//ESTs//0.012: 149:68//Hs. 145075:AI20 
8240 

F-PLACE101 1778//ESTs//0. 00016: 199: 64//Hs. 160395: AI 
393693 

F-PLACE1011783//EST//1. 0: 119: 66//Hs. 162191: AA53466 
0 

F-PLACE1011858//Human novel homeobox mRNA for a DN 
A binding protein//8.9e-05:477:59//Hs.37035:U07664 
F-PLACE101 1874//EST//0. 20: 118: 66//Hs. 127351: AA9547 40 
75 

F-PLACE1011875//Homo sapiens mRNA for KIAA0580 pro 
tein, partial cds//5.3e- 110: 526: 98//Hs. 22572: AB011 
152 

F-PLACE101 1891//ESTs//l. 8e-58: 397: 88//Hs. 84698: AA7 
25913 

F-PLACE1011896//ESTs, Weakly similar to Y53C12A.3 
[C. el egans] //9. 4e-09: 478: 56//Hs. 107747: AI 357868 
F-PLACE101 1922//ESTs//0. 49: 249: 62//Hs. 152627: AA595 
817 50 
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F-PLACE1011923//Homo sapiens serum- inducible kinas 
e mRNA, compl ete cds//3. 7e- 140: 664: 98//Hs. 3838: AFO 
59617 

F-PLACE1011962//EST//1. 7e-07: 81: 85//Hs. 104333: AA25 
0763 

F-PLACE1011964//EST//6. 6e-38: 412: 74//Hs. 140562: AA8 
26514 

F-PLACE1011982//ESTs//0. 40: 405: 60//fls. 127743: AI261 
591 

F-PLACE1011995//ESTs//l. 7e-22: 486: 64//Hs. 105157: AA 
527514 

F-PLACE1012031//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds//4. Oe-148: 690: 98//Hs. 88756: AB018 
256 

F-PLACE2000003//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0487//6. 5e-54: 290: 81//Hs. 923 
81: AB007956 

F-PLACE2000006//ESTs//0. 067: 224:62//Hs. 144100: AI 20 
5503 

F-PLACE2000007//ESTs//8. le-23: 147: 91//Hs. 128530: AA 
325330 

F-PLACE2000011//Interleukin 10//4. 2e-42: 362: 78//H 
s. 2180:157627 

F-PLACE2000014//EST//0. 10: 214: 61//Hs. 160247: AI 1388 
31 

F-PLACE2000015//Interleukin 10//1. 4e-44: 393: 78//H 

s. 2180: M57627 

F-PLACE2000017 

F-PLACE2000021//Homo sapiens TRF1- interacting anky 
rin- related ADP-ribosepolymerase mRNA, partial cds 
//5. 7e-85: 844: 72//Bs. 7928: AF082557 
F-PLACE2000030 

F-PLACE2000033//Human adhesion molecule ninjurin m 
RNA, complete cds//0. 85: 234: 66//Hs. 11342: U91512 
F-PLACE2000034//Homo sapiens mRNA for KIAA0607 pro 
tein, partial cds//0.058:348:62//Hs.94653:AB011179 
F-PLACE2000039//Human plectin (PLEC1) mRNA, comple 
te cds//0. 0058: 473: 59//Hs. 79706: U53204 
F-PLACE2000047//ESTs//4. 9e-32: 328: 75//Hs. 141024: HO 
7128 

F-PLACE2000050//ESTs//3. Oe-36: 270: 83//Hs. 155512: AA 
663966 

F-PLACE2000061 

F-PLACE2000062//Human membrane- associated lectin t 
ype-C mRNA//2. 9e- 1 14: 662: 86//Hs. 23759: M98457 
F-PLACE2000072//Homo sapiens ZNF202 alpha (ZNF202) 
mRNA, complete cds//7. le-135: 631: 98//Hs. 9443: AF02 
7219 

F-PLACE2000097//ESTs//0.021: 117:70//Hs. 132811: AI 03 
4333 
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F-PLACE2000100 

F-PLACE2000103//ESTs//l. le-56: 284: 98//Hs. 144786: AI 
219219 

F-PLACE2000111//H. sapiens mRNA for 1-acylglycerol- 
3-phosphate 0-acyl transferase//0. 76: 215: 65//fls. 658 
7:U56417 
F-PLACE2000115 

F-PLACE2000124//Human mRNA for KIAA0355 gene, comp 
1 ete cds//2. 8e-49: 400: 79//Hs. 153014: AB002353 
F-PLACE2000132 10 
F-PLACE2000136//ESTs, Hoderately similar to hypoth 
etical protein [H. sapi ens] //L2e-08: 245: 64//Hs. 140 
343: AA718911 

F-PLACE2000140//Adenylate kinase 2 (adk2)//3.7e-2 

4: 162: 90//Hs. 83833: U54645 

F-PLACE2000164 

F-PLACE2000170 

F-PLACE2000172//ESTs//0. 64: 239: 62//Hs. 31175: AI 2191 
79 

F-PUCE2000176 20 

F-PLACE2000187 

F-PLACE2000216 

F-PLACE2000223//EST//0. 0092: 171: 60//Hs. 162830: AA64 
3933 

F-PLACE2000235//Human mRNA for KIAA0298 gene, comp 
1 ete cds//l . 6e-38: 792: 63//Hs. 21560: AB002296 
F-PLACE2000246//Homo sapiens mRNA for KIAA0795 pro 
tein, partial cds// 1.5e- 74: 367 :98//Hs. 22926: ABO 183 
38 

F-PLACE2000264//Homo sapiens mRNA for RIAA0792 pro 30 
tein, complete cds//2. Oe-29: 366: 73//Hs. 119387: AB00 
7958 

F-PLACE2000274//Homo sapiens mRNA for dynein heavy 
chain//l. 0e-23: 650: 62//Hs. 144672: AJ000522 
F-PLACE2000302//ESTs//L 7e-05: 66: 89//Hs. 55572: W375 
60 

F-PLACE2000305//ESTs//l . 6e-78: 382: 98//Bs. 136731 : AA 
745869 

F-PLACE2000317 

F-PLACE2000335//Fc fragment of IgE, high affinity 40 
I, receptor for; betapolypeptide//6. le-24: 295: 76// 
Hs.30:M89796 

F-PLACE2000341//Human sodium iodide symporter mRN 
A, complete cds//6. 8e-21: 593: 61//Hs. 103983: U66088 
F-PLACE2000342//Centromere protein B (80kD)//1.4e- 
06: 326: 61//Hs. 85004: X05299 

F-PLACE2000347//ESTs, Hoderately similar to F18547 
J [B. sapi ens] //3. 7e- 16: 139: 82//Hs. 28209: AI 073817 
F-PLACE2000359//ESTS//5. 0e-19: 251: 71//Hs. 58272: W76 
645 50 
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F-PLACE2000366//ESTs//l . 7e-37: 399: 75//Bs. 136646: AA 
748045 

F-PLACE2000371//EST//0.65: 107:65//Hs. 157677: AI 3588 
61 

F-PLACE2000373//ESTs//0. 30: 207: 59//Hs. 143902: AI 131 
032 

F-PLACE2000379//ESTs//l . 3e-64: 402: 87//Hs. 146307: AA 
584638 

F-PLACE2000394//Homo sapiens mRNA, chromosome 1 sp 

ecific transcript KIAAQ484//1.0e-87:694:80//Hs. 158 

095:AB007953 

F-PLACE2000398 

F-PLACE2000399 

F-PLACE2000404 

F-PIACE2000411 

F-PLACE2000419//Bomo sapiens PYRIN (HEFV) mRNA, co 
mplete cds//8. 0e-52: 463: 74//Hs. 113283: AF018080 
F-PLACE2000425//EST//0. 44: 168: 62//Hs. 44677: N34966 
F-PLACE2000427 

F-PLACE2000433//ESTs//4. 7e-18: 213: 74//Hs. 110187: AA 
699719 

F-PLACE2000435//EST//4. 7e-05: 159: 64//Bs. 123604: AA8 
15257 

F-PLACE2000438//H. sapi ens mRNA for UDP- Gal NAc: poly 
peptide N- acetyl gal actosaminyl transferase (12) //l. 
9e-20: 418: 64//Bs. 130181: X85019 
F-PLACE2000450//Homo sapiens PYRIN (HEFV) mRNA, co 
mplete cds//4. Oe-83: 324: 81//Hs. 113283: AFO 18080 
F-PLACE2000455//ESTs, Hoderately similar to !!!! A 
LU SUBFAHLY SC WARNING ENTRY !!!! [H. sapiens] //4. 
0e-05: 100: 73//Hs. 104239: AA488082 
F-PLACE2000458//H. sapiens mRNA for hFat protein// 
0. 0010: 545: 57//Hs. 91107: X87241 
F-PLACE2000465//ESTs//4. 4e-38: 377: 75//Hs. 55855: AA6 
21381 

F-PLACE2000477//Homo sapiens PYRIN (HEFV) mRNA, co 
mplete cds//1.8e-68:520:81//Hs. 113283: AF018080 
F-PUCE3000004//Human EYA3 homolog (EYA3) mRNA, co 
mplete cds//3. 9e-14: 204: 73//Hs. 46925: Y10262 
F-PLACE3000009//Human mRNA for RIAA0386 gene, comp 
lete cds//4. 8e-59: 696: 69//Bs. 101359: AB002384 
F-PLACE3000020//Prostaglandin 12 (prostacyclin) re 
ceptor (I P) //0. 00081 : 500: 61//Hs. 393: D38128 
F-PLACE3000029 

F-PLACE3000059//ESTs//0. 0026: 49: 100//Hs. 42913: AI 08 
2248 

F-PLACE3000070//ESTs//5. 6e-15: 202: 74//Hs. 154993: AA 
142842 

F-PLACE3000103//Homo sapiens cofactor of initiator 
function (CIF150) mRNA, complete cds//l . 0: 186: 62/ 
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/Hs.l 22752: AF026445 

F-PLACE3000119//Homo sapiens mRNA for KIAA0752 pro 
tein, partial cds//2.8e-48: 283: 83//Hs. 23711: AB0182 
95 

F-PLACE3000121 

F-PLACE3000124//Thromboxane A2 receptor//l. le-55: 1 
95: 83//Hs. 89887: D38081 

F-PLACE3000136//Hoido sapiens mRNA for KIAA0703 pro 
tein, complete cds//1.0: 194: 59//Hs. 6168: AB014603 
F-PLACE3000142//EST//0. 41 : 179: 59//Hs. 137438: AA2822 10 
43 

F-PU\CE3000145//ESTs//3. 5e-25: 145: 96//Hs. 163950: AA 
683016 

F- PLACE3000 1 4 7//EST//5 . Oe-43: 285: 86//Hs. 160895: AI3 
65871 

F-PLACE3000148 

F-PLACE3000155//Homo sapiens mRNA for RIAA0672 pro 
tein, complete cds//5.6e-80: 382: 99//Hs. 6336: AB0145 
72 

F-PLACE3000156//ESTs//0. 00015: 277: 62//Hs. 156834: AI 20 
336023 

F-PLACE3000157//Calcium channel, voltage-dependen 
t, P/Q type, alpha 1A subunit//0.54:320:60//Hs.962 
53: U79666 

F-PLACE3000158//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//4. 9e-66: 319: 88//Hs. 153468: AB01 
1147 

F-PLACE3000160 

F-PLACE3000169//Small inducible cytokine A5 (RANTE 
S)//l. 3e-64: 501: 80//Hs. 155464: AF088219 30 
F-PLACE3000194 
F-PLACE3000197 

F-PLACE3000199//EST//1. 0: 108: 68//Hs. 98488: AA426546 
F-PLACE3000207//EST//1. Oe-32: 184: 75//Bs. 160146: AI0 
49975 

F-PLACE3000208//CLASS II HISTOCOMPATIBILITY ANTIGE 
N, H ALPHA CHAIN PRECURS0R//1. 0: 271: 61 //Hs. 77522: X 
62744 

F-PLACE3000218//EST//1. 3e-46: 317: 84//Hs. 162197: AA5 
35216 40 
F-PLACE3000220//EST//9. 3e-95: 443: 99//Hs. 112702: AA6 
09377 

F-PLACE3000221//Homo sapiens DNA fragmentation fac 
tor 40 kDa subunit (DFF40) mRNA, complete cds//9.2 
e-56: 200: 85//Hs. 133089: AF064019 
F-PLACE3000226 

F-PLACE3000230//EST//6. le-16: 173: 72//Hs. 148578: AI 2 
01568 

F-PLACE3000242//Human DNA sequence from clone 1409 
on chromosome Xpl 1.1-11.4. Contains a Inter- Alpha 50 
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-Trypsin Inhibitor Heavy Chain LIKE gene, aalterna 
tively spliced Melanoma- Associated Antigen MAGE LI 
KE gene and a 6-Phosphofructo-2-kinase (Fructose- 
2,6-bisphosphatase) LIKE pseudogene. Contains EST 
s, STSs and genomic marker DXS8032//1 . 2e-54: 434: 80 
//Hs.4943:Z98046 
F-PLACE3000244 

F-PLACE3000254//NUCLE0UN//2. 6e-05: 445: 60//Hs. 7911 
0: M60858 

F-PLACE3000271//ESTs//l . 6e-25: 195: 72//Hs. 108452: H7 
8650 

F-PLACE3000276//ESTs//l . Oe- 13: 274: 66//Hs. 28589: AI0 
04944 

F-PLACE3000304//EST//0. 043: 210: 61//Hs. 132378: AI026 
770 

F-PLACE3000310 

F-PLACE3000320//EST//1. 2e-12: 188: 70//Hs. 145771: AI 2 
69586 

F-PLACE3000322//Small inducible cytokine A5 (RANTE 
S)//4. 7e-29: 252: 80//Hs. 155464: AF088219 
F-PLACE3000331 , 

F-PLACE3000339//Homo sapiens mRNA for KIAA0645 pro 
tein, complete cds//0. 91: 222: 61//Hs. 155987: AB01454 
5 

F-PLACE3000341//EST//1. 8e-05: 394: 58//Hs. 112894: AA6 
20741 

F-PLACE3000350//ESTs, Highly similar to SERINE/TH 
RE0NINE- PROTEIN KINASESUL0 [Caenorhabditis elegan 
s] III. 9e-59: 474: 11 1 lis. 125850: AA885355 
F-PLACE3000352//H. sapiens 0BF-1 mRNA for octamer b 
inding factor l//2.5e-48: 442: 78//Hs. 2407: Z49194 
F-PLACE3000353//H. sapiens mRNA for UDP-GalNAc:poly 
peptide N- acetyl gal actosaminyl transferase (Tl)//0. 
78: 234: 63//Hs. 7498: U41514 

F-PLACE3000362//EST//6. 5e-25: 302: 73//Hs. 140504: AA8 
10441 

F-PLACE3000363 

F-PLACE3000365//ESTs//0. 81: 200: 60//Hs. 141556: N4992 
8 

F-PLACE3000373//ESTs//0. 0071: 82: 73//Hs. 136310: AA44 
2641 

F-PLACE3000388//ESTs//7. 9e-16: 235: 111 Us. 44701 : AA8 
30432 

F-PLACE3000399//Clathrin, light polypeptide (Lcb)/ 
/5. 2e-70: 391: 81//Hs. 73919: X81637 
F-PLACE3000400//ESTs//0. 53: 162: 66//Hs. 49303: AA8107 
85 

F-PLACE3000401//EST//2. 3e-35: 178: 100//Hs. 162851: AA 
632270 

F-PLACE3000402//ESTs//2. 4e-84: 425: 96//Hs. 148962: AI 
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219715 

F-PLACE3000405//EST//2. le-39: 452: 73//Hs. 140414: AA7 
78541 

F-PLACE3000406//Homo sapiens apoptotic protease ac 
tlvating factor 1 (Apaf-1) mRNA, complete cds//L9 
e-07: 116: 78//Hs. 77579: AF01 3263 
F-PLACE3000413//ESTs, Weakly similar to methyl ste 
rol oxidase [H. sapiens]//1.6e-51: 260: 98//fls. 12251 
2:H61502 

F-PLACE3000416//Homo sapiens mRNA for KIAA0801 pro 10 
tein, complete cds//0. 00020: 630: 57//Hs. 17585: AB018 
344 

F-PLACE3000425//EST//3. 8e-34: 286: 79//Hs. 135301: AI0 
39161 

F-PLACE3000455//Bomo sapiens mRNA for cytochrome b 
small subunit of complex II, complete cds//3.6e-3 
2: 183: 93//Hs. 108326: AB006202 
F-PLACE3000475//ESTs//l. 9e-09: 422: 61//Hs. 145783: AA 
081874 

F-PLACE3000477//H. sapiens mRNA for chemokine recep 20 
tor D6//1 . 0: 426: 54//Hs. 1 17572: U94888 
F-PUCE4000009//TRICH0HYALIN//3. le-09: 692: 60//Hs. 8 
2276: L09190 

F-PLACE4000014//Homo sapiens mRNA for KIAA0809 pro 
tein, partial cds//3, 6e-118: 331: 100//Hs. 105399: ABO 
18352 

F-PLACE4000034//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SK-A-69G12//L le-06: 244: 63//Hs. 154050: AC0 
04131 

F-PLACE4000049//Homo sapiens clone 24619 mRNA sequ 30 
ence//4. 3e-45: 371: 79//Hs. 139088: AF070533 
F-PLACE4000052//Human ATP binding cassette transpo 
rter (ABCR) mRNA, complete cds//1.4e-53:669:67//H 
s. 40993: AF000148 
F-PLACE4000063 

F-PLACE4000089//ESTs//2. 2e- 10: 121 : 85//Hs. 49391: WOO 
713 

F-PLACE4000093//ESTs//0. 0053: 273: 60//Hs. 136952: AA8 
25819 

F-PLACE4000100//ESTs//8. 0e-21: 246: 73//Hs. 140207: N3 40 
2058 

F-PLACE4000106//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds//3. 8e- 147: 684: 99//Hs. 129937: AB00 
7931 

F-PLACE4000128//Homo sapiens ES/130 mRNA, complete 
cds//0. 23: 398: 60//fls. 98614: AF006751 
F-PLACE4000129 

F-PLACE4000131//ESTs//2. 4e-13: 194: 72//Hs. 41418: H90 
627 

F-PLACE4000147//ESTs//0. 0060: 324: 60//Hs. 85640: AA53 50 
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F-PLACE4000156//Zinc finger protein 136 (clone pHZ 
-20) 111. 3e-89: 764: 76//Hs. 69740: U09367 
F-PLACE4000192 
F-PUCE4000211 

F-PLACE4000222//EST//1 . 9e-15: 317: 66//Hs. 149206: AI 2 
46594 

F-PLACE4000230//Human mRNA for KIAA0331 gene, comp 
lete cds//0. 0048: 258: 60//Hs. 146395: AB002329 
F-PLACE4000233//ESTs//4. 4e-38: 240: 80//Hs. 114605: AI 
304317 

F-PLACE4000247//Homo sapiens mitochondrial outer m 
embrane protein (T0M40) mRNA, nuclear gene encodin 
g mitochondrial protein, complete cds//0. 0095: 156: 
69//Hs. 30928: AF043250 

F-PLACE4000250//ESTs//3. 8e-72: 377: 94//Hs. 124234: T8 
9609 

F-PLACE4000252//ESTs//L0: 196:64//fls. 144869: AA4938 
86 

F-PLACE4000259//Homo sapiens mRNA for KIAA0788 pro 
tein, partial cds//6.2e-27: 191: 87//Hs. 2397: Z70200 
F-PLACE4000261 

F-PLACE4000269//ESTs, Weakly similar to coded for 

by C. elegans cDNA yk52bl0.3 [C.elegans]//9. 5e-41: 

202: 100//Hs.l 18849: AA215645 

F-PLACE4000270 

F-PLACE4000300 

F-PLACE4000320//FKBP-RAPAMYCIN ASSOCIATED PROTEIN/ 
/4. 5e-23: 135: 96//Hs. 155952: U88966 
F-PUCE4000323//EST//6. 7e-09: 180: 68//Hs. 116769: AA6 
30365 

F-PLACE4000326//ESTs//2. le-94: 453: 98//Hs. 103177: W7 
2798 

F-PLACE4000344//EST//6. 4e-05: 135: 67//Hs. 146729: AI 1 
47292 

F-PLACE4000367 
F-PLACE4000369 

F-PLACE4000379//EST//3. 9e-42: 381: 79//Bs. 162335: AA5 
64256 

F-PLACE4000387//ESTs//0. 19: 93: 69//Hs. 154173: AI 3798 
23 

F-PLACE4000392//ESTs//0. 0015: 381: 59//Hs. 120172: AA7 
09046 

F-PLACE4000401//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds//3. le-47: 605: 71//Hs. 153026: AB014 
540 

F-PLACE4000411//ESTs, Moderately similar to plakop 
hilin 2b [H. sapi ens] //4.7e- 33: 159: 81//Hs. 154257: AI 
275982 

F-PLACE4000431//Homo sapiens mRNA for RIAA0788 pro 
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tein, partial cds//1.3e-45: 263: 92//Hs. 2397: Z70200 

F-PLACE4000445 

F-PLACE4000450 

F-PLACE4000465//ESTs//l. 5e- 1 1: 273: 65//Hs. 145783: AA 
081874 

F-PLACE4000487//Sialophorin (gpL115, leukoslalin, 
CD43) //3. Oe- 14: 189: 71//Hs. 80738: X52075 
F-PLACE4000489//ESTs//0. 94: 104: 68//Hs. 125119: R3895 
1 

F-PLACE4000494//ESTs//l. 0: 185: 60//Hs. 143053: AI 1262 10 
89 

F-PLACE4000521//ESTs//0.0027: 161:70//fls. 135740: AA6 
51731 

F-PLACE4000522//ESTs, Highly similar to NEUROGENI 
C LOCUS NOTCH PR0TEINH0H0L0G 1 PRECURSOR [Homo sap 
iens]//0.047: 119: 65//Hs. 129053: AA767022 
F-PLACE4000548 

F-PLACE4000558//Homo sapiens mRNA for DFFRY protei 
n ( abundant transcript//0. 0035: 510: 59//Hs. 39163: AF 
000986 20 
F-PLACE4000581 

F-PLACE4000590//ESTs, Highly similar to POL POLYP 
ROTEIN [Friend murineleukemia virus (isolate 57)]/ 
/3. 4e-13: 275: 68//Hs. 113980: AI 034080 
F-PLACE4000593//ESTs, Weakly similar to F25D7. 1 
[C. el egans] //5. 2e-28: 239: 79//Hs. 109084: AI 004675 
F-PLACE4000612//Rerati n 9//0. 27: 207: 64//Hs. 2783: Z2 
9074 

F-PLACE4000638//Homo sapiens mRNA from chromosome 
5q21-22, clone: sF2//3.5e-47: 562: 69//Hs. 129685: ABOO 30 
2446 

F-PLACE4000650 
F-PLACE4000654 

F-PLACE4000670//ESTs//6. le-88: 411: 100//Hs. 130688: A 
1028132 

F-SRNMC1000011//Centromere protein B (80kD)//0.001 
3: 243: 62//Hs. 85004: X05299 

F-SKNMC1000013//ESTs, Highly similar to MULTIDRUG 
RESISTANCE PROTEIN H0M0L0G 50 [Drosophila melanog 
aster] 111. 5e-36: 197: 96//Hs. 1 18634: U66688 40 
F-SKNMC1000046//Homo sapiens mRNA for KIAA0654 pro 
tein, partial cds//2. 5e-148: 706: 98//Hs. 109299: AB01 
4554 

F-SKNMC1000050//Calpain, large polypeptide L2//4.1 
e-53: 330: 90//Hs. 76288: M23254 
F-SKNMC1000091//ESTs//3. 3e-64: 420: 88//Hs. 90997: AA9 
46877 

F-THYR01000017//Human mRNA for KIAA0315 gene, part 
i al cds//l . 0: 310: 60//Hs. 3989: AB002313 
F-THYR01000026//H. sapiens 0BF-1 mRNA for octamer b 50 
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inding factor l//2.9e-35: 299: 81//Hs. 2407: Z49194 
F-THYR01000034 

F-THYR01000035//ESTs//4. le-37: 317: 79//Hs. 141254: AI 
334099 

F-THYR01000040//ESTs//0. 30: 331: 59//Hs. 87176: AI 1483 
26 

F-THYR01000070//Human mRNA for RIAA0347 gene, comp 
lete cds//0. 069: 278: 63//Hs. 101996: AB002345 
F-THYR01000072//Homo sapiens clone 23584 mRNA sequ 
ence//8. 7e-86: 722: 77//Hs. 6654: AB014557 
F-THYR01000085 

F-THYR01000092//ESTs//3. le-100:469:99//Hs. 132207: A 
1148065 

F-THYR01000107 

F-THYR01000111//Human Line-1 repeat mRNA with 2 op 
en reading frames//6. 8e- 106: 690: 86//Hs. 23094 : H1950 
3 

F-THYR01000121 

F-THYR01000124//Human mRNA for alanine aminotransf 
erase//0. 0026: 420: 58//Hs. 103502: U70732 
F-THYR01000129//Homo sapiens TED protein (TED) mRN 
A, complete cds//2. 8e-155: 732: 98//Hs. 87619: AF08714 
2 

F-THYR01000132//ESTs//l. 9e-35: 164: 79//Hs. 139179: AA 
650203 

F-THYR01000156//EST//0. 32: 102: 68//Hs. 139634: AA4784 
16F-THYR01000163//Small inducible cytokine A5 (RAN 
TES)//5.2e-50:331:85//Hs 
. 155464: AF088219 

F-THYR01000173//Human clathrin assembly protein 50 
(AP50) mRNA, compl etecds//l . le-05: 261 : 61//Hs. 1529 
36:063475 

F-THYR01000186//H. sapiens mRNA for phosphoinositid 
e 3-klnase//3.7e-41:270:87//Hs. 101238: Y11312 
F-THYR01000187//EST//0. 11: 227: 62//Hs. 101773: H23270 
F-THYR01000190//ESTs//0. 82: 194: 63//Hs. 128818: AA976 
883 

F-THYR01000197//Homo sapiens mRNA for poly (A) -spec 
ific ri bonucl ease//2. 4e- 175: 805: 99//Hs. 43445: AJ005 
698 

F-THYR01000199//Homo sapiens mRNA for KIAA0652 pro 
tein, complete cds//4.0e-88: 616: 84//Hs. 79672: AB014 
552 

F-THYR01000206//EST//0. 96: 291 : 61//Hs. 104962: AA4438 
48 

F-THYR01000221//Human clone 23589 mRNA sequence// 
0. 035: 242: 62//Hs. 11506: U79297 
F-THYR01000241//EST//0. 48: 102: 69//Hs. 160764: AI 3133 
22 

F-THYR01000242//Zinc finger protein 84 (HPF2)//1.2 



(1986) 

3969 

e-42: 534: 64//Hs. 9450: M27878 
F-THYR01000253//Homo sapiens mRNA for KIAA0690 pro 
tein, partial cds//0. 61 : 21 1 : 64//Hs. 60103: AB014590 
F-THYR01000270 

F-THYR01000279//ESTs//0.0020: 104: 72//Hs. 121476: AI2 
15500 

F-THYR01000288//Homo sapiens mRNA for Hs Ste24p, c 
ompl ete cds//l . 3e- 180: 848: 98//Hs. 25846: AB016068 
F-THYR01000320//ESTs, Weakly similar to Similar to 
glutamate decarboxylase [C.elegans]//7.6e-92:431: 10 
99//Hs. 122719: AA777803 

F-THYR01000327//Autocrine motility factor receptor 
III. 8e-52: 290: 93//Hs. 80731: M63175 
F-THYR01000343//Homo sapiens mRNA for KIAA0790 pro 
tein, partial cds//7.2e-164: 763: 98//Hs. 12002: AB018 
333 

F-THYR01000358//Human selenium- binding protein (hS 
BP) mRNA, complete cds//6.9e- 34: 177: 84//Hs. 7833: U2 
9091 

F-THYR01000368//ESTs//0. 001 1 : 55: 96//Hs. 34994: AA252 20 
919 

F-THYR01000381//Homo sapiens mRNA for RIAA0562 pro 
tein, complete cds//0. 081: 240: 62//Hs. 118401: AB01 11 
34 

F-THYR01000387//EST//3.6e-14: 197: 71//Hs. 139399: AA4 
16855 

F-THYR01000394//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//5.8e-39:245:91//Hs. 119 
095:T79413 

F-THYR01000395//EST//5. 8e-69: 333: 99//Hs. 156524: AA7 30 
24572 

F-THYR01000401//ESTs//l. 8e-24: 132: 98//Hs. 54852: W26 
238 

F-THYR01000438//EST//1. 9e-05: 217: 63//Hs. 115930: AA5 
79773 

F-THYR01000452//B cell lymphoma protein 6 (zinc fi 
nger protein 51) //0. 096: 306: 60//Hs. 155024: U001 15 
F-THYR01000471//Tyrosine aminotransferase/^. 6e-4 
4:403:77//Hs.2999:X52520 

F-THYR01000484//EST, Weakly similar to putative pi 40 
50 [H. sapi ens] //8. 9e-22: 248: 76//Hs. 162011: AA513663 
F-THYR01000488 

F-THYR01000501//B. sapiens Staf50 mRNA//3. 2e-75: 61 
5:77//Hs.68054:X82200 

F-THYR01000502//ESTs//l . 0: 350: 57//Hs. 1 19749: AA6892 
98 

F-THYR01000505//Interleukin 13//0. 95: 245: 60//Hs. 84 
5:U31120 

F-TBYR01000558//EST//1. 3e-24: 351: 64//Hs. 142326: AA3 
51877 50 
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F-THYR01000569//Homo sapiens mRNA for dihydropyrim 
idinase related protein 4, complete cds//0. 28: 229: 
61//Hs. 100058: AB006713 

F-THYR01000570//EST//0. 80: 171: 61//Hs. 112790: AA6099 
49 

F-THYR01000585//Homo sapiens protein associated wi 
th Myc mRNA, completecds//2. 4e- 168: 808: 97//fls. 1514 
11: AF075587 

F-THYR01000596//EST//9. 5e-94: 461: 96//Hs. 135397: AI0 
56322 

F-THYR01000602//EST//4. 9e-06: 80: 80//Hs. 162135: AA52 
6331 

F-THYR01000605//Guanylate cyclase 1, soluble, alph 
a 2//0. 44: 182: 62//Hs. 2685: Z50053 
F-THYR01000625//Thromboxane A2 receptor/74. 5e-45:3 
23: 82//Hs. 89887:038081 

F-THYR01000637//ESTs//4. 4e-24: 255: 75//Hs. 101014: AA 
194941 

F-THYR01000641//ESTs//0. 00017: 375: 58//Hs. 32703: AA0 
54125 

F-THYR01000658//CD4 receptor {exons 1 and 2} [huma 
n, T-lymphocyte, mRNA, 3429 nt]//l. 8e-09: 127: 77//H 
s.l 16007: S79267 
F-THYR01000662 

F-THYR01000666//ESTs//l. 9e-28: 149: 99//Hs. 105187: AI 
394157 

F-THYR01000676//CD4 receptor {exons 1 and 2} [huma 
n, T-lymphocyte, mRNA, 3429 nt]//5.7e-49:281: 77//H 
s.l 16007: S79267 

F-TBYR01000684//ESTs, Weakly similar to band-6-pro 
tein [H. sapiens] //0. 46: 368: 57//Hs. 26557: AA480380 
F-THYR01000699//ESTs//l. 6e-10: 314: 65//Hs. 139212: AA 
243452 

F-THYR01000712//ESTs//3. 3e-42: 211: 99//Hs. 69330: AI0 
56324 

F-THYR01000715//Human plectin (PLEC1) mRNA, comple 
te cds//2. 9e-06: 631: 59//Hs. 79706: U53204 
F-THYR01000734//ESTs//8. 4e-08: 226: 64//fls. 125754: AA 
806085 

F-THYR01000748//Komo sapiens KIAA0411 mRNA, comple 
te cds//3. le-35: 339: 74//Hs. 7977: AB007871 
F-THYR01000756//Homo sapiens protocadheri n (PCDH8) 
mRNA, complete cds//l. 0: 209: 62//Hs. 19492: AF061573 
F-THYR01000777//Human mRNA for RIAA0147 gene, part 
i al cds//0. 00069: 636: 57//Hs. 158132: D63481 
F-THYR01000783//Homo sapiens Arp2/3 protein comple 
x subunit p41-Arc (ARC41) mRNA, complete cds//0.7 
0: 452: 58//Hs. 11538: AF006084 
F-THYR01000787 
F-THYR01000793 



(1987) 

3971 

F-THYR01000796 

F-THYR01 000805//Homo sapiens mRNA from chromosome 
5q21-22, clone: sF2//9. 4e-36: 561: 68//Hs. 129685: ABOO 
2446 

F-THYR01000815//Human mRNA for KIAA0118 gene, part 
ial cds//l . 2e-45: 465: 75//Hs. 154326: D42087 
F-THYR01000829//ESTs//l. 7e-66: 361: 95//fls. 7906: H163 
39 

F-THYR01000843 

F-THYR01000852//ESTs//6. 2e-23: 204: 81//Hs. 144452: AA 10 
838788 

F-THYR01000855//ESTs//0.049:159:64//Hs.l63532:AI42 
4170 

F-THYR01000865//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.0e-3 
3: 190: 75//Hs. 133526: N21 103 

F-THYR01000895//ESTs//3. 8e-24: 191: 84//Hs. 132722: AA 
618531 

F-THYR01000916//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0487//1.8e-43:318:79//Hs.923 20 
81:AB007956 

F-THYR01000926//Homo sapiens cAHP-specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds//3.0e-179:8 
39: 98//Hs. 78106: AF079529 

F-THYR01000934//PYRROUNE-5-CARBOXYLATE REDUCTASE/ 
/l. le-33: 759: 63//Hs. 79217: M77836 
F-THYR01000951//MUELLERIAN INHIBITING FACTOR PRECU 
RS0R//0. 055: 662: 56//Hs. 112432: AC005263 
F-THYR01000952//Human mRNA for KIAA0208 gene, comp 
1 ete cds//0. 98: 177: 65//Hs. 83558: D86963 30 
F-THYR01000974//Homo sapiens putative ATP-dependen 
t mitochondrial RNA helicase (SUV3) mRNA, nuclear 
gene encoding mitochondrial protein, complete cds/ 
II. 7e-15: 123:90//Hs. 106469: AF042 169 
F-THYR01000975//EST//0. 45: 172: 62//Hs. 105449: AA5139 
07 

F-THYR01000983 

F-THYR01000984//EST//0. 0075: 119: 65//Bs. 150347: AA98 
4646 

F-THYR01000988//ESTs//0. 056: 99: 71//Hs. 153409: AI 224 40 
307 

F-THYR01001003 

F-THYR01001031//Thi opuri ne S-methyl transferase/^ . 
8e-44: 568: 71//Hs. 51124: AF019369 
F-THYR01001033//H. sapiens mRNA for cylicin II//0.0 
061: 287: 60//Hs. 3232: Z46788 

F- THYR0 1 00 1 062//I SLET AMYLOID POLYPEPTIDE PRECURS0 
R//3. 2e-45: 394: 79//Hs. 51048: X68830 
F-THYR01001093//Human mRNA for KIAA0355 gene, coop 
lete cds//3.4e-33:421:72//Hs. 153014: AB002353 50 
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F-THYR01001100//Human DNA-binding protein mRNA, 3' 
end//2. le-74: 741: 74//Hs. 159249: Z99130 
F-THYR01001120//Homo sapiens deltex (Dx) mRNA, com 
pi ete cds//4. 5e- 18: 447: 62//Hs. 124024: AF053700 
F-THYR01001 121//ESTs//0. 92: 257: 61//Hs. 118246: N9541 
6 

F-THYR01001133//EST//1 . le- 38: 367: 75//Hs. 144175: H70 
425 

F-THYR01001134//ESTs//l. 4e-28: 186: 91//fls. 109468: W5 
2074 

F-THYR01001142//ESTs//l. 8e-44: 332: 82//Hs. 146811: AA 
410788 

F-THYR01001173 

F-THYR01001177//ESTs//7. 7e-40: 240: 84//Hs. 155384: Z7 
8385 

F-THYR01001189//ESTs//2. le-36: 323: 76//H.S. 120206: AI 
089163 

F-THYR01001204 

F-THYR01001213//Small inducible cytokine A5 (RANTE 
S)//3. le-43:256:81//Hs. 155464: AF088219 
F-THYR01001262//ESTs//7. 9e-44: 279: 87//Hs. 138856: H4 
7461 

F-THYR01001271//Hamo sapiens mRNA for synaptogyrin 

3//0. 0045: 273: 60//Hs. 6467: AJ002309 
F- THYR0 1 00 1 287//Hotio sapiens alpha 1,2-mannosidase 

IB mRNA, complete cds//0. 014: 178: 66//Hs. 125315: AF 
027156 

F-THYR01001290//ESTs//3.9e-43: 145:99//Hs. 147797: AA 
069836 

F-THYR01001313//ESTs//l. 0: 244: 61//Hs. 127488: AA5281 
82 

F-THYR01001320//ESTs//0. 062: 126: 67//Hs. 133296: AI31 
1872 

F-THYR01001321//Hamo sapiens DEC- 205 mRNA, complet 
e cds//2. 5e-35: 560: 68//Hs. 153563: AF011333 
F-THYR01001322//ESTs//0. 12: 238: 61//Hs. 29169: N66545 
F-THYR01001347//ESTs//7. 5e-61 : 293: 99//Hs. 129962: AA 
927207 

F-THYR01001363//ESTs//l. Oe-16: 178: 78//Hs. 163954: N5 
7939 

F-THYR01001365//Homo sapiens RIAA0417 mRNA, comple 
te cds//3. 6e-18: 187: 79//Hs. 12385: AB007877 
F-THYR01001374//Homo sapiens mRNA for KIAA0707 pro 
tein, partial cds//7.4e-157: 740: 97//Hs. 138488: AB01 
4607 

F-THYR01001401//EST//4. 6e- 14: 171:76//Hs. 157587: AI 3 
56993 

F-THYR01001403//ESTs//2. 2e-50: 464: 79//Bs. 1 18046: N4 
9946 

F-THYR01001405//ESTs//l. 7e-44: 226: 98//Hs. 156667: AI 
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347694 

F-THYR01001406//Hydroxysteroid (17-beta) dehydroge 
nase 3//2. 8e-20: 459: 62//Hs. 477: U05659 
F-THYR010014il//ESTs//l. 9e-41: 342: 78//Hs. 146811: AA 
410788 

F-THYR01001426//Human ring zinc-finger protein (ZN 
F127-Xp) gene and 5' flanking sequence//4.6e-33: 15 
3: 81//Hs. 102877: U41315 

F-THYR01001434//ESTs//l. le-07: 274: 60//Hs. 151093: AI 
224099 10 
F-THYR01001458//Hyosin, heavy polypeptide 9, non-m 
uscle//6. 2e-60:653: 71//Hs. 44782: Z82215 
F-THYR01001480//ISLET AMYLOID POLYPEPTIDE PRECURS0 
R//1 . 3e-42: 370: 78//Hs. 51048: X68830 
F-THYR01001487//EST//1. 0: 88: 71//Hs. 160760: AI 31 1943 
F-THYR01001534//ESTs//l. 2e-94: 457: 98//Hs. 125523: AA 
883904 

F-THYR01001537//ESTs//3. 5e-94: 469: 97//Hs. 106448: R7 
6663 

F-THYR01001541//EST//1.4e-10: 158:65//Hs. 145159:AI1 20 
50211 

F-THYR01001559//ESTs//l. 4e-07: 91 : 81//Hs. 43507: N240 
46 

F-THYR01001570//ESTs//2. 3e-41: 280: 80//Hs. 119752: AA 
703335 

F-THYR01001573//Homo sapiens clone 24778 unknown m 
RNA//2. 7e-105: 546: 95//Hs. 25306: AF070572 
F-THYR01001584//Human RGP3 mRNA, complete cds//0.1 
4: 335: 58//Hs. 82294: U27655 

F-THYR01001595//Human RSU-l/RSP-1 mRNA, complete c 30 
ds//3. 6e-35: 165: 84//Hs. 75551: L12535 
F-THYR01001602//ESTs//3. le-42: 350: 80//Hs. 138384: R7 
2849 

F-THYR01001605//EST//0. 11: 426: 57//Hs. 151206: AI 1260 
71 

F-THYR01001617//ESTs//5. 2e-43: 345: 81//Hs. 8710: W070 
46 

F-THYR01001637//ESTs, Weakly similar to anion exch 
anger [H/sapiens]//5. 2e-13: 108: 86//Hs. 141045: AA191 
659 40 
F-THYR01001656//Solute carrier family 2 (facilitat 
ed glucose transporter), member 4//0. 099: 540: 55//H 
s. 95958: M91463 

F-THYR01001661//ESTs//0. 12: 53: 92//Hs. 151586: W45568 
F-THYR01001671//Homo sapiens mRNA for 2' -5' oligoa 
denylate synthetase 59kDa isoform//8.0e-166:780:98 
//fls.l 18633: AJ225089 

F-THYR01001673//Von Hippel-Undau syndrome//4. 6e-2 
5:212:73//Hs. 78160: AF01 0238 

F-THYR01001703//Homo sapiens clone 24767 mRNA sequ 50 
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ence//0. 27: 421: 57//Hs. 122908: AF070552 
F-THYR01001706//ESTs//l. 8e-24: 142: 95//Hs. 112536: AI 
147691 

F-THYR01001721//ESTs, Highly similar to RING CANA 
L PROTEIN [Drosophilamelanogaster]//2.5e-51:296:92 
//Hs. 3826: U69560 

F-THYR01001738//EST//6. 9e-30: 180: 94//Hs. 58641: W812 
29 

F-THYR01001745//ESTS//6. le-49: 244: 98//Hs. 97534: AA3 
98813 

F-THYR01001746//EST//0. 96: 119: 63//Hs. 144107: AI 0535 
90 

F-THYR01001772//ESTs, Weakly similar to !!!! ALU S 
DBFAMILY J WARNING ENTRY ! ! ! ! [H. sapiens]//2. 2e-2 
1: 182: 81//Hs.l 18053: N75725 

F-THYR01001793//ESTs//l. 9e-93: 439: 99//Hs. 150116: AI 
299324 

F-THYR01001809//Human mRNA for KIAA0297 gene, part 
ial cds//0.47: 168:67//Hs. 11711: AB002295 
F-THYR01001828 

F-THYR01001854//EST//0. 038: 128: 67//Hs. 160649: AI 241 
823 

F-THYR01001895//Intercellular adhesion molecule 1 
(CD54) , human rhi novi rus receptor//9. 6e- 13: 288: 65/ 
/Hs. 51061:124283 

F-THYR01001907//EST//1. 9e-12: 126: 80//Hs. 139296: AA3 
50198 

F-VESEN1000122 

F-Y79AA1000013//ESTs//l . 7e-72: 369: 96//Hs. 97176: AA4 
47885 

F-Y79AA1000033 

F-Y79AA1000037//Murine leukemia viral (bmi-1) onco 
gene homol og//7. 8e-21 : 230: 66//Hs. 431 : LI 3689 
F-Y79AA1000059//Homo sapiens immunophilin homol og 
ARA9 mRNA, complete cds//7.3e-40: 629: 64//Hs. 75305: 
U78521 

F-Y79AA1000065//CD81 ANTIGEN//0. 0050: 241: 60//Hs. 54 
457: M33680 

F-Y79AA1000131//Guanylate cyclase 1, soluble, alph 
a 2//0. 078: 477: 58//Hs. 2685: Z50053 
F-Y79AA1000181//Fatty acid synthase {3' region} [h 
uman, breast and HepG2cells, mRNA Partial, 2237 n 
t] //0. 0022: 684: 58//Hs. 83190: U29344 
F-Y79AA1000202//ESTs//2. 5e- 17: 143: 86//Hs. 76925: AA2 
11860 

F-Y79AA1000214//Homo sapiens histone H2A.F/Z varia 
nt (H2AV) mRNA, complete cds//3.9e-73:345: 100//Hs. 
9242: AF081 192 

F-Y79AA1000230//Polymeric immunoglobulin receptor/ 
/0.98:335:59//Hs.842:X73079 
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F-Y79AA1000231//ESTs//0. 11: 209: 66//Hs. 132184: AI278 
623 

F-Y79AA1000258//Homo sapiens metase (MET-1) mRNA, 
compl ete cds//0. 30: 444: 61//Hs. 99941: L23134 
F-Y79AA1000268//Human mRNA for RIAA0367 gene, part 
i al cds//9. le- 1 1 : 300: 64//Hs. 2331 1 : AB002365 
F-Y79AA1000313//Human mRNA for KIAA0129 gene, comp 
lete cds//0. 89: 744: 56//Hs. 44361; D50919 
F-Y79AA1000328 

F-Y79AA1000342//Homo sapiens OPA-containing protei 10 
n mRNA, complete cds//8.4e-15: 223: 75//Hs. 85313: AF0 
71309 

F-Y79AA1000346 

F-Y79AA1000349//ALPHA-2C-1 ADRENERGIC RECEPT0R//8. 

3e-06: 180: 73//Hs. 123022: J03853 

F-Y79AA1000355 

F-Y79AA1000368//ESTs//0. 0062: 235: 64//Hs. 1 14777: AA7 
82908 

F- Y79AA1000405//ESTs//0. 76: 244: 62//Hs. 153027: AA648 
897 20 
F-Y79AA1000410//Small inducible cytokine A5 (RANTE 
S) //8. le-31: 229: 83//Hs, 155464: AF088219 
F-Y79AA1000420//ESTs//l. le-53: 271:87//Hs. 13056: AA1 
81018 

F-Y79AA1000469//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds//0.0047:315:66//Hs.26 
285:AF082516 
F-Y79AA1000480 

F-Y79AA1000538//ESTs//5. 7e-09: 1 10: 77//Hs. 98790: AA2 
84871 30 
F-Y79AA1000539//ESTs//2. 6e-52: 412: 77//Hs. 81648: W26 
521 

F-Y79AA1000540//Bomo sapiens chromosome 7q22 seque 
nce//0.70: 133:69//Hs. 151555: AF053356 
F-Y79AA1000560//Homo sapiens gamma2-adaptin (G2AD) 
mRNA, complete cds//1.2e-07: 371: 63//Hs. 8991: AF068 
706 

F-Y79AA1000574//Human mRNA for GC box bindig prote 
in, complete cds//0. 95: 258: 62//Hs. 150557: D31716 
F-Y79AA1000589//Homo sapiens clone 614 unknown mRN 40 
A, complete sequence//2. 8e- 154: 755: 97//Hs. 21811: AF 
091080 

F-Y79AA1000627//Bomo sapiens zinc finger protein 
(ZF5128) mRNA, compl etecds//l. 7e-136: 644: 98//Hs. 60 
580:AF060503 

F-Y79AA1000705//Homo sapiens CHD1 mRNA, complete c 
ds//0. 0023: 523: 59//Hs. 22670: AF006513 
F-Y79AA1000734//Homo sapiens peroxisomal biogenesi 
s factor (PEXllb) mRNA, complete cds//1.6e-181:85 
0:98//Hs. 83023: AF093670 50 
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F- Y79AA1 000748//ESTs//4 . 2e- 12: 95: 90//Hs. 33687: R859 
69 

F-Y79AA1000752//ESTs//8. le-114: 551: 97//Hs. 153471: A 
1198377 

F- Y79AA1 000774//ESTs//2 . 9e-59: 296: 98//Hs. 150536: W2 
0067 

F-Y79AA1000782//EST//0. 97: 78: 69//Hs. 147351 : AI 20846 
8 

F-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRN 
A, complete cds//l. le- 178: 847: 97//Hs. 5151 :AF098799 
F-Y79AA1000794//G-rich RNA sequence binding factor 

1//0. 83: 228: 61//Hs. 79295: U07231 
F-Y79AA1000800/7Homo sapiens GABA-B receptor mRNA, 

complete cds//0. 12: 244: 60//Hs. 12307: AF056085 
F-Y79AA1000802//Homo sapiens actin binding protein 

MAYVEN mRNA, compl etecds//0. 87: 466: 59//Hs. 122967: 
AF059569 
F-Y79AA1000805 

F-Y79AA1000824//Ti tin//l. 0: 437: 58//Hs. 83049: X90568 
F-Y79AA1000827//Fatty acid synthase {3' region} [h 
uman, breast and HepG2cells, mRNA Partial, 2237 n 
t] //0. 0048: 630: 57//Hs. 83190: U29344 
F-Y79AA1000833//TUBULIN ALPHA- 4 CHAIN//6.9e-107:60 
3:90//Hs.75318:X06956 

F-Y79AA1000850//ESTs, Weakly similar to T22C1.7 
[C. elegans] //6. Oe-77: 368: 99//Hs. 86660: AA398644 
F-Y79AA1000962//Homo sapiens orphan nuclear hormon 
e receptor BD73 mRNA, 3' end//0. 14: 499: 58//Hs. 3728 
8:016815 

F- Y79AA1 000966//ESTs//0 . 80: 52: 86//Hs. 6671 : AI 341699 
F-Y79AA1000968//ESTs, Moderately similar to initia 
tion factor eIF-2B gamma subunit [R.norvegicus]// 
6.9er69:310:94//Hs. 76822: AI 359536 
F-Y79AA1000969//LYHPHOTOXIN-BErA RECEPTOR PRECURS0 
R//1.0: 150: 64//Hs. 1116: L04270 
F-Y79AA1000976//Arachi donate 15-lipoxygenase//0. 8 
7: 174: 66//Hs. 73809:123892 

F-Y79AA1000985//Human plectin (PLEC1) mRNA, comple 
te cds//0. 091 : 385: 58//Hs, 79706: U53204 
F-Y79AA1001023 

F-Y79AA1001041//Human mutY homolog (hMYH) gene, co 
mplete cds//0. 99: 37: 100//Bs. 78489: U63329 
F-Y79AA1001048//Acyl -Coenzyme A dehydrogenase, ver 
y long chain//8.7e-30: 772: 60//Hs. 82208: L46590 
F-Y79AA1001061//ESTS//6. 3e-41: 303: 84//Hs. 55855: AA6 
21381 

F-Y79AA1001068//EST//3.0e-23: 165:90//Hs. 157607:AI3 
57511 

F-Y79AA1001077//ESTs//4. 9e-40: 237: 94//Hs. 11197: AA3 
09047 
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F-Y79AA1001078 

F-Y79AA1001105//Homo sapiens homeodomain protein 
(0G12) mRNA, complete cds//6.5e-ll:247:66//Hs.5596 
7:AF022654 

F- Y79AA1001 145//ESTs//l . 3e-20: 234: 75//Hs. 55855: AA6 
21381 

F-Y79AA1001167//HofflO sapiens mRNA for KIAA0750 pro 
tein, complete cds//1.0: 155: 63//Hs. 5444: AB018293 
F-Y79M1001177//Human HSIAH2 mRNA, complete cds// 
6. 5e-09: 299: 65//Hs. 20191 : U76248 10 
F-Y79AA1001185//ESTs//l. 7e-56: 318: 93//Hs. 102991: AA 
639646 

F-Y79AA100121 l//ESTs//9. le- 108: 503: 99//Hs. 100605: A 
A305965 

F-Y79AA1001216//Peroxisome receptor 1//0. 00028: 45 
8: 57//Hs. 158084: Z48054 

F-Y79AA1001228//Fragile X mental retardation 2//0. 
040: 207: 64//Hs. 54472: U48436 
F-Y79AA1001233//ESTRADI0L 17 BETA- DEHYDROGENASE 1/ 
/6. 5e-25: 731: 60//Hs. 85279: U34879 20 
F-Y79AA1001236//Homo sapiens mRNA for JH23 protei 
n, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLcllOI 133Q7 (RZPD Berlin))//4. 
Oe- 135: 441 : 97//Hs. 23170: AJ005892 
F-Y79AA1001281//ESTs//2. 7e-21: 157: 88//Hs. 163825: AI 
393240 

F-Y79AA1001299//Human I nil mRNA, complete cds//2.2 
e-116: 323: 93//Hs. 155626: U04847 
F-Y79AA1001312//ESTs//3. 7e-95: 448: 99//Hs. 104469: W3 
8395 30 
F-Y79AA1001323//ESTs//8. 9e-50: 340: 86//Hs. 144198: AI 
017555 

F-Y79AA1001384 

F-Y79AA1001391//Human Hoxb-13 mRNA, complete cds// 
8. 6e-42: 505: 70//Hs. 66731: U81599 
F-Y79AA1001394//ESTs, Weakly similar to F54B3.3 
[C. elegans]//l. 5e-90: 424: 96//Hs. 154221: H23167 
F-Y79AA1001402//ESTs//l. 0: 245: 62//Hs. 134695: AI 0884 
89 

F-Y79AA1001493//SRY (sex determining region Y)-box 40 
4//0. 38: 311: 61//Hs. 83484: X70683 
F-Y79AA1001511//ESTs//9. 9e-105: 487: 99//Hs. 153581: A 
A630465 

F-Y79AA1001533//ESTs, Highly similar to RETR0VIRU 
S-RELATED POL P0LYPR0TEIN [Homo sapiens]//0.95: 25 
6: 63//Hs. 29974: AI 360447 

F-Y79AA1001541//EST//0. 96: 202: 61//Hs. 99141: AA44774 
4 

F-Y79AA1001548//ESTs//2.6e-25: 166:90//Hs. 164036: AA 
845659 50 
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F-Y79AA1001555//ESTs//l. 6e-35: 191: 97//Hs. 52885: H29 
851 

F-Y79AA1001581//Cycl in-dependent kinase inhibitor 
1C (p57, Rip2)//2.5e-05: 272: 64//Hs. 106070: U22398 
F-Y79AA1001585//ESTs//l. le-84: 473: 93//Hs. 42547: AA2 
10783 

F-Y79AA1001594//ESTs//l . 7e-08: 169: 71//Hs. 97366: AA3 
93109 

F-Y79AA1001603//ESTs//4. 6e-07: 429: 59//Hs. 160422: AI 
363426 

F-Y79AA1001613//Homo sapiens mRNA for KIAA0683 pro 
tein, complete cds//0. 00078: 520: 57//Hs. 12334: AB014 
583 

F-Y79AA1001647//ESTs, Weakly similar to ZK1058.5 
[C. elegans] //9. 4e-79: 421: 94//Hs. 107039: W27244 
F-Y79AA1001665//V0N WILLEBRAND FACTOR PRECURSOR// 
1.0: 386: 60//Hs. 110802: X04385 
F-Y79AA1001679//Guanine nucleotide binding protein 
(G protein), beta polypeptide 1//0.88: 243:61//Hs. 
3620:X04526 

F-Y79AA1001692//Insul in-like growth factor binding 
protein 2//1.9e-06:426:59//Hs. 162:X16302 
F-Y79AA1001696//ESTs//2. 3e-44: 249: 94//Hs. 163665: AA 
250877 

F-Y79AA1001705//Homo sapiens interleukin-1 recepto 
r-associated kinase (IRAK) mRNA, complete cds//0. 1 
9: 609: 58//Hs. 77297: L76191 

F-Y79AA1001711//ESTs//5. 2e-29: 224: 83//Hs. 100461: AI 
018620 

F-Y79AA1001781//Homo sapiens KIAA0443 mRNA, comple 
te cds//0. 49: 183: 66//Hs. 1 13082: AB007903 
F-Y79AA1001805//ESTs//l. le-62: 315: 98//Hs. 16141: W56 
079 

F-Y79AA1001827//ESTs. Weakly similar to Similar to 
S.cerevisiae YD9335.03c protein [R\ sapiens] //2.9e 
-62: 313: 98//Hs. 15709: W81213 
F-Y79AA1001846//ESTs//9. 4e-16: 146: 82//Hs. 140588: H6 
0533 

F-Y79AA1001848//ESTs, Weakly similar to RIAA0390 
[H.sapiens]//1.6e-19: 142:90//Hs. 103349: AI 141124 
F-Y79AA1001866//Homo sapiens mRNA for zinc finger 
protein 10//5. le-09:215:67//Hs. 104115: X52332 
F-Y79AA1001874//Homo sapiens Jagged 2 mRNA, comple 
te cds//5. 4e-06: 412: 62//Hs. 106387: AF029778 
F-Y79AA1001875//ESTs//6.8e-09: 198:67//Hs. 138036: AI 
343173 

F-Y79AA1001923//Homo sapiens growth- arrest- specif i 
c protein (gas) mRNA, complete cds//0. 98: 430: 58//H 
s. 78501: LI 3720 

F- Y79AA 1 00 1 963/ /ESTs/ /8 . le- 131 : 642: 97//Hs. 54971 : AI 
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424382 

F-Y79AA1002027//ESTs//0. 00042: 58: 91//Hs. 5375: AA620 
611 

F-Y79AA1002083//ESTs//2. 5e-51: 285:95//Hs. 117205:W8 
8943 

F-Y79AA1002089//ESTs, Weakly similar to putative p 
150 [H.sapiens]//8.3e-53:348:88//Hs. 18122: AI 338045 
F-Y79AA1002093 

F-Y79AA1002103//ESTs//l. 5e-15: 223: 71//Hs. 97427: AA4 
11865 10 
F-Y79AA1002115 

F- Y79AA 1 002 1 25//ESTs//6 . 5e-41: 206: 99//Hs. 159257: N4 
0395 

F-Y79AA1002139//ESTs, Weakly similar to B0035.14 
[C. elegans] //l. 2e-24: 165: 90//Hs. 6473: AA853955 
F-Y79AA1002204//Homo sapiens mRNA for KIAA0638 pro 
tein, partial cds//9. 5e- 05: 393 :62//Hs. 77864: ABO 145 
38 

F-Y79AA1002208//ESTs//2. 7e-13: 211:69//Hs. 1 12469: AA 
598515 20 
F-Y79AA1002209//ESTs, Weakly similar to TYR0SYL-TR 
NA SYNTHETASE [Bacillus caldotenax]//2.3e-113:568: 
96//Hs.lll637:AA305890 

F-Y79AA1002210//ESTs, Weakly similar to D2045.8 
fC. elegans] //8. 6e-33: 338: 73//Hs. 26662: U55984 
F-Y79AA1002211//ESTs//2. 6e-15: 121: 75//Hs. 159584: AA 
524477 

F-Y79AA1002220//EST//0. 010: 360: 60//Hs. 136341: AA482 
508 

F-Y79AA1002229//Human mRNA for KIAA0086 gene, comp 30 
lete cds//0. 0041: 203: 63//Hs. 1560: D42045 
F-Y79AA1002234//Homo sapiens mRNA for KIAA0692 pro 
tein, partial cds//4. le- 176: 821: 98//Hs. 100729: AB01 
4592 

F-Y79AA1002246//Human involucrin mRNA//5.6e-05: 52 
5: 59//Hs. 157091 : M13903 

F-Y79AA1002258//Homo sapiens mRNA for RIAA0655 pro 
tein, partial cds//2.2e-160:748:98//Hs.96731:AB014 
555 

F- Y79AA1002298//ESTs//2. 5e-05: 115: 77//Hs. 87164: T84 40 
489 

F-Y79AA1002307//Homo sapiens mRNA for KIAA0634 pro 
tein, partial cds//2. le- 130: 622: 97//Hs. 30898: AB014 
534 

F-Y79AA1002311//ESTs//4. 9e-19: 126: 94//Hs. 58595: AA8 
30999 

F-Y79AA1002351//Human high conductance inward rect 
ifier potassium channel alpha subunit mRNA, comple 
te cds//0. 028: 587: 58//Hs. 2363: L36069 
F-Y79AA1002361//ESTs//8. 7e-29: 149: 100//Bs. 156074: A 50 
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A824377 
F-Y79AA1002399 

F- Y79AA1002407//ESTs//l . 5e-25: 183: 89//Hs. 1 10031 : T5 
2569 

F-Y79AA1002416//CTP synthetase//9. le-51:489: 72//H 

s. 84112: X52142 

F-Y79AA1002431 

F-Y79AA1002433//EST//0. 0037: 94: 71//fls. 136780: AA772 
318 

F-Y79AA1002472//Homo sapiens DNA from chromosome 1 
9, BAC 33152//1. le-37: 263: 69//Bs. 55452: AC003973 
F-Y79AA1002482//ESTs//l . 4e-49: 313: 80//Hs. 132590: AI 
160765 

F-Y79AA1002487//Insulin-like growth factor binding 
protein 2//0.43:249:61//Hs. 162:X16302 

[1126] ftmmm%T-?5. 

3' o->EJlJlcJW5Inmi Unigenefflp]44j&3f 

IS*?*-* 

tie, Ptt:Jt«e*«0>g$ (base): ffiftttffi) , Yv^M- 
y hr-^Accesion No. (7)liI(c//T*E^oTfeit L 

R-HEMBA1000005//ESTs, Highly similar to HYP0THETI 
CAL 31.6 RD PROTEIN F54F2.9 IN CHROMOSOME III [Cae 
norhabditis elegans]//5.6e-93:501:93//Hs. 13015: AA6 
28434 

R-HEMBA1000030//Human P0U domain protein (Brn-3b) 
mRNA, complete cds//0.83:314:61//Hs.266:U06233 
R-HEMBA1000042//Archain//1 . 4e-45: 282: 89//Hs. 33642: 
X81198 

R-HEMBA1000046//Human mRNA for KIAA0118 gene, part 
ial cds//8. 3e-52: 528: 72//Hs. 154326: D42087 
R-HEMBA1000050//EST//0. 043: 155: 63//Hs. 149031 : AI 243 
340 

R-HEMBA1000076//ESTs//3. le-77: 394:97//Hs. 111742:R3 
9329 

R-HEMBA1000111//ESTs//l. 7e-33: 228: 85//Hs. 146811: AA 
410788 

R-HEMBA1000129//ESTs, Weakly similar to contains s 
imilarity to helicases[C.elegans]//4.4e-90:502:90/ 
/Hs. 55918: AA151667 

R-HEHBA1000141//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds//2. le- 100: 514: 94//Hs. 27197: AB018 
340 

R-HEMBA1000150//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds//3. le-45: 435: 77//Hs. 153026: AB014 
540 
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R-nnnnnnnnnnnn//ESTs, Moderately similar to The KI 
AA0138 gene product isnovel. [H. sapiens] //7.7e-92: 
428: 100//Hs. 126925: AA931237 
R-HEMBA1000158 

R-nnnnnnnnnnnn//ESTs, Weakly similar to F13B12. 1 
[C. elegans]//l. 3e-05: 58: 91//Hs. 5570: AI 377863 
R-HEMBA1000180//ESTs//7. 7e-90: 461: 95//Hs. 159200: N5 
0545 

R-HEHBA1000185//ESTs//l . 3e-72: 371 : 96//Hs. 134506: AA 
308366 10 
R-HEMBA1000193//ESTs//4. 2e-103: 481:99//Hs. 143251: A 
A769927 

R-HEMBA1000201//Buman Inil mRNA, complete cds//3.0 
e-25: 137: 99//Hs. 155626: U04847 
R-HEMBA1000213//ESTs//5. 4e-85: 465: 94//Hs. 23412: AA1 
33311 

R-HEMBA1000216//ESTs//3. Oe-37: 311: 79//Hs. 137875: AA 
993532 

R-nimiuiniinnnnn//EST//2. 2e-100: 498: 96//Hs. 161570: W8 
0404 20 
R-HEHBA1000231//Homo sapiens KIAA0414 mRNA, partia 
1 cds//2. 7e-34: 287: 70//Hs. 127649: AB007874 
R-HEHBA1000243//Homo sapiens mRNA for KIAA0475 pro 
tein, complete cds//1.3e-23: 276: 75//Hs. 5737: AB0079 
44 

R-HEMBA1000244//ESTs//2. 3e-88: 455: 96//Hs. 8929: AA71 
9019 

R-HEMBA1000251//ESTs//0. 96: 411: 56//Hs. 120277: AI 243 
808 

R-HEMBA1000264//ESTs//3. 7e-97: 487: 96//Hs. 29258: W37 30 
424 

R-iuinnnnnnnnnnZ/ESTs, Moderately similar to ovaria 
n-specific protein [R.norvegicus]//4.9e-14: 208: 73/ 
/Hs. 93332: AA81 1920 

R-HEMBA1000282//ESTs//2. 5e-38: 216: 94//Hs. 120757: R9 
2485 

R-HEMBA1000288//ESTs//2. 6e-43: 289: 86//Hs. 151365: AA 
643962 

R-HEMBA1000290//ESTs//5. le- 110: 543: 96//fls. 139068: A 
A516409 40 
R-HEMBA1000302//Homo sapiens mRNA for KIAA0527 pro 
tein, partial cds//1.0: 122: 67//Hs. 129748: AB01 1099 
R-miniiniiniinniin//ESTs//7. 4e-76: 386: 97//Hs. 22276: AA1 
91323 

R-niuinnnnnnnnn//Human Ca2+- dependent activator pro 
tein for secretion mRNA, complete cds//8.8e-30: 16 
0:98//Hs. 151301: U36448 

R-BEMBA1000307//ESTs, Highly similar to 8A-2V prot 
ein [M.musculus]//1. le-103:489:99//Hs. 108881:AI018 
024 50 
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R-nnnnnimnnnnn//ESTs//9. 3e-99: 472: 98//Hs. 163512: AA 
903238 

R-HEMBA1000338//EST//5. le-49: 278: 92//Bs. 150815: AI3 
02560 

R-HEMBA1000351//Human high-affinity copper uptake 
protein (hCTRl) mRNA, complete cds//l.le-42:270:88/ 
/Hs. 73614:1183460 

R-HEMBA1000355//ESTs//l . Oe- 105: 531 : 96//Hs. 61762: AI 
422243 

R-HEMBA1000357//Human kpni repeat mrna (cdna clone 
pcd-kpni-4), 3' end//9. 4e-89: 432: 87//Hs. 139107: K0 
0629 

R-HEMBA1000366//ESTs//l . le-99: 524: 95//Hs. 1 1785: T65 
857 

R-HEMBA1000369//ESTs//6. 5e-70: 355: 96//Hs. 124847: AA 
843938 

R-HEMBA1000376//Human mRNA for KIAA0205 gene, comp 
lete cds//3. 6e-44: 388: 77//Hs. 3610: D86960 
R-HEMBA1000387//Human high- affinity copper uptake 
protein (hCTRl) mRNA, complete cds//5. 5e-47: 337: 83/ 
/Hs. 73614: U83460 

R-HEMBA1000390//0xytoci n receptor//2. 4e- 16: 428: 62/ 
/Hs.2820:X64878 

R-HEMBA1000392//ESTs//3. 9e- 105: 531 : 96//Hs. 130661 : A 
1340248 

R-HEMBA1000396//ESTs, Weakly similar to line-1 pro 
tein 0RF2 [H. sapiens]//l. le-44: 447: 75//Hs. 42849: N3 
1920 

R-HEMBA1000411//ESTs, Weakly similar to ankyrin 3, 
long form [H. sapiens]//6. le-92: 373: 99//Hs. 48675: A 
1005282 

R-HEMBA1000418//ESTS//3. le-66: 315: 100//Hs. 94133: AI 
270700 

R-HEMBA1000422//ESTs//l . 6e-99: 464: 99//Hs. 33024: AA0 
02140 

R-H£MBA1000428//Homo sapiens mRNA for oligophrenin 
1//4. 9e-85: 535: 87//Hs. 158122: AJ001189 
R-HEMBA1000434//ESTs//3. 7e-53: 266: 99//Hs. 22782: Z38 
143 

R-HEMBA1000442//ESTs//0. 93: 322: 57//Hs. 144763: AI218 
014 

R-HEMBA1000456//ESTs//4. le-48: 277: 93//Hs. 6937: AA52 
4349 

R-HEMBA1000459//ESTs//0.010: 184:63//Hs. 128797: AI 24 
6316 

R-HEMBA1000460 

R-HEMBA1000464//EST//0. 082: 87: 70//Hs. 147977: AI 2623 
70 

R-HEMBA1000469//Small inducible cytokine A5 (RANTE 
S)//l. 4e-65: 494: 81//Hs. 155464: AF0882 19 
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R- HEMBA 1 000488/ZESTs , Weakly similar to The RIAA01 
32 gene product is related to Drosophila melanogas 
ter ring canel protein. [H. sapi ens] //l. le-31: 181:9 
4//Hs. 61454: AA312449 

R-HEMBA1000490//ESTs//6. 4e- 17: 132: 86//Hs. 32855: N25 
528 

R-HEMBA1000491//ESTs//2. 2e-22: 171: 85//Bs. 8035: AA19 
5087 

R-HEMBA1000504//ESTS//0. 016: 282: 58//Hs. 130778: AI 07 
7571 10 
R-HEMBA1000505//EST//6. le-15: 116: 87//Hs. 162783: AA6 
27318 

R-HEMBA1000508//ESTs//l. le-28: 244: 81//Hs. 132722: AA 
618531 

R-HEMBA1000518//EST//0. 60: 141: 60//Hs. 97831: AA40088 
5 

R-HEMBA1000519//ESTs//2. 8e-64: 334: 96//Hs. 97885: AA4 
02414 

R-HEMBA1000520//ESTs//6. 9e-104: 503: 97//Hs. 18370: AA 
947280 20 
R-HEMBA1000523//Cleavage stimulation factor, 3' pr 
e-RNA, subunit 3, 77kD//4. Oe- 55: 203: 92//Hs. 155510: 
U15782 

R-HEMBA1000531//ESTs, Weakly similar to HEAT SHOCK 
70 KD PROTEIN 1 [H. sapi ens]// 1. 3e- 117: 550: 99//Hs. 
99722: AI 422277 

R-HEMBA1000540//ESTs//4. 7e-72: 350: 98//Hs. 109755: AA 
180809 

R-HEMBA1000545//Homo sapiens clone 23892 mRNA sequ 
ence//3. 7e-68: 549: 80//Hs. 91916: AF035317 30 
R-nnnnmiiinnnnn//ESTs//2. 3e-66: 342: 97//Hs. 71916: AA2 
19699 

R-HEMBA1000557//EST//1 . 5e-49: 297: 90//Hs. 149580: AI 2 
81881 

R-HEMBA1000561//ESTs, Moderately similar to zinc f 
i nger protei n [R. norvegi cus] //l . 8e- 108: 550: 96//Hs. 
26799: W74481 , 

R-HEMBA1000563//Adenosi ne kinase//0. 16: 367: 58//Hs. 
94382: U50196 

R-HEMBA1000568//ESTs//5. le-42: 321 : 82//Hs. 141024: HO 40 
7128 

R-nnnnnnnnnnnn 

R-HEMBA1000575//ESTs//3. 8e-45: 352: 80//Hs. 146811: AA 
410788 

R-HEMBA1000588//ESTs//0. 18: 122: 67//Hs. 140507: AA761 
944 

R-HEMBA1000591//Homo sapiens mRNA for ElB-55kDa-as 
sociated protei n//3. 9e-113: 591: 94//Hs. 155218: AJ007 
509 

R- HEMBA 1000592//TYR0SI NE- PROTEI N KINASE ITK/TSR// 50 
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0. 024: 309: 61//Hs. 89519: L10717 
R-HEMBA1000594//ESTs//8. 6e-07: 172: 68//Hs. 160289: AI 
168041 

R-HEMBA1000604//Human telamerase-associated protei 
nTP-1 mRNA, completecds//l. 5e- 19: 129: 93//Hs. 15833 
4:1186136 

R-HEMBA1000608//ESTs//2. 2e-95: 506: 94//Hs. 6103: AA49 
6424 

R-HEMBA1000622//ESTs//3. 8e-10: 440: 61//Hs. 137538: AA 
769438 

R-HEMBA1000636//ESTs, Weakly similar to SOS RIB0S0 
HAL PROTEIN L20 [E.coli]//1.4e-86:422:97//Hs. 2625 
2:AA643235 

R-HEMBA1000637//Homo sapiens mRNA for KIAA0690 pro 
tein, partial cds//3. 7e-99: 443: 97//Hs. 60103: AB0145 
90 

R-HEMBA1000655//Human mRNA for KIAA0392 gene, part 
i al cds//l . 3e-50: 426: 79//Hs. 40100: AB002390 
R-HEMBA1000657//ESTs//3. 0e-74: 419: 93//Hs. 109477: AA 
477929 

R-HEMBA1000662//EST//1. le-90:425:99//Hs. 122144: AA7 
80136 

R-HEMBA1000673//ESTs//l. 2e- 101: 473: 99//Hs. 138215: A 
1123922 

R-HEMBA1000682//ESTs, Weakly similar to putative p 
150 [H.sapiens]//3.5e-114:553:97//Hs. 111730: AA6044 
03 

R-HEMBA1000686//ESTs, Weakly similar to C27F2.7 ge 
ne product [C. elegans]//6. 8e-18: 137: 86//Hs. 7049: AI 
141736 

R-HEMBA1000702//Human mRNA for tryptophan hydroxyl 
ase (EC 1. 14. 16.4)//7.4e-52:345:84//Hs. 144563: AF05 
7280 

R-HEMBA1000705//EST//0. 21: 139:63//Hs. 132687: AI 0336 
72 

R-HEMBA1000719//ESTs//8. 4e-90: 484: 94//Hs. 29005: AA4 
77213 

R-HEMBA1000722//ESTs, Weakly similar to similar to 
enoyl -C0A hydratases/i somerases [C. el egans] //7. 2e 
- 1 13: 572: 95//Hs. 28644: AI 018612 
R-HEMBA1000726//ERYTHROCYTE BAND 7 INTEGRAL MEMBRA 
NE PR0TEIN//2. 8e-40: 449: 75//Hs. 74478: U33931 
R-HEMBA1000727//ESTs//0. 0047: 267: 60//Hs. 133095: AA9 
27777 

R-HEMBA1000747//EST//3. 9e-20: 160: 85//Hs. 99048: AA44 
6110 

R-HEMBA1000749//Small inducible cytokine A5 (RANTE 
S)//4. 7e-37: 286: 82//Hs. 155464: AF0882 19 
R-HEMBA1000752//EST//0. 041: 39: 94//Hs. 127772: AA9611 
31 
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R-HEMBA1000769//Homo sapiens mRNA for chemokine LE 
C precursor, compl etecds//l . 6e-32: 309: 75//Hs. 1045 
8:AF088219 

R-HEMBA1000773//EST//7. 5e-05: 201: 63//Hs. 122887: AA7 
67612 

R-HEMBA1000774//Kangai 1 (suppression of tumorigen 
icity 6, prostate; CD82 antigen (R2 leukocyte anti 
gen, antigen detected by monoclonal and antibody I 
A4))//1.3e-48:284:90//Hs. 103458: X53795 
R-HEMBA1000791//Human mRNA for KIAA0118 gene, part 10 
i al cds//l . 2e-45: 291 : 87//Hs. 154326: D42087 
R-HEMBA1000817//ESTs//8. 3e-95: 445:99//Hs. 107357: AA 
983939 

R-HEMBA1000822//ESTs//l. le-107: 522: 97//Hs. 92832: AA 
631027 

R-HEMBA1000827//Homo sapiens Ser/Arg- related nucle 
ar matrix protein (SRM160) mRNA, complete cds//2.2 
e-44: 228: 98//Hs. 18192: AF048977 
R-HEMBA1000843//Homo sapiens L1M protein mRNA, com 
pi ete cds//6. 6e-46: 410: 77//fls. 154103: AF061258 20 
R-HEMBA1000851 

R- HEMBA 1 000852//A1 dehyde dehydrogenase 10 (fatty a 
ldehyde dehydrogenase) //3. 7e-33: 284: 80//Hs. 159608: 
U46689 

R-HEMBA1000867//EST//2. Oe-17: 211: 74//Hs. 145670: AI2 
65794 

R-HEMBA1000869//ESTs//3. le-16: 237: 71//Hs. 116518: AA 
653202 

R-HEMBA1000870//ESTs//L 6e-43: 222: 98//Bs. 69564: AA2 
03608 30 
R-HEMBA1000872//ESTs//l . 9e-93: 453: 98//Hs. 152622: AA 
594951 

R-HEMBA1000876//Small inducible cytokine A5 (RANTE 
S)//3. 0e-41: 329: 79//Hs. 155464: AF088219 
R-HEMBAlG00908//ESTs//l . 6e-51: 291 : 92//Hs. 12247: AI 2 
03154 

R-HEMBA1000910//EST//0. 98: 139: 64//Hs. 132687: AI 0336 
72 

R-HEHBA1000918//EST//9. 6e-30: 152: 84//Hs. 162136: AA5 
26508 40 
R-HEMBA1000919 

R-HEMBA1000934//ESTS//4. le-38: 254: 89//fls. 87784: AA4 
60597 

R-HEMBA1000942//ESTS//3. 5e-20: 172: 69//Hs. 160065: AI 
018619 

R-HEMBA1000943//Homo sapiens mRNA for RIAA0748 pro 
tein, complete cds//1.3e-44: 281: 78//Hs. 33187: AB018 
291 

R-HEMBA1000946//ESTs//l. 6e-68: 352: 96//Hs. 21331: H93 
074 50 
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R-HEMBA1000960//Homo sapiens tapasin (NGS-17) mRN 
A, complete cds//4.0e-61: 347: 81//Hs. 5247: AF029750 
R-HEMBA1000968//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0508//6.8e-51:362:84//Hs. 159 
187:AB007977 

R-HEMBA1000971//ESTs//2. 8e-41: 246: 91//Hs. 104287: AI 
363498 

R-HEMBA1000972//Homo sapiens mRNA for XPR2 protein 
111. 3e-44: 341: 81//Hs. 44766: AJ007590 
R-HEMBA1000974//ESTs//l. 4e-32: 166: 100//Hs. 149274: A 
1018170 

R-HEMBA1000975//0xytocin receptor//2. 7e-46: 563: 73/ 
/Hs.2820:X64878 

R-HEMBA1000985//ESTs//4. 4e-05: 125: 69//Hs. 147434: AI 
214464 

R-HEHBA1000986//ESTs//7. 8e-44: 266: 84//fls. 163784: N5 
4902 

R-HEHBA1000991//EST//1. 4e-42: 162: 86//Hs. 149580: AI 2 
81881 

R-HEMBA1001007 

R-HEHBA1001008//ESTS//2. 3e-82: 463: 92//Hs. 10339: AA0 
58764 

R-HEMBA1001009//ESTs, Weakly similar to non-lens b 
eta gamma-crystal lin like protein [H.sapiens]//2.6 
e-58: 280: 100//Hs. 128738: AA970836 
R-HEHBA1001017//Homo sapiens mRNA for KIAA0468 pro 
tein, complete cds//3. 3e-115: 587: 95//Bs. 158287: ABO 
07937 

R-HEMBA1001019//Cel 1 division cycle 2, Gl to S and 
G2 to M//1. le-24: 140: 95//Hs. 58393: X05360 
R-HEHBA1001020//ESTs//0. 52: 86: 72//Hs. 69683: AA11529 
2 

R-HEHBA1001022//ESTs//3. 4e-18: 102: 100//fls. 63243: AI 
123912 

R-HEMBA1001024//ESTs//l. 9e-07: 262: 61//fls. 124399: AA 
832336 

R-HEMBA1001026//ESTs//0. 0017: 142: 67//Hs. 144109: AI 3 
45543 

R-nramnnnnnnnn//Ankyrin G//0. 23: 244: 60//Hs. 75893: D 
13616 

R-H£MBA1001051//Homo sapiens mRNA for KIAA0621 pro 
tein, partial cds//6.4e-21: 186: 79//Hs. 132942: AB014 
521 

R-HEMBA1001052//ESTs//5. 4e- 107: 497: 99//Hs. 121773: A 
1357886 

R-HEMBA1001060//ESTS//1. le-31: 298: 80//Hs. 24821: AA0 
44813 

R-HEHBA1001071//Alpha-1 type 3 collagen//9. le-34: 1 
79: 98//Hs. 1 19571 : X14420 

R-HEMBA1001077//Homo sapiens mRNA, chromosome 1 sp 
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ecific transcript KIAA0492//2. 7e-21: 417: 64//fls. 127 

338:AB007961 

R-HEMBA1001080 

R-HEMBA1001085//ESTs//l. 9e-47: 385: 79//Hs. 146811: AA 
410788 

R-HEMBA1001088//ESTs//2. 8e- 102: 548: 93//Hs. 127273: A 
A522674 

R-HEMBA1001094 

R-HEMBA1001099//ESTs//0. 24: 41 : 97//Hs. 18612: T99245 
R-HEMBA1001109//Small inducible cytokine A5 (RANTE 10 
S)//2. 4e-46: 396: 80//Hs. 155464: AF088219 
R-HEMBA1001121//ESTs//1.7e-15: 216: 71//Hs. 141605: H9 
2974 

R-HEMBA1001122//ESTs//2. 0e-90: 474: 94//Hs. 107884: AA 
131320 

R-HEMBA1001123//B-CELL GROWTH FACTOR PRECURS0R//2. 
7e-45: 319: 84//Hs. 99879: M15530 
R-HEMBA1001133//ESTs//l. 2e-92: 443: 99//Hs. 99626: AA6 
32341 

R-HEMBA1001137//ESTs//2. 0e-86: 426: 97//Hs. 157103: W6 20 
0265 

R-HEMBA1001 140//Smal 1 inducible cytokine A5 (RANTE 
S)//2. 9e-45: 323: 83//Hs. 155464: AF088219 
R-HEMBA1001172//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//1. le 
-39: 309: 82//Hs. 96337: AA225358 
R-HEMBA1001174//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0492//0. 21: 238: 60//Hs. 12733 
8:AB007961 

R-HEMBA1001197//ESTs//0.010:388:61//Hs. 14881: R9189 30 
6 

R-HEMBA1001208//ESTs, Highly similar to Similar to 
S.cerevisiae hypothetical protein 5 [H. sapiens]// 
0. 27: 305: 62//Hs. 100238: U69194 
R-HEMBA1001226//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//5. Oe-54: 333: 81//Hs. 113283: AF018080 
R- HEMBA1 00 1 235//EST//2 . 3e-07: 42: 92//Hs. 141620: N633 
16 

R-HEMBA1001247//ESTs, Weakly similar to WWP2 [H.sa 
piens]//2.9e-20: 160:87//Hs. 103102: W55932 40 
R-HEMBA1001257//ESTs//3. 3e-112: 544: 97//Hs. 128749: A 
A779728 

R-HEMBA1001265//ESTs//8. 7e-116: 564: 98//Hs. 155150: A 
1061435 

R-nnnnnnnnnnnn//ESTs, Weakly similar to Lpa8p [S.c 
erevisiae]//2. 4e-35: 239: 87//Hs. 103919: AA159181 
R-HEMBA1001286//ESTs//l. 4e-97: 507: 95//Hs. 26244: AI3 
52674 

R-HEMBA1001289//ESTs//8. 2e-44: 122: 96//Hs. 76267: AA8 
77534 50 



%m 20O2-191363 
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R-HEMBA1001294//ESTs//1.0: 140:65//Hs. 149638: AI2983 
24 

R-HEMBA1001299//Small inducible cytokine A5 (RANTE 
S)//l. le-45:307:84//Hs. 155464: AF0882 19 
R-HEMBA1001302//Homo sapiens mRNA for APC 2 protei 
n, complete cds//0. 53: 89: 68//Hs. 20912: AB012162 
R-HEMBA1001303//EST//0. 00053: 271:60//Hs. 156148: AI3 
33214 

R-HEMBA1001310//ESTs//l. 4e-91: 486: 93//Hs. 86228: AA2 
06019 

R-HEMBA1001319//ESTs//0. 051: 228: 61//Hs. 99404: AA953 
977 

R-HEMBA1001323//ESTs//6. 2e-83: 401 : 98//Hs. 47343: AI 2 
82950 

R-HEMBA1001326//ESTs, Weakly similar to HYPOTHETIC 
AL 55.1 KD PROTEIN INFAB1-PES4 INTERGENIC REGION 
[S. cerevisiae]//!. 3e-77: 458: 92//Hs. 9398: N41838 
R-HEMBA1001327//ESTs//0. 60: 251: 58//Hs. 117162: AA701 
259 

R-HEMBA1001330//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//l. le-46: 249: 78//Hs. 113283: AF018080 
R-HEMBA1001351//ESTS//0. 13: 230: 57//Hs. 138510: R9481 
6 

R-HEMBA1001361//ESTs//3. 5e-107: 570: 94//Hs. 7727: AA1 
42837 

R-HEMBA1001375//ESTs//l. le-96: 454: 99//Hs. 59584: AA5 
87334 

R-HEMBA1001377//ESTs//8. 5e-91: 459: 95//Hs. 61859: AA6 
28550 

R-HEMBA1001383//ESTs//0. 077: 381: 58//Hs. 163093: AA74 
5458 

R-HEMBA1001387//ESTs//2. Oe-85: 405: 99//Hs. 152127: AI 
246482 

R-HEMBA1001388//ESTs//1.5e-83:395:99//Hs. 105191 :AA 
133439 

R-HEMBA1001391//ESTs//7. 7e-90: 455: 96//Hs. 120905: R2 
2204 

R-HEMBA1001398//Thromboxane A2 receptor//4.0e-46: 2 
79: 89//Hs. 89887:038081 

R-HEMBA1001405//ESTs//l. 2e-98: 485: 97//Hs. 73287: W16 
714 

R-HEMBA1001407//ESTs//2. 2e-76: 365: 99//Hs. 1 10128: AA 
584364 

R-HEMBA1001411//ESTs//l. 2e-102: 476: 100//Hs. 143162: 
AI 380343 

R-HEMBA1001413//ESTs//3. 7e-66: 321: 98//Hs. 152472: AA 
041199 

R-HEMBA1001415 

R-HEMBA1001432//Putative mismatch repair/binding p 
rotein hMSH3//7. 9e-42: 183: 82//Hs. 42674: U61981 



(1996) 
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R-HEMBA1001433//ESTs//l. 4e-34: 240: 77//Hs. 95611: U51 
704 

R-HEMBA1001435//ESTs//5. 6e-23: 292: 70//Hs. 116315: AA 
629263 

R-HEMBA1001442//ESTs//0.76:414:58//Hs.l56189:AI419 
982 

R-HEMBA1001446//ESTs//2. 2e-95: 447:99//Hs. 154091: AA 
767546 

R-HEMBA1001450//ESTs//l. 0e-93: 491: 94//Hs. 16130: AA1 
95077 10 
R-HEMBA1001454//Human Line-1 repeat mRNA with 2 op 
en reading frames//1.7e-47: 304: 88//Hs. 23094: M19503 
R-HEMBA1001455//ESTS//7. le-103: 482: 99//Hs. 97407 :AI 
417220 

R-HEMBA1001463 

R-HEMBA1001476//Human mRNA for RIAA0186 gene, comp 
lete cds//2. 0e-25: 409: 66//Hs. 36232: D80008 
R-HEMBA1001478 
R-HEMBA1001497 

R-HEMBA1001510//ESTs//3. 3e-44: 381: 78//Hs. 139882: AA 20 
864426 

R-HEMBA1001515//Human Line-1 repeat mRNA with 2 op 
en reading frames//5.9e- 79: 528: 84//Hs. 23094:119503 
R-HEMBA1001517//ESTs//5. 8e-32: 272: 81//Bs. 119512: AA 
487269 

R-HEMBA1001522//ESTs//l. 7e-84: 364: 95//Hs. 117858: AA 
702493 

R-HEMBA1001526//ESTs//L 8e-93: 527: 93//Hs. 10624: N64 
723 

R-HEMBA1001533//ESTs//l. 9e-42: 211: 100//Hs. 55830: AA 30 
580270 

R-flEMBA1001557//ESTs//4. 2e-83: 413: 97//Bs. 47546: AA1 
81348 

R-HEMBA1001566//Small inducible cytokine A5 (RANTE 
S) //3. 4e-50: 304: 88//Bs. 155464: AF088219 
R-HEMBA1001569//P0U domain, class 3, transcription 
factor 4//2. 3e-06: 259: 62//fls. 2229: X82324 
R-HEMBA1001570//Homo sapiens pendrin (PDS) mRNA, c 
omplete cds//3. 5e-47: 456: 77//Hs. 159275: AF030880 
R-HEMBA1001579//ESTs//0. 11: 299: 60//Hs. 106090: AA457 40 
030 

R-HEMBA1001581//ESTs//0. 016: 350: 61//Hs. 124664: AI01 
5652 

R-HEMBA1001585//Human mRNA for KIAA0331 gene, comp 
lete cds//0. 30: 251: 63//Hs. 146395: AB002329 
R-HEMBA1001589 

R-HEMBA1001595//ESTs, Weakly similar to SEPTIN 2 
[D. oelanogaster] //6. 9e-71 : 431: 88//Hs. 26625: W25874 
R-HEMBA1001608//Human kpni repeat mrna (cdna clone 
pcd-kpni-8), 3' end// 1. 3e- 73: 533: 82//Hs. 103948: K0 50 
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R-HEMBA1001620//ESTs, Highly similar to MY0-1N0SI 
T0L-1-PH0SPHATE SYNTHASE [Arabidopsis thaliana]// 
4. 5e-93: 537: 90//Hs. 20218: AA628530 
R-nnnnnnnnnnnn//flomo sapiens antigen NY-CO-16 mRN 
A, complete cds//0. 054: 362: 60//Hs. 132206: AF039694 
R-HEMBA1001636//ESTs//4. 9e-53: 267: 97//Hs. 47459: AA7 
00158 

R-HEMBA1001640//ESTs//2. 9e-27: 299: 72//Hs. 65236: AA9 
27623 

R- nnnnnnnnnnnn//ESTs , Weakly similar to Mi-2 prote 
in [H. sapiens] //l. 2e-86: 442: 95//Hs. 63888: AA203398 
R-HEHBA1001655//ESTs//l. 5e-101: 516: 95//Hs. 86541: AA 
214554 

R-HEHBA1001658 

R-HEMBA1001661//Homo sapiens protocadherin 68 (PCH 
68) mRNA, compl ete cds//l . 3e- 16: 427: 61//Hs. 10651 1 : 
AF029343 

R-HEHBA1001672//Homo sapiens methyl-CpG binding pr 
otein MBD3 (HBD3) mRNA, complete cds//1.4e-93:493: 
92//Hs. 107254: AC005943 
R-HEMBA1001675 

R-HEMBA1001678//Homo sapiens voltage dependent ani 
on channel protein mRNA, complete cds//4.2e-103:53 
4:94//Hs.7381:AF038962 

R-HEHBA1001681//ESTs//6. Oe-49: 292: 92//Hs. 65588: AA5 ' 
23424 

R-HEMBA1001702//ESTs//9. Oe-98: 478: 97//Hs. 28661 : AA8 
05916 

R-HEMBA1001709//Homo sapiens mRNA for KIAA0698 pro 
tein, complete cds//6.3e-98: 483: 96//Es. 31720: AB014 
598 

R- HEMBA 1 00 1 7 1 1 //ESTs//5 . 8e-83: 398: 98//Hs. 34804: AA5 
14960 

R-HEHBA1001712//ESTs//0. 028: 202: 63//Hs. 105790: AA52 
8095 

R-HEMBA1001714//ESTs, Highly similar to ATPASE IN 
HIBIT0R, MI T0CH0NDRI ALPRECURSOR [Rattus norvegicu 
s]//1.8e-46:236:98//Hs. 132948: AA194452 
R-HEMBA1001718//Small inducible cytokine A5 (RANTE 
S)//8.6e-43: 166:88//Hs. 155464: AF088219 
R-HEMBA1001723//ESTs, Highly similar to HYP0THETI 
CAL TRP-ASP REPEATS CONTAINING PROTEIN IN SIS1-HRP 
L2 INTERGENIC REGION [Saccharomyces cerevisiae]// 
7. le-88: 431: 96//Hs. 29203: AI 344105 
R-HEHBA1001731//EST//0. 25: 100: 68//Hs. 149171: AI 2457 
12 

R-HEHBA1001734//Human mRNA for RIAA0355 gene, comp 
lete cds//2. 6e-39: 366: 77//Hs. 153014: AB002353R - H 

EMBA 10 0 17 4 4 
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R-HEMBA1 00 1 7 4 5//EST s//6. 6 
e -0 5 : 2 4 4 : 6 2//H s. 1 5 7 6 6 3 :AI 
3 5 8 6 2 3 

R-HEMBA1 00 1 746//EST//4. 9e 
-6 5 : 4 0 9 : 8 8//H s. 1 2 4 6 7 3 :AA8 
5 8 16 2 

R-HEMBA100 1 76 l//ESTs//l. 9 
e -4 4 : 3 1 5 : 8 4//H s. 1 5 9 5 1 0 : A A 
2 9 7 14 5 

R — HEMBA1 00 1 78 l//ESTs // 3 . 0 10 
e ~ 9 8 : 4 6 2 : 9 9//H s . 6 0 0 5 9 : A I 0 

5 7 3 0 6 

R-HEMBA 1 00 1 7 8 4//EST//1. Oe 

- 1 2: 2 5 0: 6 8//Hs. 1 5 2 3.6 6 : AA 4 

8 6 7 2 1 

R-HEMBA 1 00 179 1//EST//1. 4e 
-4 7:2 9 2:8 9//H s . 1 6 3 3 3 3 : AA 8 
7 9 0 5 3 

R-HEMBA 1 0 0 1 8 0 0//EST s//8. 4 
e-3 7 : 3 1 4 : 7 9//H s. 1 0 5 1 5 1 : AA 20 

9 7 0 2 4 3 

R-HEMBA 1 00 1 8 0 3//EST s//4. 5 
e -9 9 : 4 6 5 : 9 9//H s. 1 3 5 1 5 9 :AI 
0 9 5 8 2 3 

R — nnnnnnnnnnnn // Zinc f i n g 
er protein 148 (pHZ-52) // 
0. 7 8 2 3 2 : 5 7//H s. 112180:AF 
0 3 9 0 19 

R-HEMBA 1 0 0 1 8 0 8//Homp s a p i 
ens mRNA, chromosome 1 sp 30 
ecific transcript KIAA050 
0//9. 0 e- 1 1 4 : 5 4 8 : 9 8//H s. 11 
816 4 :AB 007969 

R-HEMBA 1 0 0 18 0-9//EST//3. 8 e 

- 6 3:2 9 2:8 9//H s. I 5 8 5 9 1 : A I 3 

6 9 3 3 4 

R — H EM B A 1 0 0 1 8 1 5//C a 1 c i u m m 
o d u I a t i n g 1 i gand // 1 . 1 e - 4 
7:2 9 9:8 7//H s . 13572 :AF 0681 

7 9 40 
R-HEMBA 1 0 0 1 8 1 9//Z INC F I NG 
ER PROTEIN HF. 12//1. 2e-l 

6 : 2 5 9 : 6 9//Hs. 1 5 5 4 7 0 :X0 7 2 9 
0 

R-HEMBA 1 0 0 1 8 2 0//E ST s//2. 6 
e -8 6 : 4 0 4 : 1 0 0//H s. 1 1 2 8 8 1: A 
A6 2 0 7 0 7 

R-nnnnnnnnnnnn//ESTs//2. 2 
e — 101:480:9 9//H s . 1 5 9 9 4 0 : A 
A 9 7 1 5 7 8 50 
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R-HEMBA10018 2 4//ESTs, We a 
kly similar to MATRIN 3 
[H. sapiens]//6. 2e-2 7 : 1 4 7 : 
9 7//Hs. 23476 : AA 401210 
R-HEMBA 1 00 1 8 3 5//ES T// 0 . 7 
9 : 2 1 6 : 6 4//H s . 4 7 4 3 7 :N5 2 2 5 0 
R — HEMBA1 00 1 8 4 4//EST s //4 . 7 
e - 6 2 : 3 I 9 : 9 5//H s. 5 5 2 0 0 :N98 
5 1 3 

R — HEMBA1 00 1 84 7//EST s//2. 3 
e- 1 0 2 : 5 2 2 : 9 5 //H s . 2 0 8 7 9 : A A 
8 4 5 4 4 6 

R-HEMBA1 0 0 1 8 6 l//Homo s a p i 
ens mRNA for KIAA0617 pro 
tein, complete c d s//l. 1 e — 
1 0 9 : 5 5 3 : 9 6//H s. 78946 :AB01 
4 5 17 

R-HEMBA1 00 1 8 64//EST s//7. 4 
e-9 4 : 4 4 9 : 9 9//Hs. 1 3 2 7 7 6 :AI 
14 2 8 5 3 

R-HEMBA100186 6 //My e 1 i n o 1 
igodendrocyte glycoprotei 
n {alternative products}/ 
/l. 9 e-3 7 : 3 5 7 : 7 6//Hs. 5 3 2 1 
7 : Z 4 8 0 5 1 

R-nnnnnnnnnnnn//ESTs, We a 
kly similar to trithorax 
homolog HTX, version 2 [ H . 
sapiens]//2. 3 e - 3 2 : 1 9 3 : 9 4/ 
/Hs. 9 4 8 9 : R84 3 2 9 
R-HEMBA100188 8//H. sapiens 
mRNA for urea transporte 
r//2. 0 e -4 7 : 4 2 5 : 7 8//H s . 667 
1 0 : X 9 6 9 6 9 

R-HEMB A 1 0 0 1 8 9 6//E ST s//3. 5 
e-5 6 : 2 7 4 : 9 9//H s. 1 2 9 0 1 8: HO 
3 12 8 

R-HEMBA 10 0 19 10 

R-HEMBA100191 2//ESTs, We a 
kly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY 
! ! ! ! [H. sapiens] // 1 . 5 e - 7 

3 : 3 4 7 : 1 0 0//H s. 30991 : AA 994 

4 3 8 

R-HEMBA1001913//ESTs, Hig 
hly similar to GCN20 PRO 
TEIN [Saccharomyces cerev 
i s i a e ] // 5 . le-57:320:91 //H 
s. 9125 1":U66685 

R-HEMBA 1 00 1 9 1 5 // E S T s // 4 . 9 
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e-88 : 459 : 95//Hs. 12 2810:AI 
2 7 3 7 0 6 

R-HEMBA 1 00 1 9 1 8//EST s//l. 2 
e-1 06 : 505 : 99//Hs. 985 18 :AI 

0 2 7 12 5 

R-HEMBA 1 00 1 9 2 1 //H o m o s a p i 
ens germinal center kinas 
e related protein kinase 
mRNA, complete c d s // 5 . 5 e — 

1 0 7 : 5 3 4 : 9 6//H s. 1 5 4 9 3 4 :AF0 10 
0 0 14 5 

R-HEMBA 1 0 0 1 9 3 9//E ST s, Mod 
erately similar to !!!! A 
LU SUBFAMILY J WARNINGENT 
R Y ! ! ! ! [H. sapiens] //2. 9 e 
-9 9 : 4 8 2 : 9 8//Hs. 96849: AA 87 
9 4 7 0 

R-HEMBA10019 4 0//Huma n mRN 
A for KIAA0 3 9 2 gene, part 
ial cds//5. 6 e - 4 5 : 3 3 6 : 8 2// 20 
H s . 40100:AB002390 
R-HEMB A 1 0 0 1 9 4 2//E ST//2. 6e 
- 8 4:3 9 7:9 9//H s. I 4 5 4 4 4 : A I 2 

0 3 6 6 8 

R-HEMBA I 0 0 1 9 4 5 // ESTs // 1 . 4 
e - 9 2 : 4 3 7 : 9 9//H s . 1 4 4 5 6 5 : A I 

1 9 2 4 5 2 

R-HEMBA 1 0 0 1 9 5 0//EST s//3. 9 
e-43: 280:8 8//H s . 8 4 4 2 9 :N28 
8 6 6 30 
R-HEMBA 1 0 0 1 9 6 0//EST s//0. 0 
40: 24 3: 6 2//Hs. 2 9 5.6 7 :AA6 4 0 
4 2 1 

R-HEMBA 1 0 0 1 9 6 2//EST s//0. 0 
0 7 1:1 1 3:6 9//H s . 49792 :N700 
4 8 

R-HEMBA 1 0 0 1 9 6 4//E ST s//3. 0 
e -3 8 : 2 3 9 : 8 7//H s. 1 5 8 1 2 6:W2 
6 8 2 5 

R-HEMBA 1 0 0 1 9 6 7//Huma n DNA 40 

sequence from clone 341E 
18 on chromosome 6 p 1 1. 2 — 1 
2. 3. Contains a Serin e/Th 
reonine Protein Kinase ge 
ne (presumptive isolog of 

a Rat gene) and a novel 
alternatively spliced gen 
e . Contains a putative C p 
G island, ESTs and GSS s// 
1 . 8e-106:517:9 7//H s. 1 1 0 5 50 
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0 : A L 0 3 1 1 7 8 

R-HEMBA1001979//EST//0. 039: 167: 63//Hs. 129451: AA993 
932 

R-HEMBA1001987//ESTs//3. le-44: 320: 83//Hs. 136839: H9 
3717 

R-HEMBA1001991//Human mRNA for KIAA0355 gene, comp 
lete cds//9. 5e-47: 303: 88//Hs. 153014: AB002353 
R-HEHBA1002003//Homo sapiens mRNA for protein phos 
phatase 2C (beta)//1.6e-91: 448: 97//Hs. 5687: AJ00580 
1 

R-HEMRA1002008//ESTs//9. 2e-47: 297: 87//Hs. 142314: AA 
347930 

R-HEMBA1002018//ESTs//9. 4e-21: 118: 97//Hs. 7871: AI 04 
1837 

R-HEHBA1002022//Human mRNA for KIAA0075 gene, part 
i al cds//0. 25: 196: 63//Hs. 1 189: D38550 
R-HEMBA1002035//ESTs//7. 7e- 101 : 475: 99//Hs. 8858: AI 1 
31538 

R-HEMBA1002039//H. sapiens mRNA for phosphoinpsitid 
e 3-kinase//0.68:256:64//Hs. 101238: Y11312 
R-HEMBA1002049//Homo sapiens mRNA for KIAA0563 pro 
tein, complete cds//2.4e-51: 254: 85//Hs. 15731: AB011 
135 

R-HEMRA1002084//EST//0. 31:219: 60//Hs. 162396: AA5727 
64 

R-HEMBA1002092//EST//6. 4e-72: 342: 99//Hs. 148533: AI2 
00996 

R-HEMBA1002100//EST//5. 6e-38: 258: 85//Hs. 103094: W52 
354 

R-HEMBA1002102//Thi opuri ne S-methyl transf erase//l . 
4e-46: 403: 79//Bs. 51124: AF019369 
R-HEMBA1002113//Prostaglandin 12 (prostacyclin) sy 
nthase 4e-76: 280: 90//Hs. 61333: D83402 
R-HEHBA1002119//Bomo sapiens 0R7E12P pseudogene, c 
omplete sequence//l. 4e-87: 362: 94//Hs. 103443: AF0658 
54 

R-HEMBA1002125//ESTs, WeaWy similar to Y53C12A.3 
[C. elegans]//l. 7e-16:94: 100//Hs. 107747: AI 357868 
R-HEMBA1002139//H. sapiens mRNA for nebulin//0.001 
9:68:88//Hs.83870:X83957 

R-HEMBA1002144//ESTs//3. le-30: 259: 72//Hs. 141575: AA 
211734 

R-HEMBA1002150//ESTs//7. le-105: 543: 95//Hs. 32275: AA 
595199 

R-HEMBA1002151//ESTs//2. 2e-35: 178: 100//Hs. 77703: Wl 
9642 

R- BEHBA1 002 1 53//EST//4 . 5e-49: 458: 77//Hs. 141708: W44 
337 

R-HEMBA1002160//Homo sapiens nephrocystin (NPHP1) 
mRNA, partial cds//1.4e-36:400:75//Hs. 75474: AF0236 



3995 

74 

R- HEMBA 1 002 1 6 1 //Homo sapiens EVI5 homolog mRNA, co 
mplete cds//l. 9e-33: 294: 77//Hs. 26929: AF008915 
R-HEMBA1002162//ESTs//l . Oe-47: 317: 85//Hs. 48919: N64 
043 

R-HEMBA1002166//Thromboxane A2 receptor//6. 8e-46: 2 
96: 81//Hs. 89887: D38081R- HEMBA 1 002 177//EST//2. 6e-4 
2:215:99//Hs. 116880: AA662457 
R-HEMBA1002185//Homo sapiens class-I MHC-restricte 
d T cell associated molecule (CRTAM) mRNA, complet 10 
e cds//6. Oe-42: 419: 73//Bs. 159523: AF001622 
R-HEMBA1002189//Homo sapiens mRNA for RIAA0792 pro 
tein, complete cds//l. 4e-29: 244: 72//Hs. 119387: AB00 
7958 

R-HEMBA1002191//ESTs//2. 6e-31: 275: 66//Hs. 133852: AI 
076357 

R-HEMBA1002199//Human Line-1 repeat mRNA with 2 op 
en reading frames//4.3e-84: 557: 84//Hs. 23094: M19503 
R-HEMBA1002204//EST//0. 00057: 113: 71//Hs. 144868: AI2 
02342 20 
R-HEMBA1002212//ESTs//l . 5e-48: 277: 93//Hs. 104741: AI 
393315 

R-HEHBA1002215//ESTs//l. le-23: 158: 90//Hs. 152529: AA 
897151 

R-HEMBA1002226//Homo sapiens mRNA for KIAA0706 pro 
tein, complete cds//5. le-21: 230: 75//fls. 139648: AB01 
4606 

R-HEMBA1002229//Homo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds//1.5e-47:238:98// 
Hs. 25664: AF089814 30 
R-HEMBA1002237//ESTs/76. 9e-35: 357: 76//Hs. 116518: AA 
653202 

R-HEHBA1002253//EST//6.0e-19: 125:81//Hs. 140596: AA8 
29426 

R-HEMBA1002257 

R-HEMBA1002267//ESTs, Weakly similar to HYPOTHETIC 
AL 27.8 KD PROTEIN INVHA7-RPS31A INTERGENIC REGION 
IS, cerevi si ae] //l . 3e-31 : 201 : 91//Hs. 1 14673: W72675 
R-HEMBA1002270//ESTs//4. 6e-100: 483: 97//Hs. 34940: AI 
264314 40 
R-HEHBA1002321//ESTs//2. 3e-85: 403: 99//Hs. 120388: AA 
723595 

R-HEMBA1002328//ESTs//l. 3e-90: 423: 100//Hs. 117936: A 
1280818 

R-HEMBA1002337//ESTs//8. 7e-24: 147: 93//Hs. 9893: AA00 
7679 

R-HEMBA1002341//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds//7.8e- 130: 642: 96//Hs. 6162: AB0183 
14 

R-HEHBA1002348//ESTs//5. Oe-71: 387: 93//Hs. 30494: H04 50 
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R-HEMBA1002349//ESTs//9. 7e-88: 420: 98//Hs. 132972: AA 
543094 

R- nnnnnnnnnnnn//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds//3.9e- 123: 6 
61: 93//Hs. 119023: AF092563 

R-HEMBA1002381//ESTs//l. 3e-73: 352: 99//Hs. 56121: AA7 
81435 

R-HEMBA1002389//EST//2. 3e-05: 132: 69//Hs. 37558: H582 
37 

R-HEMBA1002417//Homo sapiens chromosome 19, cosmid 
R28784//3. 9e-63: 358: 91//Hs. 25527: AC005954 
R-HEHBA1002419//ESTs, Weakly similar to APK1 antig 
en [H. sapiens] //5. 6e-87: 429: 96//Hs. 13209: AI417849 
R-HEMBA1002430//ESTs//0. 10: 388: 57//Hs. 119238: AA476 
267 

R-HEMBA1002439//Human mRNA for KIAA0080 gene, part 
ial cds//2. 0e-22: 181: 80//Hs. 74554: D38522 
R-HEMBA1002458//ESTs//L 8e-88: 448: 95//Hs. 97914: AA7 
69069 

R-HEMBA1002460//Catalase//0. 67: 314: 60//Hs. 76359: X0 
4085 

R-HEMBA1002462//EST//0. 032: 44: 88//Hs. 161536: N80395 
R-nnnnnnnnnnnn//ESTs, Weakly similar to F08G12.1 
[C. elegans] //5. 4e-95: 488: 95//Hs. 108115: AA582193 
R-HEMBA1002477//Homo sapiens KIAA0395 mRNA, parti a 
1 cds//2. 5e-37: 281 : 80//Hs. 43681: AL022394 
R-HEMBA1002486//Small inducible cytokine A5 (RANTE 
S)//l. le-49:311:88//Hs. 155464: AF0882 19 
R-HEMBA1002495//ESTs//L 2e-94: 457: 98//Hs. 42140: AI 1 
88995 

R-HEMBA1002498//ESTs//l. 7e-35: 240: 78//Hs. 119871: AA 
705133 

R-HEHBA1002503//ESTs//2. 3e-14: 64: 85//Hs. 140190: AA7 
01449 

R-HEMBA1002508//ESTS//0. 00057: 160: 62//Hs. 149661: AA 
872990 

R-nnnnnnnnnnnn//Homo sapiens mRNA for hi stone deac 
etylase-like protein (JM21) //2. 3e- 1 13: 456: 92//Hs. 6 
764: AJ01 1972 

R-HEHBA1002515//EST//1.0: 153:63//Hs. 118045: N51715 
R-HEMBA1002538//Homo sapiens mRNA for KIAA0454 pro 
tein, partial cds//5. le- 106: 564: 93//Hs. 129928: AB00 
7923 

R-HEHBA1002542//ESTs//l. Oe- 101: 539: 93//Hs. 93872: AA 
524700 

R-HEMBA1002547//EST//8.7e-27: 151:96//Hs. 132145: AI0 
41804 

R-HEHBA1002552//EST//5. 9e-49: 335: 85//Hs. 149580: AI 2 
81881 



(2000) 

3997 

R-HEMBA1002555//ESTs//l.le-77: 461 :91//Hs. 38750: N30 
012 

R-HEMBA1002558//Homo sapiens 4F5S mRNA, complete c 
ds//l. 3e-42: 264: 89//Hs. 32567: AF073519 
R-HEMBA1002561//Small Inducible cytokine A5 (RANTE 
S)//6. 4e-40: 196: 78//Hs. 155464: AF088219 
R-nnnnnnnnnnnn//Homo sapiens protein associated wi 
th Myc mRNA, completecds//l. 4e- 120: 587: 97//Hs. 1514 
11:AF075587 

R-HEMBA1002583//ESTs//7. le-79: 410: 95//Hs. 21599: AA4 10 
78904 

R-HEHBA1002590//EST//3. 3e-54: 278: 97//Hs. 138637: N20 
838 

R-HEMBA1002592//ESTs//2. 6e-44: 500: 74//Hs. 110934: N2 
6055 

R-HEMBA1002621 

R-HEMBA1002624//Homo sapiens mRNA for KIAA0808 pro 
tein, complete cds//2. 2e-77: 380: 97//Hs. 91338: AB018 
351 

R-HEMBA1002628//ESTs//0. 0020: 167: 66//Hs. 140605: AA8 20 
30881 

R-HEMBA1002629//ESTs//0. 00014: 50: 100//Hs. 119132: AA 
398715 

R-HEMBA1002645//EST//2. le-37: 285: 82//Hs. 141728: W73 
041 

R- HEMBA1 00265 1 //EST//2 . 2e-23: 374: 69//Hs. 139357: AA4 
20970 

R-HEMBA1002659//Human 53K isofonn of Type II phosp 
hatidylinositol-4-phosphate 5-kinase (PI PK) mRNA, 
complete cds//l . 5e-53: 406: 81//Hs. 108966: U48696 30 
R-HEMBA1002661//Homo sapiens mRNA for KIAA0764 pro 
tein, complete cds//l. le-41: 296: 84//Hs. 6232: AB0183 
07 

R-HEMBA1002666//EST//4. 4e-09: 79: 88//Hs. 72015: AA151 
945 

R-HEMBA1002678//EST, Moderately similar to !!!! AL 
U SUBFAMILY J WARNINGENTRY !!!! [H. sapiens] //7.6e- 
104: 560: 92//fls. 161748: T64896 
R-nniinnnnnnnnn//EST//0. 15: 136: 69//Hs. 129570: AA9953 
96 40 
R-HEMBA1002688//T-CELL SURFACE PROTEIN TACTILE PRE 
CURS0R//0. 16: 247:62//Hs. 142023: M88282 
R-HEMBA1002696//ESTs//3. 5e-94: 529: 92//Hs. 16725: AA1 
96477 

R-HEMBA1002712//Eomo sapiens mRNA for RIAA0772 pro 
tein, complete cds//6. Oe-46: 302: 86//Hs. 15519: AB018 
315 

R> HEMBA 1 00271 6//ESTs//l . 3e- 109: 555: 96//Hs. 9812: AA1 
47884 

R-HEMBA1002728//Homo sapiens mRNA for KIAA0621 pro 50 



tt|)H 2002-191363 
3998 

tein, partial cds//3. 8e-37: 287: 81//Hs. 132942: AB014 
521 

R-HEMBA1002730//ESTs//l. 2e-95: 488: 95//Hs. 22030: AA5 
21168 

R-SEMBA1002742//ESTs//l. 0e-91: 437: 99//Hs. 139987: AA 
652163 

R-HEMBA1002746//ESTs//4. 4e-97: 468: 98//Hs. 129903: AA 
576526 

R-HEMBA1002748//ESTs//5. Oe-98: 475: 98//Hs. 125461 : AI 
375792 

R-HEHBA1002750//ESTs//l. 6e-42: 223: 97//Bs. 40460: N36 
090 

R-HEMBA1002768//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds//4.0e- 106: 545: 95//fls. 74750: AB011 
126 

R-HEMBA1002770//EST//0. 34: 294: 59//fls. 43091: N22127 
R-HEMBA1002777//ESTs//3. Oe-85: 316: 98//Hs. 17537: C06 
491 

R-HEMBA1002779//Human mRNA for KIAA0013 gene, comp 
1 ete cds//0. 25: 342: 58//Hs. 48824: D87717 
R-HEMBA1002780//Homo sapiens DEC-205 mRNA, complet 
e cds//4. 2e-46: 449: 75//Hs. 153563: AF011333 
R-HEMBA1002794//ESTs//l. 2e-115: 559: 97//Hs. 79741: AI 
279709 

R-HEMRA1002801//EST//0. 00049: 287: 60//Hs. 126466: AA9 
13320 

R-HEMBA1002810//Homo sapiens formin binding protei 
n 21 mRNA, complete cds//1.4e-116: 559: 97//Hs. 2830 
7:AF071185 

R-HEMBA1002816//Human plectin (PLEC1) mRNA, comple 
te cds//0. 28: 281: 62//Hs. 79706: U53204 
R-HEMRA1002826//EST//6. 7e-25: 134: 99//Hs. 134683: AI0 
92013 

R-HEMBA1002833//ESTs, Highly similar to ribosome-b 
inding protein p34 [R.norvegicus]//4.3e- 25: 137:98/ 
/Hs.5337:AA243757 

R-HEMBA1002850//ESTs//0. 010: 323: 57//Hs. 18282: W6751 
4 

R-HEMBA1002863//ESTs//l. le-67: 359:94//Hs. 124699: W2 
7830 

R-HEMBA1002876//ESTS//0. 72: 202: 62//Hs. 144816: AI 220 
827 

R-HEMBA1002886//EST//3. 2e-85: 401: 99//Hs. 96580: AA40 
5670 

R-HEMBA1002896//Homo sapiens SE3-containing adapto 
r mol ecul e- 1 mRNA, compl ete cds//l . 2e- 107: 541 : 95// 
Hs. 33787: AF037261 

R-HEMBA1002921//Human mRNA for KIAA0189 gene, comp 
lete cds//0.84: 103: 71/^95140:080011 
R-HEMBA1002924//ESTs//3. 5e-86: 423: 98//Hs. 27513: N34 



(2001) 

3999 

820 

R-HEMBA1002934//Human mRNA for KIAA0118 gene, part 
i al cds//2. le-50: 308: 88//Hs. 154326: D42087 
R-HEMBA1002935//ESTs//l . Oe-73: 384: 95//Hs. 1 18193: N7 
4481 

R-HEMBA1002937//ESTs//0. 052: 167: 65//Hs. 145504: AI25 
4165 

R-HEMBA1002939//ESTs//l . 6e-94: 467: 97//Hs. 9893: AA00 
7679 

R-HEMBA1002944//ESTs//2. 7e- 17: 176: 80//Bs. 143768: AA 10 
229732 

R-HEMBA1002951//ESTs//3.7e-119:565:98//Hs. 16218:AI 
190892 

R-HEMBA1002954//EST//0. 076: 285: 58//Hs. 98706: AA4310 
85 

R-HEMBA1002968//TM opuri ne S-methyl transferase//l . 
9e-46: 314: 85//Hs. 51124: AF019369 
R-HEMBA1002970//EST//0. 00050: 164: 64//Hs. 129630: AIO 
00405 

R-BEMBA1002971//Homo sapiens mRNA for KIAA0679 pro 20 
tein, partial cds//2.3e-30: 162: 99//Hs. 5734: AB01457 
9 

R-HEMBA1002973//Smail inducible cytokine A5 (RANTE 
S)//5. 7e-42: 318: 81//Hs. 155464: AF088219 
R-nnnnnnnnnnnn//ESTs//3. 2e-18: 102: 100//fls. 146255: A 
A197064 

R-HEMBA1002999//ESTs, Moderately similar to lamina 
associated polypeptide 1C [R.norvegicus]//7.9e-ll 
3: 560: 96//Hs. 125749: AI 377682 

R-HEMBA1003021//Homo sapiens PYRIN (MEFV) mRNA, co 30 
mplete cds//3. 3e-42: 290: 85//Hs. 113283: AF018080 
R-HEMBA1003033//ESTs//2. 8e-77: 417: 94//Hs. 138860: W4 
7480 

R-HEMBA1003034//ESTs//3. 7e-42: 429: 74//Hs. 132818: AI 
038577 

R-HEMBA1003035//ESTs//0. 025: 156: 64//Hs. 8473: T40827 
R-HEMBA1003037//ESTs//0. 69: 381: 57//Hs. 47312: AI 2403 
66 

R-HEMBA1003041//ESTs, Highly similar to PUTATIVE 
SERI NE/THREONI NE-PR0TEI N KINASE C41C4.4 IN CHR0M0S 40 
0ME II PRECURSOR [Caenorhabditis elegans]//5.6e-3 
4: 280: 79//Hs. 114905: AA088442 
R-HEMBA1003046//Homo sapiens mitochondrial process 
ing peptidase beta-subunit mRNA, complete cds//1.3 
e- 1 19: 578: 97//Hs. 44097: AF054182 
R-HEMBA1003064//ESTs//7. 8e-85: 419: 96//Hs. 87020: AA7 
06627 

R-HEHBA1003067//Von Hippel-Lindau syndrome//2. 0e-3 
0: 299: 75//fls. 78160: AF01 0238 

R-HEMBA1003071//ESTs//2. 3e-74: 360: 98//Hs. 17270: AA7 50 



ftm 2002- 191363 
4000 

01903 

R-HEMBA1003077//ESTs, Weakly similar to KIAA0405 
[H.sapiens]//1. le-90:434:99//Hs. 14146:W92235 
R-HEMBA1003078//ESTs//5. 9e-16: 156: 77//Hs. 142684: AA 
902402 

R-HEHBA1003079//ESTs//0. 16: 341: 58//Hs. 95923: AI 0752 
49 

R-HEMBA1003083//Small inducible cytokine A5 (RANTE 
S)//l. 9e-39: 284: 83//Hs. 155464: AF088219 
R-HEHBA1003086//EST//1. Oe-48: 372: 82//Hs. 161917: AA4 
83223 

R-HEMBA1003096//ESTs, Weakly similar to Mouse 19.5 
mRNA, complete cds [M.musculus]//4. 2e- 100: 531: 94/ 
/Hs. 104800: AA709155 

R-HEMBA1003098//ESTs//4. 2e-107: 537: 96//Hs. 107213: A 
A121624 

R-HEMBA1003117//ESTs//2. 4e-67: 331: 97//Hs. 157158: AI 
150058 

R-HEMBA1003129//Human nucleolar fibrillar center p 
rotein (ASE-1) mRNA, complete cds/72. le-13: 109:88/ 
/Hs. 118717: U86751 

R-HEMBA1003133//ESTs//l. le-34: 180: 98//Hs. 159387: AI 
370845 

R-HEMBA1003136//ESTs, Weakly similar to MANN0SE-1- 
PHOSPHATE GUANYLTRANSFERASE [Saccharomyces cerevis 
iae]//9. 2e-114: 577: 95//Hs. 27059: AI 088615 
R-HEMBA1003142//Small inducible cytokine A5 (RANTE 
S)//l. le-45: 285: 88//Hs. 155464: AF088219 
R-HEMRA1003148//Homo sapiens mRNA for dachshund pr 
otei n//3. 6e- 1 18: 586: 96//Hs. 63931 : AJ005670 
R-HEMBA1003166//ESTs//l . 6e-96: 479: 96//Hs. 1 19940: AA 
705933 

R-HEMBA1003175//ESTs//2. 7e-74: 407: 92//Hs. 139167: AA 
715389 

R-HEMBA1003197//ESTs//l. 6e-68: 384: 94//Hs. 120969: W9 
2000 

R-HEMBA1003199//Sjogren syndrome antigen B (autoan 
tigen La)//0. 19: 328: 57//Hs. 83715: X69804 
R-HEUBA1003202//Homo sapiens mRNA for RIAA0640 pro 
tei n, parti al cds//l . 3e-40: 290: 83//Hs. 153026: AB014 
540 

R-HEHBA1003204//ESTs//L le-34: 215:91//Hs. 108090: AA 
424943 

R-HEMBA1003212//ESTS//1. 9e-81: 441: 93//Hs. 28471: W20 
265 

R-HEMBA1003220//ESTs, Weakly similar to MIT0CH0NDR 
IAL 40S RIB0S0MAL PROTEIN S28 PRECURSOR [S. cerevis 
iae] //l. 6e-40: 232: 93//Hs. 107707: N32817 
R-HEMBA1003222//ESTs, Weakly similar to weak simil 
arity to HSP90 [C.elegans]//!. le-42: 310: 85//Hs. 232 



(2002) 

4001 

94:W27666 

R-HEMBA1003229//ESTs//4. 8e-18: 133: 90//Hs. 61763: AAO 
35305 

R-HEMBA1003235//ESTs//7. 7e-35: 201: 78//Hs. 163979: AA 
828834 

R-HEMBA1003250//Homo sapiens p21-activated kinase 
3 (PAK3) mRNA, complete cds//7.4e-05:534:58//Hs. 15 
2663:AF068864 

R-HEMBA1003257//EST//1. 4e-95: 473: 97//Hs. 32443: H289 
29 10 
R-HEMBA1003273//Small inducible cytokine A5 (RANTE 
S)//2. 6e-38: 253: 86//Hs. 155464: AF088219 
R-HEMBA1003276//ESTs//7. 6e-55: 269: 99//Hs. 23817: AA5 
26392 

R-HEMBA1003278//ESTs//2. 6e-45: 301: 71//Hs. 51652: AIO 
84785 

R-HEMBA1003281 

R-HEMBA1003291//Homo sapiens mRNA for RIAA0537 pro 
tein, complete cds//9.7e-117:551:99//Hs.l2836:AB01 
1109 20 
R-HEMBA1003296//ESTs//4. 8e- 17: 210: 72//Hs. 44451 : AA2 
03266 

R-HEMBA1003304//ESTs//2. 8e-98: 468: 98//Hs. 120849: AI 
148353 

R-HEMBA1003309//ESTs//l. 8e-97: 455: 99//Es. 11571: AA7 
13504 

R-HEMBA1003314//Homo sapiens mRNA for leucine zipp 
er bearing kinase, complete cds//8.9e-113:545:97// 
Hs. 124224: AB001872 

R-HEMBA1003322//ESTs//4. 9e-79: 419: 95//Bs. 138760: N6 30 
6869 

R-HEMBA1003327//Homo sapiens clone 23622 mRNA sequ 
ence//1.4e-16: 177: 78//Hs. 151608: AF052119 
R-HEMBA1003328//H. sapiens mRNA for MACB-alpha-2 pr 
otein//2. le-43: 269: 88//Hs. 19949: X98173 
R-HEMBA1003330//Homo sapiens poly(A) binding prote 
in II (PABP2) gene, complete cds//0.66:64:76//Hs. 1 
17176: AF026029 

R-HEMBA1003348//ESTs//l. 4e-35: 185: 78//fls. 117879: H7 
7357 40 
R-HEMBA1003369//ESTs, Weakly similar to F59C6.9 
[C. el egans] //3. 2e- 1 13: 553: 97//Hs. 65539: AI 148540 
R-HEMBA1003370//ESTs//2. Oe-46: 319: 86//Hs. 37573: H59 
651 

R-HEMBA1003373//ESTs//l. 6e-31: 136: 8 1//Hs. 114849: AI 
139588 

R-HEMBA1003376//ESTs//3. Oe-47: 383: 80//Hs. 138852: AA 
284247 

R-HEMBA1003380//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H. sapiens] //L8e 50 



M2 0 0 2- 1 9 1 3 6 3 
4002 

- 11: 261 : 65//Hs. 87578: AI 125363 
R-HEMBA1003384//EST//0. 00013: 82: 75//Hs. 141237: H578 
47 

R-HEMBA1003395//ESTs//5. 2e-78: 379: 98//Hs. 162208: AA 
536127 

R-HEMRA1003402//ESTs//8. 6e-14: 108: 89//Hs. 55424: AA7 
74204 

R-nnimnnnnnnnn//ESTs//l. 7e-24: 188: 85//Hs. 70266: Z78 
309 

R-HEMBAi003417//ESTs//4. 2e-74: 396: 94//Hs. 55220: Dll 
563 

R-HEMBA1003418//ESTs//3. le-107: 545: 95//Hs. 3494: AI4 
21013 

R-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, co 
mplete cds//3. 2e-115: 544: 98//Hs. 25812: AF058696 
R-HEMBA1003461//ESTs//2.8e-62: 304: 99//Hs. 148747: AI 
225121 

R-HEMBA1003463//ESTs//2. 3e-112: 549: 97//Hs. 104627: A 
A885516 

R-HEMBA1003480//Homo sapiens PYRIN (MEFV) mRNA, co 
mpl ete cds//7. 7e-76: 529: 84//Hs. 1 13283: AF018080 
R-HEMBA1003528//ESTs//2. le-59: 312: 96//Hs. 22505: R41 
688 

R-HEMBA1003531//ESTs//2. 2e-17: 116: 93//Hs. 140217: AA 
702760 

R-HEMBA1003538//C(mplement component Clr//4. 7e-25: 
333: 68//Hs. 1279: M14058 

R-HEMBA1003545//ESTs//8. 7e-89: 432: 98//Hs. 99497: AA7 
76817 

R-HEMBA1003548//EST//0. 0091 : 274: 60//Hs. 148336: AA91 
1673 

R-HEMRA1003555//ESTs, Weakly similar to NUCLEOTIDE 
-BINDING PROTEIN [H.sapiens]//2.8e-93:495:93//Hs.9 
1619:AA552351 

R-HEMBA1003556//ESTs//7. le-44: 406: 77//Hs. 141575: AA 
211734 

R-HEMBA1003560//ESTs//4. Oe-34: 182: 97//Hs. 14811: AA4 
34522 

R-HEMBA1003568//ESTs//2.0e-101: 486: 98//Hs. 118570: A 
1342058 

R-HEMBA1003569//ESTs, Moderately similar to metast 
asis-associated gene [H.sapiens]//4.0e-63:343:93// 
Hs. 58598: AA625440 

R-HEMBA1003571//Homo sapiens clone 23632 mRNA sequ 
ence//3. 7e-47: 338: 84//Hs. 46918: AF052099 
R-HEMBA1003579//EST//0. 00057: 239: 60//Hs. 162828: AA6 
43892 

R-HEMBA1003581//ESTs//2. 6e-10: 118: 79//Bs. 44856: N37 
065 

R-HEMBA1003591//ESTs//2. 4e-96: 460: 98//Hs. 128741: AI 



(2003) 

4003 

244212 

R-HEMBA1003595//Human mRNA for RIAA0118 gene, part 
ial cds//l. 7e-48: 421: 78//Hs. 154326: D42087 
R-HEMBA1003597//EST//1 . 6e-38: 313: 80//Hs. 16091 1 : AI 3 
71042 

R-HEMBA1003598//ESTs//0. 0085: 273: 61//Hs. 145333: AI2 
51374 

R-HEHBA1003615 

R-HEMBA1003617//ESTs//l. Oe-lll: 574: 95//Bs. 4552: W68 
167 10 
R- HEMBA 1 00362 1 //EST// 1 . 7e-31: 288: 78//Hs. 140909: R49 
387 

R-HEMBA1003622//EST//1. le-46: 468: 75//Hs. 139093: AA1 
66888 

R-flEMBA1003630//ESTs//l. 4e-21: 411: 69//Hs. 128729: AA 
973021 

R-HEMBA1003637//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY SB WARNING ENTRY !!!! [H. sapiens] //9.3e-2 
4: 189: 84//Hs. 142208: AA209438 

R-HEMBA1003640//ISLET AMYLOID POLYPEPTIDE PRECURSO 20 
R//2. 5e-42: 332: 81//Hs. 51048: X68830 
R-HEMBA1003645//ESTs//2. 4e-77: 423: 94//Hs. 99539: R59 
010 

R-HEMBA1003646//ESTs//2. 6e-98: 549: 91//Hs. 96427: AA1 
51783 

R-HEMBA1003656//Homo sapiens mRNA, chromosome 1 sp 
eci fi c transcri pt RI AA0488//5. 6e-44: 245: 77//Hs. 676 
19:AB007957 

R-HEMBA1003662//Human TBX2 (TXB2) mRNA, complete c 
ds//2. 6e- 17: 144: 84//Hs. 32931: U28049 30 
R-HEMBA1003667//Farnesyl transferase, CAAX box, bet 
a//l. 3e-22: 170: 88//Hs. 117596: L00635 
R-HEMBA1003679//ESTs, Weakly similar to trithorax 
homologHTX, version 2 [H. sapiens] //4. le-87: 434:97/ 
/Hs.9489:R84329 

R-HEMBA1003680//fluman DNA-binding protein (HRC1) m 
RNA, complete cds//0. 86: 315: 61//Hs. 72925: M91083 
R-HEMBA1003684//ESTs, Highly similar to ZINC FING 
ER PROTEIN 7 [Homo sapiens]//l. le-101: 528: 95//Hs. 2 
2934:AA581379 40 
R-HEMBA1003690//ESTs//0. 0021: 1 19: 69//Hs. 98641: AA42 
9916 

R-HEMBA1003692//Human cytochrome P450-IIB (WIB3) 
mRNA, complete cds//2. Oe-43: 360: 80//Hs. 110194: M298 
73 

R-HEMBA1003711//ESTs//1.0e-70: 375:94//Hs. 150407: AI 
279064 

R- HEMBA 1 0037 1 4//VAS0ACTI VE INTESTINAL POLYPEPTIDE 
RECEPTOR 1 PRECURS0R//0.94:367:62//Hs.ll39:X77777 
R-HEMBA1003715//Homo sapiens PYRIN (MEFV) mRNA, co 50 



¥ffl 2002-191363 
4004 

mplete cds//5. le-77:299:85//Hs. 1 13283: AF018080 
R-HEMBA1003720//Hamo sapiens TOIK-related acid-sen 
sitive R+ channel (TASK) mRNA, complete cds//1.2e- 
33: 377: 74//Hs. 24040: AF006823 
R-HEMBA1003725//ESTs//3. 8e-103: 481: 99//Hs. 122518: A 
A778847 

R-HEMBA1003729//ESTs//2. 5e-51: 277: 95//Hs. 26270: AA2 
58839 

R-HEMBA1003733//ESTs//l . 9e-69: 350: 96//Hs. 139278: AA 
702592 

R-HEMBA1003742//ESTs, Moderately similar to T13H5. 
2 [C.elegans]//4.6e-70:348:96//Hs. 1 1282: AI 147040 
R-HEMBA1003758//ESTs//l. 7e-52: 306: 85//Hs. 138852: AA 
284247 

R-HEMBA1003760//ESTs//7. 4e-76: 420: 93//Hs. 26501: H05 
089 

R-HEHBA1003773//ESTs, Highly similar to SIGNAL RE 
COGNITION PARTICLE RECEPTOR BETA SUBUNIT [Mus muse 
ulus]//1.9e-77:364: 100//Hs. 12152: AA156214 
R-HEMBA1003783//ESTs, Weakly similar to C01H6.7 
[C.elegans]//2. le-101: 558: 93//fls. 18171 : AA524327 
R-HEMBA1003784//EST//0. 83: 127: 62//Hs. 144002: F01600 
R-HEMBA1003799//EST//9. 7e-30: 362: 71//Hs. 156577: AA8 
•60236 

R-HEMBA1003803//ESTs, Weakly similar to Y53C12A.3 
[C. el egans] III. 8e- 16: 93: 100//Hs. 107747: AI 357868 
R-HEMBA1003804//Interleukin 15//0. 13: 227: 62//Hs. 11 
1867: AB007295 

R-HEMBA1003805//ESTs//0. 029: 199: 65//Hs. 91582: T2534 
4 

R-HEMBA1003807//EST//2. 4e-13: 137: 81//Hs. 145645: AI 2 
64163 

R-HEMBA1003836//Small inducible cytokine A5 (RANTE 
S) 113. 2e-39: 284: 83//Hs. 155464: AF088219 
R-HEHBA1003838//ESTs, Weakly similar to NADH-UBIQU 
I NONE OXIDOREDUCTASE CHAIN 2 [Paramecium tetraurel 
ia]//6. 5e-71: 357: 96//Hs. 107573: AA524333 
R-HEHBA1003856//ESTs//8. 2e-20: 266: 71//Hs. 48312: N68 
161 

R-HEMBA1003864//ESTs//l. 6e-99: 528: 93//Hs. 26890: AA4 
49033 

R-HEMBA1003866//P0LYP0SIS LOCUS PROTEIN 1//0. 30: 14 
6:64//Hs.74648:M73547 

R-HEMBA1003879//EST, Weakly similar to DNA- REPAIR 
PROTEIN COMPLEMENTI NGXP- A CELLS [Homo sapiens] 111. 
le-59: 295:98//Hs. 161661: AA166911 
R-HEMBA1003880//Homo sapiens clone 24760 mRNA sequ 
ence//3. 8e-34: 286: 79//Hs. 61408: AF070621 
R-HEMBA1003885//ESTs//4. 6e-50: 293: 90//Hs. 142314: AA 
347930 



(2004) 



4005 



R- HEMBA1 003893//Cal cl um modulating ligand//2. le-4 
3: 294: 86//Hs. 13572: AF068 179 
R-HEMBA1003902//ESTs//l. 8e-43: 300: 85//Hs. 146811: AA 
410788 

R-HEMBA1003908//ESTs//3. 5e-91: 477: 94//Hs. 6638: AA53 
6187 

R-HEMBA1003926//ESTs//7. 9e-44: 294: 87//Hs. 164036: AA 
845659 

R-HEMBA1003937//Homo sapiens mRNA for KIAA0585 pro 
tein, partial cds//3.5e-48: 276: 81//Hs. 72660: AB01 11 10 
57 

R-BEMBA1003939 

R-HEMBA1003942//ESTs//l. 6e-81: 428: 94//Hs. 50418: AA5 
24669 

R-HEMBA1003950//ESTs//8. le-54: 283: 95//Hs. 145528: AI 
261545 

R-HEMBA1003953//ESTs//3. 8e-30: 194: 89//Hs. 99681: AA5 
04591 

R-HEMBA1003958//ESTs//4. Oe-45: 394: 77//Hs. 141602: N6 
3562 20 
R-HEMBA1003959//ESTs//5. 2e-28: 197: 86//Hs. 9951: W562 
53 

R-HEMBA1003976//ESTs//2. Oe-29: 232: 84//Hs. 133947: AI 
074525 

R-HEMBA1003978//ESTs//3. 2e- 1 15: 549: 98//Hs. 76798: AI 
050882 

R-HEMBA1003985//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//2.2e-9 
1: 448: 97//Hs. 117834: AA766771 

R-HEMBA1003987//ESTs//8. le-36: 193: 88//Hs. 151844: N9 30 
2756 

R-HEMBA1003989//Human mRNA for KIAA0241 gene, part 
i al cds//3. 6e-43: 360: 81//Hs. 150275: D87682 
R-HEMBA1004000//EST//5. 5e-62: 308: 97//Hs. 50438: N741 
05 

R-HEMBA1 00401 l//ESTs//8. 6e-85: 431: 96//Hs. 36185: R99 
899 

R-HEMBA1004012//ESTs//l. 3e-40: 309: 83//Hs. 140329: AA 
714011 

R-HEMBA1004015//ESTs//5. le-97: 453: 99//Hs. 111446: AI 40 
333774 

R-HEMBA1004024//ESTs//5. 2e- 19: 159: 79//Hs. 138856: H4 
7461 

R-HEMBA1004038//ESTs//l. 3e-41: 346: 79//Bs. 146173: AA 
906191 

R-HEMBA1004042//ESTs//0. 0012: 201: 69//Hs. 24248: AA52 
8253 

R-HEMBA1004045//ESTs, Weakly similar to putative p 
150 [H. sapiens]//!. 5e-22: 365: 70//Bs. 99692: AA8 11 804 
R-HEMBA1004048//ESTs//9. 5e- 104: 497: 98//Hs. 77735: AI 50 
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R-HEMBA1004049//HEAT SHOCK 70 KD PROTEIN l//6.3e-3 
1: 176: 96//Hs. 8997: M11717 

R-HEMBA1004055//ESTs//l. 7e-115: 577: 96//Hs. 59503: W6 
3754 

R-HEMBA1004056//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//5. 2e-78: 577: 82//Hs. 113283: AF018080 
R-HEMBA1004074//EST//L0: 152:61//Hs. 149093: AI 24398 
8 

R-HEMBA1004086//ESTs//4. Oe-53: 266: 98//Hs. 34658: N98 
652 

R-HEMBA1004097//ESTs//4. 4e-46: 279: 91//Hs. 110533: HI 
6251 

R-HEMBA1004131//Human mRNA for KIAA0128 gene, part 
i al cds//3. 0e-43: 534 : 69//Hs. 90998: D50918 
R-HEHBA1004132//ESTs//4. 6e-47: 316: 86//Hs. 141602: N6 
3562 

R-BEMBA1004133 

R-HEMBA1004138//EST//1. 7e-08: 211: 64//Hs. 129189: AA9 
88736 

R-HEHBA1004143//ESTs//4. Oe-25: 137: 97//Hs. 21307: AA2 
03320 

R-HEMBA1004146//Small inducible cytokine A5 (RANTE 
S)//4. le-27: 191: 86//Hs. 155464: AF0882 19 
R-HEMBA1004150//GRANCALCIN//0. 99: 357: 59//Hs. 79381: 
M81637 

R-HEMBA1004164//Human mRNA for RIAA0118 gene, part 
ial cds//9. 5e-47: 313: 84//Hs. 154326: D42087 
R-HEMBA1004168//Homo sapiens geminin mRNA. complet 
e cds//7. 7e- 1 12: 563: 96//Hs. 59988: AF067855 
R-HEHBA1004199 

R-HEMBA1004200//EST//3. le-89: 441: 97//Hs. 141173: R97 
701 

R-HEHBA1004202//ESTs, Weakly similar to GTP-BINDIN 
G PROTEIN YPTM1 [Zea mays] //L7e- 107: 552: 94//Hs. 10 
092: AI 189282 

R*HEMBA1004203//Hamo sapiens mRNA for RIAA0618 pro 
tei n, complete cds//l . 5e-96: 275: 98//Hs. 15832: AB014 
518 

R-HEMBA1004207//Leptin receptor//L le- 117: 573:97// 
Hs. 54515: U50748 

R-HEMBA1004225//EST//9. 7e-34: 186: 95//Hs. 137567: R20 
617 

R-HEMBA1004227//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SQ WARNING ENTRY !!!! [H. sapiens] //4. 
Oe-16: 117: 91//Hs. 92033: AA255832 
R-HEMBA1004238//Human mRNA for RIAA0355 gene, comp 
lete cds//3. Oe-46: 338: 83//Hs. 153014: AB002353 
R-HEMBA1004241//ESTs//L 3e-10: 93: 87//Hs. 137511: AA4 
56389 



(2005) 



4007 



R - HEMBA 1 004 24 6//Homo sapiens LIM protein mRNA, com 
plete cds//2. 7e-43: 511: 72//Hs. 154103: AF061258 
R-HEMBA1004248//ESTs, Highly similar to INSUUN-I 
NDUCED GROWTH RESPONSEPROTEI N CL-6 [Rattus norvegi 
cus] 111. le-61 : 221 : 86//Hs. 7089: W37284 
R-HEMBA1004264//ESTs//l . 5e-80: 425: 95//Hs. 107206: AA 
234962 

R-HEMBA1004267//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SP WARNING ENTRY ! ! ! ! [H.sapiens]//1. 
4e-89: 465: 95//Hs. 113660: D20018 10 
R-HEMBA1004272//ESTs//4 . 5e- 1 1 1 : 577: 94//Hs. 1 1 5696: N 
57931 

R-nnnnnnnnnnnn//Homo sapiens clone 617 unknown mRN 
A, compl ete sequence//l . 4e- 1 1 1 : 553: 96//Hs. 93677: AF 
091081 

R-HEMBA1004276//ESTs, Highly similar to BETA-ADAP 
TIN [Homo sapiens; Rattus norvegi cus; Bos taurus]/ 
/4. 4e-92: 559: 89//Hs. 28298: AA203228 
R-HEMBA1004286//Homo sapiens TGF beta receptor ass 
ociated protein- 1 mRNA, complete cds//6.2e-108:53 20 
8:97//Hs. 101766: AF022795 

R-HEMBA1004289//Sul fotransf erase, dehydroepi andros 
terone (DHEA) -preferring//1.7e-34: 223: 75//Hs. 8188 
4:U13061 

R-HEMBA1004295//ESTs, Weakly similar to weakly sim 
ilar to ANK repeat region of Fowl pox virus BamHI-o 
rf7 protein [C.elegans]//3.6e-93:496:94//Hs. 14337: 
AA534961 

R-HEMBA1004306//ESTs//3. 4e-26: 363: 68//Bs. 70279: AA7 
57426 30 
R-HEMBA1004312//ESTs//4. 8e-64: 351: 94//Hs. 138611: H8 
2679 

R-HEMBA1004321//Zinc finger protein 44 (K0X 7)//2. 
6e-37: 415: 64//Hs. 51 199: X16281 
R-HEMBA1004323//ESTs//2. le-40: 280: 70//Hs. 153300: AA 
928904 

R-HEMBA1004327//ESTs//3. 8e-72: 343: 99//Hs. 151708: AA 
554714 

R-HEMBA1004330//ESTs//4. Oe-52: 270: 97//Hs. 24654: AA4 
56561 40 
R-HEMBA1004334//ESTs//l. 6e-46: 234: 98//Hs. 47159: AI3 
10231 

R-HEMBA1004335//ESTs//l . 9e-25: 250: 76//Hs. 155880: AA 
703336 

R-HEMBA1004341//ESTs//3. 7e- 101: 480: 98//Hs. 69321: AA 
633240 

R-HEMBA1004353//Homo sapiens mRNA for c-myc bindin 
g protein, complete cds//1.3e-75: 444: 90//Hs. 80686: 
D89667 

R-HEMBA1004354//Human mRNA for KIAA0355 gene, coip 50 
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lete cds//5. 9e-39: 286: 83//Hs. 153014: AB002353 
R-HEMBA1004356//SINGLE-STRANDED DNA- BINDING PR0TEI 
N MSSP-1//1 . 3e-107: 576: 93//Hs. 55458: X77494 
R-HEMBA1004366//ESTs//2. 3e-94: 524: 91//Hs. 1 1 1496: AA 
652869 

R-HEMBA1004372//EST//0. 27: 198: 60//Hs. 162665: AA6050 
57 

R-HEMBA1004389//ESTs//4. le- 102: 490: 98//Hs. 153708: A 
A687264 

R-HEMBA1004394//ESTs//L 5e-94: 471: 96//Hs. 151647: AA 
002084 

R-HEMBA1004396//Small inducible cytokine A5 (RANTE 
S)//6.2e-41: 285: 83//Hs. 155464: AF088219 
R-HEMBA1004405//ESTs//2. 0e-44: 329: 83//Hs. 136839: H9 
3717 

R-HEMBA1004408//ESTs, Weakly similar to homologous 
to mouse Rsu- 1 [H. sapi ens] //6. le-89: 420: 99//Hs. 88 
365:AA648933 

R-HEMBA1004429//ESTs. Weakly similar to homeotic p 
rotein protein zhx-1 [M.musculus]//3.0e-112:552:96 
I IBs. 12940: AI 123518 

R-HEMBA1004433//Human Line-1 repeat mRNA with 2 op 
en reading frames//2.9e-32: 463: 68//Hs. 23094: M19503 
R-HEMBA1004460//ESTs//2. Oe- 104: 574: 93//Hs. 46848: AA 
195829 

R-HEMBA1004461//ESTs//2. 9e-102: 503: 98//Hs. 16370: AA 
017033 

R-HEMBA1004479//ELK1, member of ETS oncogene famil 
y//l . le-45: 310: 75//Hs. 1 16549: AL009172 
R-HBffiA1004482//ESTs//9. le-05: 322: 62//Hs. 34489: AA7 
59306 

R-HEMBA1004502//ESTS//6. 9e-112: 566: 96//Hs. 93985: N5 
0034 

R-HEMBA1004506//EST//5. 3e-59: 456: 80//Hs. 72412: AA16 
0941 

R-HEMBA1004507 

R-HEMBA1004509//ESTs, Moderately similar to HYP0T 
HETICAL 52.2 KD PROTEIN IN MPR1-GCN20 INTERGENIC R 
EGI0N [Saccharomyces cerevisiae]//2.9e-82:262:99// 
Hs. 12820: AA004271 

R-HEMBA1004534//ESTS, Highly similar to END0THELI 
AL ACTIN-BINDING PROTEIN [Homo sapiens] //l. le-43: 2 
81: 89//Hs. 58414: AA196947 

R-HEMBA1004538//EST//3. 3e- 15: 270: 711 Us. 136667: AA7 
07972 

R-HEMBA1004554 

R-HEMBA1004560//ESTs//8. 2e-25: 179: 88//Hs. 96560: W22 
924 

R-HEMBA1004573//ESTs, Moderately similar to ALR 
[H. sapiens]//!. 0: 305: SOI IBs. 30272: AA134913 



(2006) 
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R- HEMBA1 004577//ESTs//7 . 9e-50: 319: 89//Hs. 22660: AA5 
82243 

R-HEMBA1004586//ESTs//2. 6e-73: 384: 96//Hs. 9582: R397 
69 

R-nnnnnnnnnnnn//ESTs//6. 0e-22: 190: 82//Hs. 42530: N41 
661 

R-HEMBA1004610//ESTs//l . 2e-91 : 438: 98//Hs. 47823: AA7 
80767 

R-HEMBA1004617//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//4. 6e-52: 327: 85//Hs. 159 10 
897:AB007970 

R-HEMBA1004629//ESTs//2. 3e-19: 215: 76//Hs. 111995: AI 
375915 

R-HEMBA1004631//ESTs//3. 6e-99: 470: 98//Hs. 49303: AA8 
10785 

R-HEMBA1004632//ESTs//1.0: 128:66//Hs. 159182: AA8311 
52 

R-HEMBA1004637//ESTs, Highly similar to HYPOTHETI 
CAL 83.6 RD PROTEIN R05D3.2 IN CHROMOSOME III [Cae 
norhabditis el egans]//4.8e- 111: 532: 98//Hs. 12263 :AA 20 
282393 

R-HEMBA1004638//ESTs//l. 2e-66: 341: 95//Hs. 122687: AI 
278454 

R-HEMBA1004666//ESTs//2. le-65: 333: 96//Hs. 98873: AA6 
25442 

R-HEMBA1004669//ESTs//0. 00039: 116: 74//Hs. 138725: N7 
6348 

R-HEMBA1004670//ESTs//l . 7e- 16: 1 16: 89//Hs. 56825: AIO 
57560 

R-HEMBA1004672//EST//6. 7e-76: 315: 97//Hs. 20821: R193 30 
68 

R-HEMBA1004693//ESTs//6. 4e-68: 327: 99//Hs. 159066: AI 
093252 

R-HEMBA1004697//ESTs//9. 3e-98: 467: 98//Hs. 62637: AAO 
43562 

R-HEMBA1004705//EST//0. 0034: 271: 58//Hs. 112503: AA59 
9042 

R-HEMBA1004709//EST//1. 3e-55: 392: 85//Hs. 149580: AI2 
81881 

R-HEMBA1004711//Small inducible cytokine A5 (RANTE 40 
S)//l. 9e-47: 449: 76//Hs. 155464: AF088219 
R-HEMBA1004725//EST//1. 8e-71: 424: 88//Hs. 155712: AI3 
09235 

R-HEMBA1004730//Homo sapiens clone 23892 mRNA sequ 
ence//2. le-44: 467: 73//Hs. 91916: AF035317 
R-HEMBA1004733//EST//0. 99: 84: 65//Hs. 161372: AI 42315 
1 

R-HEMBA1004734//ESTs//l. 8e-82: 421: 96//Hs. 21275: N73 
275 

R-HEMBA1004736//Ataxia telangiectasia mutated (inc 50 
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ludes complementationgroups A, C and D)//9.5e-39:2 
96: 82//Hs. 51187: U82828 

R-HEMBA1004748//ESTs//l. 7e-43: 166: 86//Hs. 37573: H59 
651 

R-HEMBA1004751//ESTs//8. Oe-23: 155: 88//Hs. 149464: AI 
279428 

R-HEMBA1004752//Thromboxane A2 receptor//2. 7e-45: 2 
81 :89//Hs. 89887: D38081 

R-HEMBA1004753//40S RIBOSOMAL PROTEIN S20//8.3e-6 
7: 475: 84//Hs. 8102: L06498 

R-HEMBA1004756//ESTs//2. Oe-81: 384: 99//Hs. 129545: N6 
8679 

R-HEMBA1004758//EST//2. Oe-43: 367: 80//Hs. 133006: AIO 
49504 

R-HEMBA1004763//ESTs//2. Oe- 108: 567: 94//Hs. 3757: W87 
380 

R-HEMBA1004768//ESTs f Weakly similar to RETROVIRUS 
-RELATED POL POLYPROTEIN [Mus musculus]//1.4e-47:3 
79:81//Hs. 141273: H66705 

R-HEMBA1004770//ESTs//0. 0014: 246: 61//Hs. 124857: AA6 
87092 

R-HEMBA1004771//ESTs//l. le-12: 323: 63//Hs. 124146: AA 
699633 

R-HEMBA1004776//ESTs//2. 5e- 112: 567: 95//Hs. 12680: W7 
4476 

R-HEMBA1004778//ESTs//l. 4e-33: 272: 75//Hs. 141123: AA 
848167 

R-nnnnnnnnnnnn 

R-HEMBA1004803//ESTs//l. 0e-48: 319: 86//Hs. 139231: W8 
7732 

R-HEMBA1004806 

R-HEMBA1004807//ESTs//6. 2e-77: 362: 100//Hs. 140945: N 
47676 

R-HEMRA1004816//EST//4. 3e-18: 246: 72//Hs. 150552: AIO 
53784 

R-HEMBA1004820//Human arginine-rich nuclear protei 
n mRNA, complete cds//5.0e-14: 141: 85//Hs. 80510: M74 
002 

R-HEMBA1004847 

R-HEMBA1004850//ESTs//l . 2e-83: 395: 99//Hs. 30925: AA5 
77120 

R-HEMBA1004863//ESTs//7. 5e-21: 204: 79//Hs. 35036: H95 
267 

R-HEHBA1004864 

R-HEMBA1004865//EST//6. 7e-18: 191: 75//Hs. 129944: AA4 
29362 

R-HEMBA1004880//EST//4. 4e-70: 346: 98//Hs. 145094: AA4 
52409 

R-HEMBA1004889//ESTs//4. 8e- 117: 496: 97//Hs. 15641: W6 
3676 



(2007) 



4011 



R-HEMBA1004900//ESTs//l. 2e-15: 283: 68//Hs. 157606: AI 
357470 

R-HEMBA1004909//ESTs//7. 3e-44: 366: 79//Hs. 140329: AA 
714011 

R-HEMBA1004918//Human mRNA for KIAA0392 gene, part 
i al cds//4. 6e-50: 313: 89//Hs. 40100: AB002390 
R-HEMBA1004923//ESTs//0.013: 162:64//Hs. 143655: AI 12 
8388 

R-HEMBA1004929//EST//2. 3e-48: 250: 97//Hs. 131589: AI0 
25053 10 
R-HEMBA1004930//Cytochrome P450, subfamily I (arom 
atic compound- inducible), polypeptide 2//1.2e-70:5 
47:80//Hs.l361:M55053 

R-HEMBA1004933//ESTs, Weakly similar to R06C7.6 
[C. el egans] //5. 3e- 1 10: 530: 98//Hs. 18029: AI 422883 
R-HEMBA1004934//ESTs//l. 3e-103: 522: 96//Hs. 40415: AA 
037215 

R-HEMBA1004944//ESTs//6. 0e-2i: 97: 84//Hs. 141973: N21 
434 

R-HEMBA1004954//ESTs//7. 9e- 1 12: 596: 93//Hs. 6226: W61 20 
007 

R-HEMBA1004956//ESTs//3. le-58: 280: 100//Hs. 120750: A 
A741074 

R-HEMBA1004960//ESTs//6. 9e-89: 476: 93//Hs. 163738: AA 
601040 

R-HEMBA1004972//ESTs//3. Oe-72: 381: 95//Hs. 55014: AA9 
34035 

R-HEMBA1004973//ESTs//2. 7e-91: 441: 98//Hs. 28144: AI 2 
92065 

R-HEMBA1004977//ESTs//2. Oe-95: 446: 99//Hs. 29690: AI 1 30 
68404 

R-HEMBA1004978//Homo sapiens natual killer cell gr 
oup 2-F (NKG2-F) mRNA, compl ete cds//0. 43: 187: 67//H 
s. 129734: AJ001683 

R-HEMBA1004980//Huinan mRNA for KIAA0331 gene, coop 
lete cds//6.4e-53:305:91//Hs. 146395: AB002329 
R-HEMBA1004983//ESTs//0. 16: 482: 57//Hs. 131929: AI 021 
894 

R-HEMBA1004995 

R-HEMBA1005008//EST, Weakly similar to mariner tra 40 
nsposase [H. sapiens] //6. 9e-51: 482: 78//Hs. 141601: N6 
3520 

R-HEMBA1005009//ESTs, Highly similar to ACTIN I 
[Naegleria fowl eri]//3.8e- 109: 551 :96//Hs. 103180: AI 
365212 

R-HEMBA1005019//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds//2. Oe-105: 542: 94//Hs. 31921: AB014 
548 

R-HEMBA1005029//ESTs, Weakly similar to LINE-1 REV 
ERSE TRANSCRIPTASE H0M0L0G [Homo sapiens]//8.4e-9 50 
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5:491:94//Hs. 16085: AI 261382 
R-HEHBA1005035//Human mRNA for KIAA0033 gene, part 
ial cds//2. 3e-64: 312: 85//Hs. 22271: D26067 
R-HEMBA1005039//ESTs, Weakly similar to zinc finge 
r protein [H. sapi ens] //2.6e-48: 443: 78//Hs. 139019: N 
99348 

R-HEMBA1005047//ESTs, Highly similar to RAS-RELAT 
ED PROTEIN RAB-5A [Canis familiaris]//1.2e-87:542: 
87//Hs. 16258: AI 376436 

R-HEMBA1005050//ESTs//6. 3e-46: 311: 86//Hs. 159510: AA 
297145 

R-HEMBA1005062//ESTs//l. le-14: 216: 68//Hs. 129935: AA 
994451 

R-HEMBA1005066//Human clone 23574 mRNA sequence// 
2. 2e-24: 303: 73//Hs. 79385: U90905 
R-HEMBA1005075//EST//0. 65: 214: 62//Hs. 133991: AI 0757 
89 

R-HEMBA1005079//Human BENE mRNA, partial cds//1.9e 
-44: 304: 83//Hs. 85889: U17077 
R-HEMBA1005083//ESTs//2. 8e-74: 356: 98//Hs. 132272: AI 
393958 

R-HEMBA1005101//Homo sapiens SYT interacting prote 
in SIP mRNA, compl etecds// 1. 7e-ll 1:545: 96//Hs. 1117 
0: AF080561 

R-HEMBA1005113//ESTs//l. le-101: 512:95//Hs. 7972: AI0 
52739 

R-HEHBA1005123//Ley I-L//3. 6e-58: 519: 77//Hs. 37062: 
AC005952 

R-HEMBA1005133//H. sapiens mRNA for MACH-alpha-2 pr 
otein//8. 3e-46: 309: 85//Hs. 19949:X98173 
R-HEHBA1005149//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//4.7e-36:394:75//Hs.676 
19:AB007957 

R-HEMBA1005152//Homo sapiens antigen NY-C0-16 mRN 
A. complete cds//3. 6e-32: 362: 77//Hs. 132206: AF03969 
4 

R-HEHBA1005159//EST//7. 4e-47: 252: 94//Hs. 134930: AI0 
93397 

R-HEHBA1005185//ESTs//5. 2e-48: 305: 89//Hs. 14920: AA9 
10914 

R-HEMBA1005201//ESTS//4. 7e-58: 293: 97//Hs. 23752: C05 
766 

R-HEMBA1005202//ESTs//l. 0: 169: 59//Hs. 153423: AI 1982 
39 

R-HEMBA1005219//Homo sapiens putative tumor suppre 
ssor protein (123F2) mRNA, complete cds//0.84: 191: 
61//Hs. 26931 : AF061836 

R-HEHBA1005223//ESTs//0. 75: 90: 70//Hs. 127446: AA1672 
84 

R-HEMBA1005232//EST//0. 056: 162: 67//Hs. 65649: F13687 
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R-HEHBA1005241//ESTs//3. 6e- 113: 564: 96//Hs. 12770: W8 
4331 

R-HEMBA1005244//ESTs//6. 4e-22: 118: 100//Hs. 21396: AA 
114834 

R-HEMBA1005251//ESTs//8. 5e-36: 213: 92//Hs. 161554: AA 
393896 

R-HEMBA1005252//Homo sapiens mRNA for KIAA0585 pro 
tein, partial cds//6. le-49: 277: 93//Hs. 72660: AB0111 
57 

R-HEMBA1005274//ESTs//3. 7e-65: 322: 98//fls. 105166: AA 10 
668862 

R-HEMBA1005275//ESTs//2. le-29: 298: 73//Hs. 33393: R83 
391 

R-HEMBA1005293//ESTs//3. 5e-93: 448: 98//Hs. 12066: AI 2 
08611 

R-HEHBA1005296//ESTs//4. 3e-33: 168: 100//Hs. 13916: AI 
025750 

R-HEMBA1005304//Small inducible cytokine A5 (RANTE 
S)//2. 8e-50: 315: 82//Hs. 155464: AF088219 
R-HEMBA1005311//Homo sapiens 4F5S mRNA, complete c 20 
ds//l . 3e-44: 318: 83//Hs. 32567: AF073519 
R-HEMBA1005314//ESTs//3. Oe- 103: 491 : 98//Hs. 41606: AI 
095046 

R- HEMBA1 0053 1 5//EST// 1 . 9e-29: 370: 72//Hs. 161483: N59 
169 

R-HEMBA1005318//ESTs//3. 9e- 110: 535: 97//Hs. 26771: AA 
126472 

R-HEMBA1005331//Intercellular adhesion molecule 2/ 
II. 6e-39: 256: 87//Hs. 83733: X15606 
R-HEMBA1005353//ESTs//l. 7e-81: 406: 96//Hs. 155374: AI 30 
341467 

R-HEMBA1005359//Homo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//4.7e-46:294:81//H 
s.l 29735: AF010144 

R-HEMBA1005367//Alcohol dehydrogenase 2 (class I), 
beta polypeptide//!. 0: 210: 62//Hs. 4: X03350 
R-HEMBA1005372//ESTs//6. 2e-95: 451: 99//Hs. 135219: AI 
091653 

R-HEMBA1005374//ESTs//l. 5e-107: 502: 99//Hs. 118208: A 
A947305 40 
R-HEMBA1005389//Fc fragment of IgA, receptor for// 
1 . Oe-39: 311: 80//Hs. 54486: X54150 
R-HEMBA1005394//ESTs, Weakly similar to coded for 
by C. elegans cDNA yk30b3.5 [C.elegans]//4.0e-88:4 
89: 92//Hs. 43864: AA131568 

R-HEMBA1005403//EST//0. 0011: 78: 75//Hs. 127061: AA863 
278 

R-HEMBA1005408//ESTs//3. 2e-29: 395: 71//fls. 117532: AA 
676725 

R-HEMBA1005410//ESTs//l. 5e-18: 271: 70//Hs. 144604: AI 50 
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R- HEHBA1 0054 1 1 //ESTs//l . le-35: 335: 77//Hs. 141181: R9 
8757 

R-HEHBA1005423//Homo sapiens cycl in- dependent kina 
se inhibitor (CDKN2C)mRNA, complete cds//1.8e-118: 
453: 99//Hs. 4854: AF041248 

R-HEMBA1005426//Chromosome 1 specific transcript R 
I AA0491//0. 25: 264: 61//Hs. 136309: AB007960 
R-HEMBA1005443//Homo sapiens (clone sl53) mRNA fra 
gment//l. 7e-47: 305: 87//Hs. 6445: L40391 
R-HEMBA1005447//ESTs//5. 7e-83: 529: 86//Hs. 1 14253: AA 
745961 

R-HEMBA1005468//ESTs//7. 3e-23: 249: 73//Hs. 61 199: AA0 
24494 

R-HEMBA1005469//fluman mRNA for KIAA0355 gene, comp 
lete cds//4. 5e-45: 320: 85//Hs. 153014: AB002353 
R-HEHBA1005472//Human kpni repeat mrna (cdna clone 
pcd-kpni-8), 3' end//8. 4e- 73: 464: 87//Hs. 103948: K0 
0627 

R-HEHBA1005475//ESTS//0. 32: 192: 59//Hs. 62694: AA1004 
45 

R-HEMBA1005497 

R-EEMBA1005500//ESTs//2. 2e-43: 307: 85//Hs. 14681 1: AA 
410788 

R-HEMBA1005506//75 kda infertility- related sperm p 
rotein [human, testis, mRNA Partial, 2427 nt]//0.1 
1: 295: 60//Hs. 62608: S58544 

R-HEMBA1005508//ESTs//2. 8e-55: 319: 93//Hs. 50150: N90 
870 

R-HEMBA1005511//ESTs, Weakly similar to similar to 
mouse MMR1 [C. elegans] //2.6e-82: 387: 99//Hs. 67466: 
AI 219740 

R-HEHBA1005517//ESTs//4. 6e-77: 469: 90//fls. 126787: AA 
203322 

R-HEMBA1005518//ESTs//1.5e-108: 561: 94//Hs. 123167: A 
A601045 

R-HEMBA1005520//Putative mismatch repair/binding p 
rotein hMSH3//7. 5e-44: 179: 84//Hs. 42674: U61981 
R-HEMRA1005526//ESTs//8. 7e-46: 308: 86//fls. 14681 1 : AA 
410788 

R-HEHBA1005528//ESTs, Highly similar to P0P2 PR0T 
EIN [Saccharomyces cerevisiae]//8.6e-115:578:95//fl 
s. 17035: AI 080471 

R-HEMBA1005530//ESTs//l . 5e- 110: 551 : 96//Hs. 107294: W 
72350 

R-HEMBA1005548//ESTs//l. 7e-100: 510: 96//Hs. 9115: N90 
926 

R-HEMBA1005552//Interleukin 10//2. 4e-38: 306: 80//H 
s.2180:M57627 

R-HfflBA1005558//ESTs, Weakly similar to unknown 
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[S. cerevlsiae] //5. 3e-77: 439: 91//Hs. 22897: R43193 
R-HEMBA1005568//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.4e-3 
1: 182: 76//Hs. 133526: N21 103 

R-HEMBA1005570//ESTs//3. 3e-67: 411: 88//Hs. 142245: AA 
489709 

R-HEMBA1005576//EST//0.91: 52: 73//Hs. 149518: AI 28049 
7 

R-HEMBA1005577 

R-HEMBA1005581//Homo sapiens mRNA for HEGF5, parti 10 
al cds//3. le-28: 561: 64//Hs. 57929: ABO 11 538 
R-HEMBA1005582//ESTs//6. Oe-73: 371: 97//Hs. 103758: CO 
6392 

R-HEMBA1005583//ESTs//8. 3e-79: 413: 95//Hs. 62348: AA4 
19539 

R-HEMBA1005588//Human c-yes-1 mRNA//2.6e-52:403:83 
//Hs. 75680:115990 

R-HEMBA1005593//ESTs//3. 3e-30: 139: 80//Hs. 142273: W3 
7905 

R-HEHBA1005595//ESTs//l. le-97: 454: 100//Hs. 27497: AI 20 
274820 

R-HEMBA1005606//EST//1 . Oe- 12: 313: 64//Hs. 162402: AA5 
73125 

R-HEMBA1005609//ESTs//0. 49: 278: 58//Hs. 76235: W56390 
R-HEMBA1005616//EST//1. 3e-98: 470: 99//fls. 122230: AA7 
81422 

R-HEMBA1005621//ESTs, Weakly similar to MITOTIC MA 
D2 PROTEIN [S.cerevisiae]//2.8e-95:539:92//Hs.l940 
0:AA662845 

R-HEMBA1005627//Human mRNa for adipogenesis inhibi 30 
tory factor//5. 5e-38: 317: 78//Hs. 1721:X58377 
R-HEMBA1005631//fluinan mRNA for KIAA0393 gene, comp 
lete cds//2. 3e-ll: 279: 65//Hs. 15245: AF041081 
R-HEMBA1005632//EST//1. 5e-10: 181: 70//Hs. 120259: AA7 
31522 

R-HEMBA1005634//Homo sapiens mRNA for chemokine LE 
C precursor, completecds//l. 4e-25: 234: 80//Hs. 1045 
8: AF088219 

R-HEMBA1005666//ESTs//2. 3e-103: 534: 95//Hs. 14512: AA 
205973 40 
R-HEMBA1005670//ESTs//2.6e-39: 166: 81//Hs. 139414: AI 
279477 

R-HEMBA1005679//Esterase D/formyl glutathione hydro 
1 ase//l . 3e-50: 322: 88//fls. 82193: M13450 
R-HEMBA1005680//Homo sapiens LIM protein mRNA, com 
plete cds//3. 3e-43: 343: 81//Hs. 154103: AF061258 
R-HEMBA1005685//Human homeodomain protein (Prox 1) 
mRNA, complete cds//0. 0050: 235: 64//Hs. 159437: U440 
60 

R-BEMBA1005699//Euman putative EPB-related PTR rec 50 
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eptor ligand LERK-8 (Eplg8) mRNA, complete cds//L 
7e-47: 376: 84//Hs. 26988: U66406 
R-HEMBA1005705//ESTs//3. Oe-53: 259: 99//Bs. 55314: AA7 
72055 

R-HEMBA1005717//EST//2. 5e-59: 287: 99//Hs. 146870: AI 1 
59943 

R-HEMBA1005732//Homo sapiens mRNA for cartilage-as 
sociated protein (CASP)//1. 2e-45: 398: 79//Hs. 15548 
1.AJ006470 

R-HEMBA1005737//ESTs//2. 5e-57: 416: 83//Hs. 23245: AA0 
53815 

R-nnnnnimnnnnn//EST//0. 098: 125: 68//Hs. 136945: AA765 
672 

R-HEMBA1005755//EST//2. 2e-22: 180: 84//Hs. 141488: N47 
096 

R-HEMBA1005765//Human peptide transporter (HPEPT1) 
mRNA, complete cds//3.9e-47:404:80//Hs. 2217: U2193 

6 

R-HEMBA1005780//ESTs//l. 3e- 106: 512: 97//Hs. 11901: AA 
173974 

R-HEMBA1005813//Homo sapiens mRNA for chemokine LE 
C precursor, completecds//2. Oe-33: 195: 84//Hs. 1045 
8: AF088219 

R-HEMBA1005815//ESTs//7. 6e-19: 290: 71//Bs. 112218: AI 
038601 

R-HEMBA1005822//ESTs//5. 4e-49: 246: 98//Bs. 34804: AA5 
14960 

R-HEMBA1005829//ESTs//2. 7e-72: 344: 99//Hs. 54548: AI0 
39201 

R-HEMBA1005834//ESTs//l. 6e-44: 317: 82//Hs. 157029: AI 
080618 

R-HEMBA1005852//ESTs//l. 6e-102: 544:93//Bs. 9911: AA0 
98911 

R-HEMBA1005853//ESTs//l. 8e-78: 398: 95//Hs. 140248: AA 
757917 

R-HEMBA1005884//EST//2. 6e- 18: 275: 67//Hs. 139357: AA4 
20970 

R-HEMBA1005891//ESTs//2. le-89: 427: 98//Hs. 67317: AI0 
22252 

R-HEMBA1005894 

R-HEMBA1005909//ESTs//2. 6e-91 : 436: 99//Hs. 147492: AI 
215686 

R-HEMBA1005911//ESTs//L le-85: 446: 95//fls. 134494: AI 
076363 

R-HEMBA1005921//ESTs//l. 4e-84: 428: 95//Bs. 127993: AA 
970632 

R-HEMBA1005931//Eomo sapiens mRNA for KIAA0526 pro 
tein, complete cds//9. 5e-45: 446: 75//Hs. 59403: AB011 
098 

R-HEMBA1005934//ESTs//0. 20: 142: 65//Bs. 97079: AA3708 
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67 

R-HEMBA1005962//ESTs//l. 8e-87: 409: 100//Hs. 161292: A 
1199418 

R-HEMBA1005963 

R-HEMBA1005990//Homo sapiens 1-1 receptor candldat 
e protein mRNA, complete cds//2.2e-113:580:95//Hs. 
26285: AF082516 

R-HEMBA1005991//Human antisecretory factor- 1 mRNA, 
compl ete cds//2. 0e-45: 551: 70//Hs. 148495: AF050199 
R-HEMBA1005999//ESTs//7. 5e-24: 201: 69//Hs. 157029: AI 10 
080618 

R-HEMBA1006002//ESTs//3. le-112: 573: 95//Hs. 61233: AI 
379875 

R-HEMBA1006005//EST//1.0: 105:63//Hs. 145273: AI 24943 
6 

R-nnnnnnnnnnnn//Homo sapiens mRNA for RIAA0725 pro 
tein, partial cds//2. 4e- 28: 444 :67//Hs. 26450: ABO 182 
68 

R-HEMBA1006035//ESTs//4. 5e-94: 465: 97//Hs. 44625: N49 
951 20 
R-HEMBA1006036//ESTs//6. le-90: 420: 100//Hs. 126771: A 
A916508 

R-HEMBA1006042//EST//1. 5e-88: 424: 98//Hs. 132551: AA9 
48490 

R-nnnnnnnnnnnn 

R-HEMBA1006081//ESTs//7. 8e-68: 356: 95//Hs. 27410: N25 
612 

R-HEMBA1006090//EST//5. le-66: 320: 99//Hs. 99551: AA46 
1517 

R-HEMBA1006091//ESTs//2. 0e-84: 441: 94//Hs. 9658: AA50 30 
6313 

R-HEMBA1006100//Human high-affinity copper uptake 
protein (hCTRl) mRNA, complete cds//3.4e-43:328:82/ 
/Hs. 73614: U83460 

R-HEMBA1006108//ESTs//l. 5e-44: 228: 98//Hs. 26368: AA7 
89297 

R- HEMBA1 006 1 2 1 //ESTs// 1 . 6e- 1 1 6 : 547: 99//Hs. 34151: AI 
279293 

R-HEMBA1006124//EST//1 . 6e-20: 286: 64//Hs. 148457: AI 1 
98931 40 
R-HEMBA1006130//ESTs//8. 8e-47: 231: 99//Hs. 16470: AA1 
21635 

R-nnrinimiifiniinn//Homo sapiens mRNA for KIAA0792 pro 
tein, complete cds//8. 7e- 27: 296: 73//Hs. 119387: AB00 
7958 

R-HEMBA1006142//ESTs//l. 5e-27: 255: 70//Hs. 139507: T7 
7542 

R-HEHBA1006155//ESTs//4. 9e-64: 353: 94//Hs. 84560: R41 
212 

R-HEMBA1006158//Deoxyurldine triphosphatase//0.99: 50 
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162: 62//Hs. 82113: U31930 

R-HEMBA1006173//ESTs//7. 5e-85: 462: 92//Hs. 79092: H29 
627 

R-HEMBA1006182//ESTs//5. 5e-29: 218: 72//Hs. 141466: H9 
6906 

R-HEMBA1006198//ESTs//2. le-34:282:82//Hs. 142068: AA 
176125 

R-HEMBA1006235//Homo sapiens clone 24422 mRNA sequ 
ence//6. 9e- 1 12: 545: 97//Hs. 109268: AF070557 
R-HEMBA1006248//ESTs, Highly similar to ZINC FING 
ER PROTEIN HFG1 [Mus musculus]//3. 3e-114: 581: 95//H 
s. 23617: AA928683 

R-HEMBA1006252//Human mRNA for KIAA0080 gene, part 
ial cds//7. Oe-48: 284: 76//Hs. 74554: D38522 
R-HEMBA1006253//Homo sapiens 45kDa splicing factor 
mRNA, complete cds/75. 7e-30: 179: 91//Hs. 15836: AF08 
3384 

R-HEMBA1006259//Hamo sapiens RIAA0421 mRNA, parti a 
1 cds//l. 5e-45: 326: 84//Hs. 41742: AB007881 
R-HEHBA1006268//ESTs, Highly similar to c-Jun leuc 
i ne zi pper i nteracti ve [M. muscul us] III . 2e-97: 529: 93 
//Hs. 10552: AA524401 

R-HEMBA1006272//ESTs, Moderately similar to RETROV 
IRUS-RELATED PR0TEASE[H. sapiens]//2. 7e-88: 484: 92// 
Hs. 104129: AA923278 

R-imMiumnnnnn//H. sapi ens PAP mRNA//5. 2e-56: 585: 71 
//Hs. 49007: X76770 

R-HEMBA1006283//ESTs, Weakly similar to NUCLEAR P0 
LYADENYLATED RNA-BINDING PROTEIN NAB2 [S.cerevisia 
e] //l. 6e-66: 377: 91//Hs. 108674: W25821 
R-HEMBA1006284//ESTs//3. 7e-110: 544: 96//Hs. 55296: AI 
084735 

R-HEMBA1006291//ESTs//2. 2e-91: 457: 96//Hs. 114611: N3 
7019 

R-HEMBA1006293//ESTs//5. 4e-78: 370: 99//Hs. 1551 1 1 : AI 
202037 

R- HEMBA1 006309//ERYTHR0CYTE BAND 7 INTEGRAL MEMBRA 
NE PR0TEIN//3. 7e-40: 167: 86//Hs. 74478: U33931 
R-HEMBA1006310//ESTs, Weakly similar to reverse tr 
anscriptase [M.musculus]//5.6e-76:417:94//Hs. 11175 
4: AI 204587 

R-HEMBA1006328//Small inducible cytokine A5 (RANTE 
S)//2. 8e-60: 397: 78//Hs. 155464: AF088219 
R-HEMBA1006334//Human occludin mRNA, complete cds/ 
/0. 72: 369: 59//Hs. 93518: U49184 
R-HEMBA1006344//Human plectin (PLEC1) mRNA, comple 
te cds//0. 016: 217: 64//Hs. 79706: 053204 
R-HEMBA1006347//ESTs, Highly similar to HYP0THETI 
CAL 97.6 RD PROTEIN INSHP1-SEC17 INTERGENIC REGION 
[Saccharomyces cerevi siae] //3. 6e- 1 19: 582: 97//Hs. 4 



(2011) 
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2343: AI417075 

R-HEMBA1006349//ESTs//5. 2e-57: 305: 94//Hs. 6338: AA41 
1382 

R-HEMBA1006359//ESTs//8. 2e-90: 426: 99//Hs. 100873: AA 
678008 

R-HEMBA1006364//ESTs//2. 2e-98: 582: 91//Hs. 23837: AA5 
41787 

R-HEMBA1006377//EST//0.0097: 145:62//Hs. 133027: AI 04 
9830 

R-HEMBA1006380//Homo sapiens mRNA for RIAA0594 pro 10 
tein, partial cds//l. Oe-41: 349: 79//Hs. 154872: AB011 
166 

R-HEMBA1006381//ESTs//5. le-46: 320: 85//Hs. 37573: H59 
651 

R-HEMBA1006398//Human Une-1 repeat mRNA with 2 op 
en reading frames//9.0e-87: 582: 84//Hs. 23094: M19503 
R-HEMBA1006416//ESTs//l. 5e-17: 251: 73//Hs. 33950: AI2 
18923 

R-HEMBA1006419//EST//8. 5e-65: 353: 94//Hs. 141309: H72 
778 20 
R-HEMBA1006421//0xytoci n receptor//l . 2e- 12: 249: 68/ 
/Hs.2820:X64878 

R-HEMBA1006424//ESTs, Weakly similar to pot. 0RF I 
I [H. sapiens]//6. 3e-13: 263: 66//Hs. 43127: AA258004 
R-HEMBA1006426//ESTs//6. 5e-84: 401: 99//Hs. 37303: C16 
964 

R-HEMBA1006438//EST//0. 87: 266: 57//Hs. 99456: AA45738 
0 

R-HEMBA1006445//ESTs//2. Oe-81: 414: 96//Hs. 58153: W72 
033 30 
R-HEMBA1006446//Homo sapiens mRNA for cadherin-6, 
complete cds//l. 6e-05: 487: 58//fls. 32963: D31784 
R-HEMBA1006461//ESTs//5. le-78: 393: 97//Hs. 142677: R9 
5895 

R-HEMBA1006467//ESTs, Weakly similar to putative p 
150 [H.sapiens]//3.0e-17:342:63//Hs. 111730: AA60440 
3 

R-HEMBA1006471//ESTs//3. 8e-66: 370: 92//Hs. 14063: T77 
441 

R-HEMBA1006474 40 
R-HEMBA1006483//fluman G protein- coupled receptor 
(STRL22) mRNA, completecds//4. 2e-40: 365: 78//Hs. 464 
68:U45984 

R-HEMBA1006485//H. sapiens mRNA for aminopeptidase/ 
/2. 5e-92: 517: 91//Hs. 132243: Y07701 
R-HEMBA1006486//EST//7. 0e-47: 240: 76//Hs. 161917: AA4 
83223 

R-HEMBA1006489//ESTs//2. le-93: 440: 99//Hs. 125264: AA 
873350 

R-HEMBA1006492//ESTs//0. 00034: 52: 90//Hs. 163219: AA8 50 
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RtHEHBA1006494//EST//1. 8e-06: 192: 67//Hs. 141401: H93 
387 

R-HEMBA1006497//ESTs//6. 2e-45: 232: 97//fls. 1 18015: N3 
3117 

R-HEMBA1006502//Complement component 5 receptor 1 
(C5a ligand)//8. 7e-16: 135: 72//Hs. 2161: M62505 
R-HEMBA1006507//flomo sapiens mRNA for KIAA0666 pro 
tein, partial cds//3.9e-117: 570: 96//Hs. 153858: AB01 
4566 

R-HEMBA1006521//ESTs//9. 9e-99: 496: 96//Hs. 64906: AA6 
77300 

R-HEMBA1006530//ESTs//0. 18: 260: 60//fls. 24970: AI0576 
28 

R-HEMBA1006535//GS1 PR0TEIN//0. 52: 267: 62//Hs. 7899 
1:M86934 

R-HEMBA1006540//EST//0. 016: 143: 66//Hs. 148189: AA897 
331 

R-HEHBA1006546//flomo sapiens mRNA for KIAA0582 pro 
tein, partial cds//2. 2e-48: 287: 91//Hs. 79507: AB01 11 
54 

R-HEMBA1006559//ESTs, Moderately similar to neurod 
egenerati on- assort atedprotein 1 [R.norvegicus]//l. 
8e-109: 547: 96//Hs. 21122: AA19 1594 
R-HEMBA1006562//EST//1. le-13: 327: 63//Hs. 149641: AI 2 
83064 

R-HEHBA1006566//ESTs//2. 6e-59: 311: 97//Hs. 146014: R5 
1876 

R-HEMBA1006569//ESTs//4. 7e-89: 458: 96//Hs. 42861: W74 
725 

R-HEMBA1006579//ESTs//2. 9e- 19: 110: 99//Hs. 126191: AA 
873876 

R-HEMBA1006583//Human mRNA for tryptophan hydroxyl 
ase (EC 1.14.16.4)//9.5e-29:276:76//Hs.l44563:AF05 
7280 

R-HEHBA1006595//ESTs//l. 3e-96: 487: 96//Hs. 43228: N67 
390 

R-HEMBA1006597//Small inducible cytokine A5 (RANTE 
S)//9. 8e-44: 291: 85//Hs. 155464: AF088219 
R-HEMBA1006612 

R-nnnnnnnnnnnn//ESTs//L 2e-25: 225: 80//Hs. 138852: AA 
284247 

R-HEHBA1006624//ESTs//l. 9e-93: 454: 98//Hs. 72531: AA7 
73630 

R-HEMBA1006631//fluman mRNA for RIAA0033 gene, part 
ial cds//7. 5e-60: 286: 90//Hs. 22271: D26067 
R-HEMBA1006635//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SP WARNING ENTRY ! ! ! ! [H. sapiens]//2. 
7e-91:426: 100//Hs. 139469: AI 299889 
R-HEMBA1006639//ESTs, Highly similar to P0LYADENY 
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LATE- BINDING PROTEIN [Homo sapiens]//3.4e-37: 186: 1 
00//Hs. 109818: AA41 1185 

R-HEMBA1006643//ESTs//L8e-35: 189:97//Hs. 139640: AA 
846777 

R-HEMBA1006648//Homo sapiens integrin- linked kinas 
e (ILK) mRNA, completecds//8. le-108: 567: 94//Hs. 619 
6: U40282 

R-HEMBA1006652//ESTs//7.6e- 100: 536: 93//Hs. 142613: A 
Al 29427 

R-HEMBA1006653//ESTs//2. Oe-33: 181 : 87//Hs. 153599: AI 10 
282511 

R-HEMBA1006665//EST//1.2e-13: 141: 72//Hs. 145596: AI2 
63102 

R-HEMBA1006674//ESTs//3. le-32: 212: 83//Hs. 95115: AA2 
06594 

R-HEMBA1006676//ESTs//2. 6e-95: 510: 93//Hs. 39140: AIO 
41842 

R-HEMBA1006682//EST//1 . 4e-05: 277: 62//Hs. 145762: AI 2 
69435 

R-HEMBA1006695//Homo sapiens apoptotic protease ac 20 
tivating factor 1 (Apaf-1) mRNA, complete cds//1.9 
e-32: 261: 79//Hs. 77579: AF013263 
R-HEMBA1006696//ESTs//4. 5e-95: 448: 99//Hs. 155694: AI 
032695 

R-HEMBA1006708//ESTs, Weakly similar to Miller-Die 
ker lissencephaly gene[H.sapiens]//l. le-92: 483: 94/ 
/fls. 6525: AI 205313 

R-HEMBA1006709//ESTs//3. 4e-25: 207: 80//Hs. 88617: AA8 
72062 

R-HEMBA1006717 ' 30 
R-HEMBA1006737//EST//5. 9e-30: 317: 75//Hs. 140568: AA8 
26002 

R-BEMBA1006744//Interleukin 10//3. 7e-41: 419: 74//H 
s.2180:M57627 

R-HEMBA1006754//ESTs//l. 2e-46: 276: 83//Hs. 141254: AI 
334099 

R-HEMBA1006758//ESTs//0. 00043: 48: 100//Bs. 157265: AA 
489646 

R-HEMBA1006767//EST//0.094: 120:65//Hs. 159873: R9276 
3 40 
R-HEMBA1006779//EST//9. 3e-45: 298: 85//Hs. 149580: AI 2 
81881 

R-HEMBA1006780//ESTs//l. 6e-46: 423: 11 //Is. 141602: N6 
3562 

R-HEMBA1006789//ESTs//7. 6e-55: 245: 95//Hs. 6459: AI09 
2936 

R-HEMBA1006795//ESTs//8. 6e-47: 315: 78//Hs. 140491 : W5 
2705 

R-HEMBA1006796//ESTs//0. 26: 175: 65//Hs. 103280: AI 334 
978 50 



mm 2002-191363 
4022 

R-HEMBA1006807//Homo sapiens DEC-205 mRNA, complet 
e cds//5. 7e-47: 461: 75//Hs. 153563: AF01 1333 
R-HEMBA1006821//ESTs//3. 5e- 12: 222: 68//Hs. 150439: AI 
016305 

R-HEMRA1006824//Homo sapiens mRNA, clone: RES4- 16// 
6. 7e-51: 298: 90//Hs. 121493: D25272 
R-HEMBA1006832//ESTs//0. 0050: 108: 70//Hs. 12853: T655 
56 

R-HEMBA1006849//Human mRNA for RIAA0118 gene, part 
ial cds//2. le-49: 367: 83//Hs. 154326: D42087 
R-HEHBA1006865//ESTs//0. 85: 112: 63//Hs. 116430: AA644 
665 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//l. 8e-67: 611: 74//Hs. 15519: AB018 
315 

R-HEMBA1006885//ESTs//2. 4e-66: 347: 96//Hs. 100624: N9 
5453 

R-HEMBAI006900//ESTs//2. 7e-91: 466: 96//Hs. 32984: R89 
739 

R-HEMBA1006921//ESTs//2. 2e-33: 170: 100//Bs. 152277: A 
A593117 

R-HEHBA1006926//ESTs, Weakly similar to ZR1053.6 
[C. elegans] //2. 9e-28: 213: 84//Hs. 9096: AA029400 
R-HEMBA1006929//ESTs//4. Oe- 13: 210: 66//Hs. 100895: AA 
479308 

R-HEHBA1006936//ESTs//3. 9e-05: 60: 93//Hs. 8737: W2271 
2 

R-HEMBA1006938//EST//0. 0021: 244: 62//Hs. 144237: W523 
82 

R-HEMBA1006941//Homo sapiens mRNA for putative thi 
oredoxin-like protein//6. 5e-77: 371 : 98//Hs. 42644: AJ 
010841 

R-HEMBA1006949//ESTS//1. 2e-67: 335: 98//Hs. 25780: R51 
321 

R-HEHBA1006973//ESTs//0. 029: 242: 61//Hs. 146074: N344 
57 

R-HEMBA1006976//EST//0. 70: 206: 61//fls. 147092: AI 1898 
27 

R-HEHBA1006993//Human mRNA for KIAA0327 protein, c 
omplete cds//2. 6e-47: 368: 80//Hs. 149323: AB002325 
R-HEMBA1006996//ESTS//0. 027: 326: 58//Hs. 105008: AA45 
1679 

R-HEMBA1007002//ESTs//0. 13:116: 66//Hs. 26928: Z41440 
R-HEHBA1007017//ESTs//4. 3e-47: 208: 87//Hs. 155243: N7 
0293 

R-HEHBA1007018//ESTs, Moderately similar to LIC-2 
[R.norvegicus]//2.8e-112: 558:96//Hs. 107905: AI 24836 
3 

R-HEMBA1007045 

R-HEMBA1007051//ESTs//2. 5e-39: 321: 80//Hs. 146811: AA 
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410788 

R-HEMBA1007052//EST//3. 4e-41: 377: 74//Hs. 44634: N348 
39 

R-HEMBA1007062//ESTs//l. 2e-92: 439: 99//Hs. 162882: AA 
807140 

R-HEMBA1007066//ESTs//0. 85: 204: 61//Hs. 22795: AI 2082 
72 

R-HEMBA1007073//ESTs//6. 6e-52: 362: 85//Hs. 30821: AI0 
96866 

R-HEMBA1007078//EST, Moderately similar to !!!! AL 10 
U SUBFAMILY SQ WARNINGENTRY !!!! [H.sapiens]//7.2e 
-40: 163: 83//fls. 152369: AA504818 
R-HEMBA1007085//ESTs//8. le-103: 519: 96//Hs. 90638: AI 
348087 

R-HEMBA1007087//ESTs//3. le-51: 354: 86//Hs. 6449: W950 
25 

R-HEMBA1007112//EST//0. 090: 328: 59//Hs. 136623: AA633 
597 

R-HEMBA1007113//Homo sapiens mRNA, clone: RES4- 16// 
1, le-47:427:76//Bs. 121493:025272 20 
R-HEMBA1007129//ESTs//6. le-13: 314: 65//Hs. 137538: AA 
769438 

R-HEMBA1007147 

R-HEMBA1007149//ESTs//9. 7e-103: 540: 94//fls. 127240: A 
A149818 

R-HEMBA1007151//ESTs//8. 2e- 102: 505: 96//Hs. 24948: AA 
977674 

R-nnnnnnnnnnnn//Homo sapiens epsin 2b mRNA, comple 
te cds//l . 6e- 104: 529: 94//Hs. 22396: AF062085 
R-HEMBA1007178//ESTs//2. 2e-57: 366: 90//Hs. 21648: AI 3 30 
02954 

R-HEMBA1007194//ESTs//9. Oe-68: 336: 98//Hs. 49760: AA7 
41051 

R-HEMBA1007203//Homo sapiens mRNA for KIAA0214 pro 
tei n, compl ete cds//l . 7e-62: 332: 95//Hs. 3363: D86987 
R-HEMBA1007206//Human c-yes-1 mRNA//4.5e-49:390:80 
//Hs. 75680: M15990 

R-HEMBA1007224//Homo sapiens mRNA for KIAA0797 pro 
tein, partial cds//7.4e-98: 471: 97//Hs. 27197: AB0183 
40 40 
R-HEMBA1007251//ESTs//l. 6e-78: 377: 99//Hs. 98912: AA4 
36864 

R-HEMBA1007256//ESTs//3. 5e-20: 127: 79//Hs. 137352: AA 
024934 

R-HEMBA1007267//Homo sapiens KIAA0395 mRNA, parti a 
1 cds//8. 8e-48: 343: 83//Hs. 43681: AL022394 
R-HEMBA1007273//ESTs//l. Oe-98: 472: 98//Hs. 122610: AA 
807062 

R-HEMBA1007279//ESTs//3. 3e-107: 558: 94//Hs. 126480: A 
1221207 50 
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R-HEMBA1007281//EST//0. 074: 244: 63//Hs. 29304: R73543 
R-HEMBA1007288//EST//9. 4e-43: 344: 81//Hs. 162112: AA5 
24804 

R-HEMBA1007300//ESTs//0. 096: 371: 57//Hs. 102680: N529 
90 

R-HEMBA1007301 

R-HEMBA1007319//ESTs//7. 7e-113: 570: 96//Hs. 29263: AI 
337917 

R-HEMBA1007320//ESTs, Moderately similar to hypoth 
etical protein 2 [H.sapiens]//5.5e-15:311:64//Hs. 1 
42764 :AA205569 

R-HEMBA1007322//Human kpni repeat mrna (cdna clone 
pcd-kpni-4), 3' end//5. 7e-49: 383: 83//Hs. 139107: K0 
0629 

R-HEMBA1007327//Human melanoma antigen recognized 
byT-cells (MART-1) mRNA//1.9e-42: 371: 79//Hs. 15406 
9: U06452 

R-HEMBA1007341//EST//3. Oe-17: 291:68//Hs. 150788: AI3 
01848 

R-HEMBA1007342//EST//2. 7e- 1 1 : 263: 67//fls. 145259: AI 2 
18684 

R-HEMBA1007347//Homo sapiens DEC- 205 mRNA, compl et 
e cds//9. 7e-47: 368: 82//Bs. 153563: AF011333 
R-HEMBB1000005//ESTs, Weakly similar to putative p 
150 [H. sapiens]//3. 3e-44: 341: 71//fls. 111730: AA60440 
3 

R-HEMBB1000008//Homo sapiens tumor necrosis factor 
superfamily member LIGHT mRNA, complete cds//3.2e 
-40: 292: 83//Hs. 129708: AF064090 
R-HEMBB1000018//H. sapiens mRNA for urea transporte 
r//5. 0e-49: 311: 87//Hs. 66710: X96969 
R-HEMBB1000024//ESTs//7. 5e-21: 234: 76//Hs. 157049: AI 
345418 

R-HEMBB1000025//ESTs//2. 2e-36: 371: 78//Hs. 56562: AA0 
56332 

R-HEMBB1000030//ESTs//3. 2e-76: 373: 97//fls. 140190: AA 
701449 

R-HEMBB1000036//ESTs, Highly similar to HYP0THETI 
CAL 43.2 KD PROTEIN C34E10. 1 IN CHROMOSOME III [Ca 
enorhabdi tis el egans] //6. Oe-92: 477: 95//Hs. 4877: AA4 
18465 

R-HEMBB1000037//Homo sapiens erythroblast macropha 
ge protein EMP mRNA, complete cds//2.5e-92:467:97/ 
/Hs. 20815: AF084928 

R-HEMBB1000039//ESTs//l. 8e-43: 361: 71//Hs. 108206: N6 
4702 

R-HEMBB1000044//EST//7. 6e-70: 367: 95//Hs. 140860: R42 
954 

R-HEMBB1000048//EST//1 . 5e-45: 262: 91//Hs. 157627: AI 3 
57802 
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R-HEMBB1000050//ESTs//0. 039: 91: 74//Hs. 163189: AA236 
903 

R-HEMBB1000054//ESTs//3. Oe- 104: 550: 94//Hs. 152395: A 
A533107 

R-HEMBB1000055//ESTs, Moderately similar to UBIQUI 
N0L-CYT0CHR0ME C REDUCTASE COMPLEX SUBUNIT VI REQU 
I RING PROTEIN [H. sapi ens] le-72: 350: 99//Hs. 1164 
90:AA659584 

R-HEMBB1000059//ESTs//l. 7e- 10: 200: 70//Hs. 163954: N5 
7939 10 
R-HEMBB1000083//Homo sapiens mRNA for GCP170, comp 
1 ete cds//6. Oe-41 : 337: 80//Hs. 4953: D63997 
R-HEMBB1000089//Human mRNA for KIAA0355 gene, comp 
lete cds//3. 5e-39: 487: 70//Hs. 153014: AB002353 
R-HEMBB1000099//ESTs//5. 7e-37: 353: 75//Hs. 22910: W18 
193 

R-HEMBB1000103//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds//6. 5e- 18: 298: 69//Hs. 153026: AB014 
540 

R-HEMBB10001 13//EST//8. 2e-94: 437: 100//Bs. 136893: AA 20 
805239 

R-HEMBB1000119//Homo sapiens ASMTL gene//1.2e-84:4 
28: 95//Hs. 6315: Y15521 

R-HEMBB1000136//ESTs//0. 043: 262: 59//Hs. 61304: AA025 
692 

R-HEMBB1000141//ESTs//5. Oe-38: 254: 79//Hs. 141658: N7 
7915 

R-HEMBB1000144//ESTs//9. 6e-05: 235: 60//Hs. 61700: AAO 
33951 

R-HEMBB1000173//EST//9. 6e-44: 258: 76//Hs. 161917: AA4 30 
83223 

R-HEMBB1000175//ESTs//4. 8e-98: 475: 97//fls. 149740: AI 
199558 

R-HEMBB1000198//ESTs//l . 0: 123: 62//Hs. 116602: AA6659 
65 

R-HEMBB1000215//Human mRNA for KIAA0355 gene, comp 
lete cds//2.2e-46:302:86//Hs. 153014: AB002353 
R-HEMBB1000217//ESTs//2. 2e- 105: 496: 99//Hs. 65973: AI 
339364 

R-HEMBB1000218//Homo sapiens DNA fragmentation fac 40 
tor 40 kDa subunit (DFF40) mRNA, complete cds//l.l 
e-48: 292: 79//Hs. 133089: AF064019 
R-HEMBB1000226//ESTs, Weakly similar to HYPOTHETIC 
AL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II [C.ele 
gans] //5. le-73: 449: 89//Hs. 16803: AA843214 
R-HEMBB1000240//ESTs//l. le-109: 536: 97//Hs. 13528: AA 
523106 

R-HEMBB1000244//Small inducible cytokine A5 (RANTE 
S)//9. 5e-42: 323: 83//Hs. 155464: AF088219 
R-HEMBB1000250//EST//8. 8e- 12: 284: 64//Hs. 145960: AI 2 50 
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R-HEMBB1000258//EST//4. 5e-14: 315: 66//Hs. 162551: AA5 
84782 

R-HEMBB1000264 

R-HEMBB1000266//ESTs, Weakly similar to similar to 
the beta transducin family [C,elegans]//2.7e-102: 
556:93//Hs. 16079: AA083522 

R-HEMBB1000272//ESTs//4. 3e-91: 480: 94//Hs. 107467: HI 
1385 

R-HEMBB1000274//Homo sapiens mRNA for KIAA0557 pro 
tein, partial cds//7. 9e- 24: 198: 72//Hs. 101414: AB011 
129 

R-HEMBB1000284//ESTs//4. 8e-64: 389: 91//Hs. 1 18043: N5 
0458 

R-HEMBB1000307//Human mRNA for KIAA0355 gene, comp 
lete cds//3. 6e-43: 288: 87//Hs. 153014: AB002353 
R-HEMBB1000312//ESTs//6. Oe-23: 272: 73//Hs. 121354: AA 
758601 

R-HEMBB1000317//ESTs//7. 5e-90: 424: 99//Hs. 150042: AI 
298034 

R-HEMBB1000318//Small inducible cytokine A5 (RANTE 
S)//3. 3e-41: 318: 80//Hs. 155464: AF0882 19 
R-HEMBB1000335//ESTs//3. 7e- 15: 324: 65//Hs. 85077: AA9 
68576 

R-HEMBB1000336//ESTs//6. 4e-76: 402: 95//Hs. 17207: H92 
480 

R-HEMBB1000337//ESTs//2. le-80: 391: 97//Hs. 1 18990: AI 
378084 

R-HEMBB1000338//Small inducible cytokine A5 (RANTE 
S)//4. Oe-39: 274: 85//Hs. 155464: AF088219 
R-HEMBB1000339//EST//5. 8e-41: 336: 79//Hs. 151873: AA2 
05736 

R-HEMBB1000341//ESTs//3. 8e- 19: 310: 68//Hs. 37573: H59 
651 

R-HEMBB1000343//EST//1. le-77: 396:95//Hs. 162664: AA6 
05020 

R-HEMBB1000354//Human mRNA for RIAA0186 gene, comp 
lete cds//l. 7e-15: 293: 65//Hs. 36232: D80008 
R-HEMBB1000369//ESTs//l . 6e-21 : 234: 73//Hs. 1 1 1583: AA 
463590 

R-HEMBB1000374//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0487//2.3e-56:335:77//Hs.923 
81:AB007956 

R-HEMBB1000376//H. sapiens mRNA for urea transporte 
r//2. 7e-50: 525: 74//Hs. 66710: X96969 
R-HEMBB1000391//ESTs//6. 6e-50: 316: 88//Hs. 142259: AA 
828840 

R-HEMBB1000399//Homo sapiens mRNA for cell cycle c 
heckpoint protein//3.8e-109: 531:97//Hs. 16184: AJ001 
642 
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R-HEMBB1000402//H. sapiens mRNA for MACH-alpha-2 pr 
otein//2. 7e-35: 369: 72//Hs. 19949: X98173 
R-HEMBB1000404//ESTs//0. 088: 298: 59//Hs. 61607: AA032 
026 

R-HEMBB1000420//EST//2. 2e-78: 376: 98//Hs. 160787: AI3 
36591 

R-HEMBB1000434//Human mRNA for RIAA0118 gene, part 
ial cds//3. 9e-50: 302: 89//Hs. 154326: D42087 
R-HEMBB1000438//ESTs, Weakly similar to !!!! ALU C 
LASS B WARNING ENTRY !!!! [H. sapiens] //0. 30: 214:63 10 
//Bs. 142209: AA873303 

R-HEMBB1000441//Human c-yes-1 mRNA//2. 2e-46:280:90 
//Bs. 75680: M15990 

R-BEMBB1000449//ESTs//7. 8e-59: 332: 92//Hs. 87013: AA1 
30221 

R-HEMBB1000455//EST//4. 8e-14: 421: 65//Hs. 68832: AA08 
8438 

R-HEMBB1000472//ESTs//l. le-104: 505: 98//Hs. 132824: A 
1033396 

R-HEMBB1000480//Buman mRNA for KIAA0392 gene, part 20 
ial cds//2. 5e-49: 295: 90//Hs. 40100: AB002390 
R-HEMBB1000487//EST//0.78:87: 68//Hs. 134601: AI 08150 
6 

R-BEMBB1000490//Small inducible cytokine A5 (RANTE 
S)//4. Oe-39: 320: 80//Hs. 155464: AF088219 
R-HEMBB1000491//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//3. 7e-50: 312: 76//Hs. 113283: AF018080 
R-HEHBB1000493//ESTs//7. le-18: 150: 82//Hs. 142068: AA 
176125 

R- HEHBB 1 0005 1 0//EST// 1 . 4e-45: 139: 97//Hs. 152260: AA4 30 
89703 

R-HEMBB1000518//Human mRNA for KIAA0118 gene, part 
ial cds//4. 8e-50: 415: 78//Hs. 154326: D42087 
R-HEMBB1000523//Bomo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//2. 7e-57: 497: 78//Bs. 113283: AF018080 
R-HEMBB1000530//ESTs//2. 7e-73: 425: 90//Bs. 141254: AI 
334099 

R-HEHBB1000550//EST//2. 9e- 1 1 : 113:79//Hs. 161503:N68 
662 

R-HEMBB1000554//Human huntingtin interacting prote 40 
in (HI PI) mRNA, complete cds//8.2e-13:92:81//Hs.97 
206:AF052288 

R-HEMBB1000556//ESTs//l. le-94: 529: 92//Hs. 33476: N36 
986 

R-HEMBB1000564//ESTs//l. 3e-19: 128: 91//Hs. 142058: N3 
4258 

R-HEMBB1000573//ESTs//l. 6e-86: 494: 90//Hs. 120979: AI 
160709 

R-HEMBB1000575//ESTs//l. 6e-45: 232: 74//Hs. 141019: AA 
287618 50 
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R-HEMBB1000586//ESTs//5. le-42: 281: 83//Hs. 138852: AA 
284247 

R-HEMBB1000589//ESTs//l. 0e-10: 184: 71//Hs. 142677: R9 
5895 

R-HEHBB1000591//ESTs//3. 2e-40: 406: 75//fls. 138787: H7 
3704 

R-HEMBB1000592//ESTs//l. 8e-97: 455: 99//Bs. 94229: W65 
391 

R-HEMBB1000598//Human antisecretory factor-1 mRNA, 
complete cds//1.8e-46:305:85//Bs. 148495: AF050 199 
R-HEHBB1000623//ESTs//8. 3e-47: 277: 92//Hs. 6045: W671 
25 

R-HEHBB1000630//ESTs//5. le-106: 538: 96//Hs. 13422: AI 
082249 

R-HEMBB1000631//ESTs//5. le- 100: 508: 96//Hs. 1 10379: N 
58152 

R-HEHBB1000632//ESTs//6. 2e-44: 371: 80//Hs. 132722: AA 
618531 

R-HEMBB1000637//Human mRNA for KIAA0080 gene, part 
ial cds//6. 4e-49: 254: 86//Hs. 74554: D38522 
R-HEMBB1000638//EST//2. 2e-38: 371: 76//Bs. 162236: AA5 
51582 

R-HEMBB1000643//ESTs//0. 0049: 191: 62//Hs. 55445: W319 
63 

R-HEMBB1000649//ESTs, Moderately similar to hTAFII 
68 [H. sapiens] //4. Oe-76: 399: 95//Hs. 124106: AA948100 
R-HEMBB1000652//ESTs//l . 5e- 14: 271 : 64//Hs. 163954: N5 
7939 

R-HEMBB1000665//ESTs//4. 2e- 12: 109: 87//Hs. 41407: W94 
988 

R-HEMBB1000671//ESTs//2. 8e-68: 439: 87//Hs. 140491: W5 
2705 

R-HEMBB1000673//EST//0. 58: 46: 82//Hs. 142286: AA33829 
3 

R-HEMBB1000684//ESTs//8. 5e-20: 307: 72//fls. 122825: AA 
765454 

R- nnnnnnnnnnnn//Homo sapiens neuroanl mRNA, comple 
te cds//6. 5e-52: 287: 93//Hs. 158300: AF040723 
R-HEMBB1000705//Small inducible cytokine A5 (RANTE 
S)//4. 6e-24: 165: 78//Hs. 155464: AF0882 19 
R-HEMBB1000706//EST//1. 2e-10: 211: 65//Hs. 105524: AA5 
21412 

R-HEMBB1000709//ESTs, Weakly similar to putative p 
150 [H.sapiens]//3.9e-50:245:99//Hs. 1 11730: AA60440 
3 

R-HEMBB1000725//Human mRNA for RIAA0308 gene, part 
ial cds//0. 11: 350: 59//Hs. 10351 : AB002306 
R-HEMBB1000726//EST//5. 3e-49: 303: 88//Bs. 149580: AI 2 
81881 

R-HEMBB1000738//Homo sapiens mRNA, clone: RES4- 16// 
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2. 5e-49: 302: 89//Hs. 121493: D25272 
R-HEMBB1000749//ESTs//l . 6e-49: 331 : 86//Hs. 152788: AA 
630925 

R-HEMBB1000763//ESTs//9. 7e- 104: 474: 95//Hs. 77480: AA 
100522 

R-HEMBB1000770//EST//1. Oe-75: 359: 99//Hs. 136564: AA6 
42445 

R-HEMBB1000781//ESTs//5. 3e-66: 317: 99//Hs. 28827: AI 1 
25541 

R-HEMBB1000789//ESTs//5. 9e-83: 394: 99//Hs. 120842: AA 10 
435771 

R-HEHBB1000790//PLATELET GLYCOPROTEIN V PRECURSOR/ 
/l . 3e-37: 193: 75//Hs. 73734: Z23091 
R-HEMBB1000794//ESTs//7. le-98: 490: 96//Hs. 105743: AA 
532718 

R-HEMBB1000807//ESTs//2. 6e-22: 145: 92//Hs. 53913: AA9 
08961 

R-HEMBB1000810//Small Inducible cytokine A5 (RANTE 
S) //l. 8e-34: 206: 79//Hs. 155464: AF088219 
R-HEMBB1000821//ESTs//2. 4e-90: 425: 99//fls. 118659: AI 20 
052447 

R-HEMBB1000822//ESTs//l. 7e-45: 288: 89//Bs. 24130: R27 
124 

R-HEMBB1000826//Small inducible cytokine A5 (RANTE 
S)//2. 9e-51: 245: 82//Hs. 155464: AF088219 
R-HEMBB1000827//EST//2. 8e-40: 295: 84//Hs. 149580: AI 2 
81881 

R-HEMBB1000831//ESTS//4. Oe-59: 291: 98//Hs. 62675: AAO 
44176 

R-HEMBB1000835//ESTs//7. 3e-21: 124: 82//Hs. 102671:N5 30 
2545 

R-HEMBB1000840//ATPase, Na+/K+ transporting, beta 
2 polypeptide//l . 3e-43: 163: 84//fls. 78854: AF007876 
R-HEMBB1000848//Bomo sapiens mRNA for KIAA0565 pro 
tein, complete cds//9. 5e-41: 367: 78//Hs. 129740: AB01 
1137 

R-HEMBB1000852//EST//1 . 2e-09: 188: 70//Hs. 127869: AA9 
68599 

R-HEMBB1000870//Cytochrome P450, 51 (lanosterol 14 
-al pha-demethyl ase) //l . Oe-41 : 483: 73//Hs. 2379: U2394 40 
2 

R-HEMBB1000876//EST//0. 0022: 211: 63//Hs. 125552: AA88 
4141 

R-BEMBB1000883//ESTs//l . 4e-65: 343: 95//Hs. 98269: B27 
247 

R-HEMBB1000887//ESTs//4. Oe-22: 212: 79//Bs. 138965: AI 
004740 

R-HEMBB1000888//EST//8. 2e-07: 196: 64//Hs. 118276: W15 
258 

R-HEHBB1000890//ISLET AMYLOID POLYPEPTIDE PRECURSO 50 
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R//1. le-46: 327: 83//Hs. 51048: X68830 
R-HEMBB1000893//EST//4. 7e-34: 242: 85//Hs. 149580: AI 2 
81881 

R-HEMBB1000908//EST//0. 95: 27: 100//Hs. 142568: AA2850 
66 

R-HEMBB1000910//ESTs//L 9e-36: 318: 78//Hs. 141140: AA 
715983 

R-HEMBB1000913//Human mRNA for KIAA0327 protein, c 
omplete cds//2. 5e-33: 367: 73//fls. 149323: AB002325 
R-BEMBB1000915//ESTs//0. 00018: 188: 61//Hs. 144847: AI 
222742 

R-HEHBB1000917//Homo sapiens KIAA0414 mRNA, partia 
1 cds//3. 7e-41: 228: 84//Hs. 127649: AB007874 
R-HEMBB1000927//ESTs//2. 2e-62: 307: 98//Hs. 97044: AA3 
65784 

R-HEMBB1000947//ESTs, Weakly similar to F26E4.13 
[C elegans]//3. 3e-60: 350: 91//Hs. 49163: AA532881 
R-HEMBB1000959//Human Une-1 repeat mRNA with 2 op 
en reading frames//8. le-84: 546: 86//Hs. 23094: M19503 
R-HEMBB1000973//ESTs//6. 8e-95: 445: 99//Hs. 105859: AI 
419354 

R-HEMBB1000975//ESTs//l. 2e-39: 197: 100//Hs. 26176: AI 
032007 

R-HEHBB1000981//EST//7. 7e-58: 284: 98//Hs. 60179: AA00 
7242 

R-HEMBB1000985//ESTs//l. 2e-103: 524: 95//Hs. 43102: AA 
131369 

R-HEMBB1000991//EST//0. 99: 58: 72//Hs. 100246: T23625 
R-HEHBB1000996//flomo sapiens LIM protein mRNA, com 
plete cds//l. 3e-41: 482: 70//Hs. 154103: AF061258 
R-HEMBB1001004//ESTs//5. 7e-70: 362: 95//Hs. 6434: W271 
12 

R-HEMBB1001008//ESTs, Weakly similar to hypothetic 
al LI protein [H. sapiens] //2.3e-25: 339: 71 //Hs. 1299 
92: H58762 

R-HEHBB1001011//ESTs//4. Oe-53: 325: 92//Hs. 33268: AI 1 
91214 

R-HEMBB1001014//ESTS//1. 3e-46: 323: 83//Hs. 163980: AA 
715814 

R-HEMBB1001020//Homo sapiens PYRIN (HEFV) mRNA, co 
mplete cds//3. Oe-46: 305: 76//Hs. 113283: AF018080 
R-HEMBB1001024//ESTs//8. 5e-47: 374: 80//Hs. 141602: N6 
3562 

R-BEHBB1001037//ESTs//2. 6e-47: 282: 91//Hs. 155384: Z7 
8385 

R-HEMBB1001047//EST//6. 2e-33: 232: 74//Hs. 160146: AI0 
49975 

R-HEHBB1001051//ESTs//3. 7e-79: 385: 98//Hs. 95290: AAO 
46107 

R-HEMBB1001056//Homo sapiens mRNA for KIAA0618 pro 
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tein, complete cds//l. le-87: 497: 91//Hs. 15832: AB014 
518 

R-HEMBB1001058//Homo sapiens mRNA for KIAA0475 pro 
tein, complete cds//2. 2e-26: 125: 81//Hs. 5737: AB0079 
44 

R-HEMBB1001060//ESTs//l. 9e-37: 541: 69//Hs. 141534: N6 
4785 

R-HEMBB1001063//ESTs//4. 7e-42: 269: 88//Hs. 55855: AA6 
21381 

R-HEMBB1001068//Homo sapiens liprin-beta2 mRNA, pa 10 
rtial cds//9. le-107: 512: 97//Hs. 12953: AF034803 
R-HEMBB1001096//Human HsLIMIS mRNA for HsLimlS, co 
mplete cds//l. 2e-20: 233: 70//Hs. 37181: D64108 
R-HEMBB1001102//Buman mRNA for KIAA0355 gene, camp 
lete cds//9. le-40: 299: 82//Hs. 153014: AB002353 
R-HEMBB1001105//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//4. 8e-46: 296: 87//Hs. 113283: AF018080 
R-HEMBB100U14//ESTs//6. 2e-44: 293: 86//Hs. 70279: AA7 
57426 

R-HEMBB1001117//ESTs//l. le-80: 471: 90//Hs. 61935: T75 20 
092 

R-HEMBB1001119//ESTs//4. 0e-38: 213: 84//Hs. 109140: AI 
289942 

R-HEMBB1001126 

R-HEMBB1001133//Human SS-A/Ro ribonucleoprotein au 
toantigen 60 kd subunit mRNA, complete cds//1.6e-2 
4: 285: 73//Hs. 554:125077 

R-HEMBB1001137//ESTs//4. 6e-10: 66: 100//Hs. 74924: AI3 
32962 

R-HEHBB1001142//EST//6. 4e-48: 315: 85//Hs. 149580: AI2 30 
81881 

R-HEHBB1001151 

R-HEMBB1001153//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//1.3e 
-65: 331: 96//fls. 154179: AA579197 
R-HEMBB1001169//0xytocin receptor//l. 5e-25: 165: 73/ 
/Hs.2820:X64878 

R-imnnnnnnnnnn//ESTs//3. 5e-41: 233: 93//Hs. 129218: AA 
991162 

R-HEMBB1001177 40 
R-HEMBB1001182//ESTs//l. 9e-86: 455: 95//Hs. 6937: AA52 
4349 

R-HEMBB1001199 

R-HEMBB1001208//ESTs//3. 3e-43: 216: 99//Hs. 121806: N7 
1183 

R-HEMBB1001209//ESTs//6. 7e-80: 409: 96//Hs. 141185: R9 
9549 

R-HEMBB1001210//ESTs//2. 2e-46: 290: 88//Hs. 103329: Dl 
1573 

R- HEMBB1 00 1 2 1 8//Kangai 1 (suppression of tumorlgen 50 
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i city 6, prostate; CD82 antigen (R2 leukocyte anti 
gen, antigen detected by monoclonal and antibody I 
A4))//3. le-44: 298: 87//Hs. 103458: X53795 
R-HEMBB1001221//ESTs//9. 4e-75: 353: 100//Hs. 151504: A 
A550817 

R-HEMBB1001234//ESTs, Highly similar to 65 KD YES 
-ASSOCIATED PROTEIN [Gallus gallus]//3.8e-80:400:9 
6//Hs. 71873: AA1 48213 

R-HEMBB1001242//ESTs//l . 6e-63: 404: 87//Hs. 25534: AA1 
49560 

R-HEMBB1001249//ESTs//3. 8e-34: 360: 70//Bs. 150727: AI 
292236 

R-HEMBB1001253//EST//0. 0011: 84: 77//Hs. 124579: AA853 
987 

R-HEMBB1001254//ESTs//4. 5e-95: 444: 99//Hs. 161059: AI 
431268 

R-HEMBB1001267//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//1. 3e-50: 524: 73//Hs. 159 
897:AB007970 

R-HEMBB1001271//Human mRNA for RIAA0118 gene, part 
ial cds//4. 0e-45: 323: 84//Hs. 154326: D42087 
R-HEMBB1001282//EST//2. 9e-78: 401: 96//Hs. 72871: AA16 
9412 

R-HEMBB1001288//ESTs, Highly similar to HYP0THETI 
CAL 27.3 KD PROTEIN ZK353.7 IN CHROMOSOME III [Cae 
norhabditis elegans]//2.6e-104:515:97//Hs. 16606: W8 
1021 

R-HEMBB1001289//ESTS//7. 8e-45: 440: 75//Hs. 44702: AI 1 
48840 

R-HEMBB1001294//ESTs//l. 9e-100: 476: 99//Hs. 109017: A 
1057112 

R-HEMBB1001302 

R-HEMBB1001304//ESTS//4. Oe-92: 431: 99//Hs. 113750: AI 
091154 

R-HEMBB1001314//Interleukin 10//6. 3e-41: 334: 79//H 
s. 2180: M57627 

R-HEMBB1001315//Interleukin 10//1. 9e-43: 285: 87//H 
s.2180:M57627 

R-HEMBB1001317//Human cytochrome P450-IIB (hIIB3) 
mRNA, complete cds//8. 4e-45: 357: 81//Hs. 110194: M298 
73 

R-HEMBB1001326//ESTs//0. 85: 174: 62//Hs. 133487: AI 393 
754 

R-HEMBB1001331//ESTs, Weakly similar to DFS70 [H.s 

apiens]//6. 5e-61: 313:96//Hs. 43071: AA206222 

R- HEMBB 1 00 1 335//EST//5 . 2e-80: 381 : 99//Hs. 1 16769: AA6 

30365 

R-HEMBB1001337//ESTs//2. 7e-84: 404: 99//Hs. 148966: AI 
242639 

R-HEMBB1001339//ESTs//2. le-97: 485: 96//Hs. 88357: AA2 
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62470 

R-HEHBB1001346 

R-HEMBB1001348//ESTs//l . le-43: 295: 85//Hs. 163604: R9 
4354 

R-HEMBB1001356//EST//6. Oe-11: 89: 88//fls. 152366: AA48 
6721 

R-HEMBB1001364//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//3.0e 
-12: 129: 79//Hs. 9792: AA027055 

R-HEMBB1001366//Human mRNA for KIAA0118 gene, part 10 
ial cds//l. 2e-50: 550: 72//Hs. 154326: D42087 
R-HEMBB1001367//E5Ts//l. 2e-19: 165: 82//Hs. 146314: R9 
9617 

R-HEMBB1001369//Small inducible cytokine A5 (RANTE 
S) //I. 9e-25: 217: 80//Hs. 155464: AF088219 
R-HEMBB1001380//ESTs//4. Oe-08: 216: 63//Hs. 143763: AI 
174205 

R-HEKBB1001384//ESTs//6. 6e-110: 547: 96//Hs. 6671: AI3 
41699 

R-HEHBB1001387//ESTs//l. le- 104: 497: 98//Hs. 87654: AA 20 
853970 

R-HEMBB1001394//ESTs//6. 4e-73: 428: 89//Hs. 139922: AA 
281350 

R-HEMBB1001410//Alcohol dehydrogenase 7 sigma subu 
ni t (cl ass I V) //0. 88: 365: 58//Hs. 389: X76342 
R-HEMBB1001424//ESTs//l. 3e-88: 466: 94//Hs. 42174: AA1 
94644 

R-HEMBB1001426//ESTs//2. 2e-45: 337: 82//Hs. 37573: H59 
651 

R-HEMBB1001429//EST//3.8e-59:543:76//Hs. 158803: AI 3 30 
76846 

R-HEMBB1001436//ESTs//3. 7e-69: 332: 99//Hs. 156518: AA 
724317 

R-HEMBB1001443//ESTs//4. 8e-54: 270: 98//Hs. 21898: AI0 
88201 

R-HEMBB1001449//ESTs//3. 2e-43: 170: 84//Hs. 150727: AI 
292236 

R-HEMBB1001454//ESTs//9. le-46: 304: 86//Hs. 139190: N5 
5515 

R-HEMBB1001458//ESTS//3. 2e-98: 478: 97//Bs. 50144: N67 40 
293 

R-HEMBB1001463//Homo sapiens RIAA0421 mRNA, parti a 
1 cds//4. 3e-50: 440: 78//Hs. 41742: AB007881 
R-HEMBB1001464//ESTs, Weakly similar to K01H12.1 
[C. elegans]//0. 25: 222: 61//Hs. 13275: AI 341468 
R-HEMBB1001482//ESTs, Moderately similar to zinc f 
inger protein [R.norvegicus]//0.80:53:83//Hs.2679 
9:W74481 

R-BEMBB1001500//EST//1 . 4e-13: 310: 67//Hs. 162663: AA6 
04515 50 
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R-HEMBB1001521//Homo sapiens mRNA for KIAA0737 pro 
tein, complete cds//2. 5e-29: 186: 92//Hs. 17630: AB018 
280R-HEMBB 1 0 0 1 5 2 7 //EST s, W 
eakly similar to HYPOTHET 
ICAL 92. 1 KD PROTEIN ZKIO 
98. 3 IN CHROMOSOME III [C 
•aenorhabd i t i s e 1 egans] // 
4. 7 e-5 1 : 4 0 4 : 8 1//Hs. 14 14 2 
9 : AA6 3 1 9 1 5 

R — HEMBB1 00 1 5 3 1//EST s//3. 3 
e- 1 3 : 2 5 0 : 6 7//Hs. 1 3 9 1 5 8 : AA 

2 2 6 15 9 

R-HEMBB 1 0 0 1 5 3 5//H. sapiens 
mRNA for sigma 3B protei 
n//l. 9e-3 9 : 2 9 1 : 8 2//Hs. 154 
782 : X99459 

R-HEMBB 1 00 1 5 3 6//Huma n mRN 
A for KIAA0355 gene, comp 
lete cds//5. 0 e - 4 4 : 3 1 8 : 8 3 / 
/Hs. 153014 :AB002353 
R-HEMBB 1 0 0 1 5 3 7//Homo s a p i 
ens KIAA0409 mRNA, partia 
1 cds//3. 2 e-4 7 : 3 1 8 : 8 0//H 
s. 5158 : AB0 0 7 8 6 9 
R-HEMBB 1 0 0 1 5 5 5//E ST s//2. 6 
e-13:182:71 //H s . 1 1 2 6 7 1 : A I 

3 7 7 2 7 4 

R-HEMBB 1 00 1 5 6 2//E ST s // 1 . 7 
e-4 3 : 3 1 6 : 8 3//Hs. 1 5 1 3 6 5 : AA 

6 4 3 9 6 2 

R-HEMBB 1 00 1 5 64//EST//1. 3e 
-3 5 : 1 4 1 : 8 1//H s. 1 6 2 1 9 7 :AA5 
3 5 2 1 6 

R-HEMBB 1 00 1 5 6 5//Huma n mRN 
A for KIAA0331 gene, comp 

lete cds//5. 1 e - 1 8 : 1 5 2 : 8 5/ 
/Hs. 1.4 6 3 9 5 :AB00 2 3 2 9 
R-HEMBB 1 00 1 5 8 5//E S T s // 1 . 1 

e-3 2 : 1 9 0 : 8 4//Hs. 3 3 3 5 4 : A A 1 

7 9 9 4 4 

R — HEMBB1 00 1 5 8 6//EST s// 4. 9 
e-9 4 : 4 4 7 : 9 9//H s. 1 2 4 0 8 4 : AA 

8 4 3 2 19 

R-HEMBB 1 00 1 5 8 8//EST//8. 3e 
- 2 7 : 3 6 3 : 6 9//Hs. 1 4 1 60 3 :N66 
0 1 5 

R-HEMBB 1 00 1 6 0 3//EST s // 1 . 2 
e- 1 0 1 : 48 2 : 9 9//Hs. 1 2 4 0 3 : AI 
0 9 0 18 4 

R-HEMBB 1 00 1 6 1 8//EST s//5. 8 
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e-3 5 : 4 3 7 : 7 0//Hs. 1 3 6 8 6 8 : A A 
8 0 5 0 4 4 

R-HEMBB 1 0 0 1 6 1 9//EST//1. 7e 
- 3 8 : 4 7 6 : 7 0//H s. 1 3 9 0 9 3 : AA 1 
6 6 8 8 8 

R-HEMBB100163 0//Homo s a p i 
ens mRNA, c I o n e : R E S 4 - 1 6// 
5. 7e-4 1 : 1 9 3 : 9 0//Hs. 12 149 
3 : D 2 5 2 7 2 

R-HEMBB 1 00 1 6 3 5//EST s//9. 5 10 
e-3 4 : 3 04 : 8 2//Hs. 140444 :AI 
0 0 2 0 8 2 

R-HEMBB 1 00 1 6 3 7//EST s//l. 0 
e-4 2 : 4 4 3 : 74//Hs. 2 1 9 7 8 :AA0 
0 9 6 3 3 

R-HEMBB 1 00 1 64 1//EST//2. 4e 
-0 6:6 7:8 6 //H s. 1 6 2 3 9 8 :AA57 
2 8 13 

. R-HEMBB 1 0 0 1 6 5 3//EST s//4. 8 
e -8 0 : 3 8 1 : 9 9//H s . 1 4 0 5 0 2 : A A 20 
8 0 6 4 3 8 

R-HEMBB 1 0 0 1 6 6 5//EST s//2. 3 
e-4 4 : 3 7 2 : 7 9//Hs. 1 3 2 8 1 8 :AI 
0 3 8 5 7 7 

R-HEMBB 1 0 0 1 6 6 8//EST s//0. 7 
3:212:6 2//H s. 8 9 2 8 :N3 2 5 7 2 
R-HEMBB1001673//Homo sapiens mRNA for KIAA0646 pro 
tein, complete cds//5.9e-117: 573: 97//Hs. 24439: AB01 
4546 

R-HEMBB1001684//ESTs, Moderately similar to Tbcl 30 
[M. muscul us] //5. 4e- 106: 523: 97//Hs. 26939: AA804534 
R-HEMBB1001685//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H. sapiens] //1.9e 
-43: 292: 86//Hs. 96337: AA225358 
R-HEMBB1001695//ESTs//3. 7e- 101: 539: 94//Hs. 78289: R6 
0867 

R-HEMBB1001704//EST//0. 96: 248: 57//Hs. 163025: AA7030 
38 

R-HEMBB1001706//ESTs//l. 3e-39: 308: 81//Hs. 141318: N7 
1080 40 
R-HEMBB1001707//ESTs, Moderately similar to hypoth 
etical protein 2 [H.sapiens]//4.9e-32:277:73//Hs.l 
42764: AA205569 

R-HEMBB1001717//ESTs//l. 6e-34: 225: 87//Hs. 57883: AA2 
18645 

R-HEMBB1001735//ESTS, Highly similar to UNE-1 RE 
VERSE TRANSCRIPTASE H0M0L0G [Homo sapiens]//8.6e-l 
1: 158: 71//Hs. 141263: H64113 

R-HEMBB1001736//ESTs//0. 0035: 223: 60//fls. 21354: AA20 
3403 50 
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R-HEMBB1001747//EST//9. 9e-55: 293: 81//Hs. 112866: AA6 
20488 

R-HEMBB1001749//ESTs//2. 5e-13: 95: 91//Hs. 139888: N25 
287 

R-HEMBB1001753//ESTs//2. 6e-07: 141: 70//Hs. 144604: AI 
052059 

R-HEMBB1001756//EST//2. 6e-06: 165: 64//Hs. 121195: AA7 
57211 

R-HEMBB1001760//L0W-DENSITY UPOPROTEIN RECEPTOR P 
RECURS0R//1. 3e-24: 264: 74//Hs. 70008: L00352 
R-HEMBB1001762//ESTs//2. le-81: 447: 93//Hs. 152766: AA 
211369 

R-HEMBB1001785//ESTs//0. 040: 390: 58//Hs. 116651: AA99 
3406 

R-HEMBB1001797//ESTs//2. le-90: 428: 99//Hs. 8958: AA16 
9253 

R-HEMBB1001802//Desmin//9. 9e-95: 497: 93//Hs. 119104: 
M63391 

R-HEMBB1001812//ESTs//l. 2e-12: 91: 78//Hs. 138852: AA2 
84247 

R-HEMBB1001816//Human Line-1 repeat mRNA with 2 op 
en reading frames//5.9e-13: 143: 76//Hs. 23094: M19503 
R-HEMBB1001831//Homo sapiens PAM C00H- terminal int 
eractor protein 1 (PCI PI) mRNA, complete cds//5.5e 
- 106: 498: 98//Hs. 159396: AF056209 
R-HEMBB1001836//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0488//9.6e-39:288:73//Hs.676 
19:AB007957 
R-HEMBB1001839 

R-HEMBB1001850//EST//0. 020: 119: 68//Hs. 32767: H38125 
R-HEMBB1001863//ESTs//4. 5e-17: 226: 72//Hs. 157253: AI 
357539 

R-HEMBB1001867//ESTs//2. 3e-16: 254: 68//Hs. 123664: AA 
806106 

R-HEMBB1001868//EST//9.8e-30: 155: 100//Hs. 160572: AA 
888397 

R-HEMBB1001869//ESTs//2. 8e-42: 376: 78//Hs. 141973: N2 
1434 

R-HEMBB1001872//EST//0. 85: 156: 64//Hs. 119501: AA4879 
80 

R-HEMBB1001874//EST//0. 64: 107: 70//Hs. 147482: AI 2155 
72 

R-HEMBB1001875//EST//0.079: 199:59//fls. 121810: AA775 
240 

R-HEMBB1001880//Thromboxane A2 receptor//9. Oe-47: 2 
97: 88//Hs. 89887: D38081R-HEMBB1001899//ESTs//6. 3e-6 
8:323: 100//Hs. 121538: AA609310 
R-HEMBB1001905//ESTs//4. 4e- 19: 227: 73//Hs. 146173: AA 
906191 

R-HEMBB1001906//ESTs//l. 6e-90: 463: 95//Hs. 28266: H46 
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R- HEMBB 1001 908//Homo sapiens EVI5 homolog mRNA, co 
mplete cds//3. 7e-27: 557: 64//Hs. 26929: AF008915 
R-HEHBB1001910//EST//6. Oe-37: 308: 78//Hs. 162197: AA5 
35216 

R-HEMBB1001911//Homo sapiens tapasin (NGS-17) mRN 
A, compl ete cds//8. Oe-58: 367: 79//Hs. 5247: AF029750 
R-HEHBB1001915//ESTs//3. le-73: 395:93//Hs. 17054: All 
39897 

R-HEMBB1001921//Human mRNA for KIAA0392 gene, part 10 
i al cds//2. 7e-50: 323: 88//Hs. 40100: AB002390 
R-HEMBB1001922//B. sapiens mRNA for novel member of 
serine-arginlne domain protein, SRrpl29//7.4e-38: 
531: 70//Hs. 153086: Y11251 

R-HEHBB1001925//Human mRNA for RIAA0327 protein, c 
ompl ete cds//9. 5e- 19: 199: 77//Hs. 149323: AB002325 
R-HEHBB1001930//EST//1. 9e-18: 136: 78//Hs. 132635: AI0 
32875 

R-HEMBB1001944//EST//0. 034: 228: 57//Hs. 93664: N23366 
R-HEMBB1001945//ESTs//l . 8e-83: 439: 95//Hs. 7341 : N578 20 
75 

R-HEMBB1001947//ESTs//5. 6e- 109: 533: 97//Hs. 48855: AA 
134589 

R-HEMBB1001950//ESTs//l. 5e-107: 583: 93//Hs. 8033: N94 
998 

R-HEMBB1001952//ESTs//3. le-40:283:85//Hs. 146811 :AA 
410788 

R-HEHBB1001953//Human mRNA for KIAA0080 gene, part 
i al cds//6. 2e-50: 284: 83//Hs. 74554: D38522 
R-HEMBB1001957//EST//4. 8e-50: 382: 81//Hs. 149580: AI2 30 
81881 

R-HEHBB1001962//ESTs//l. 5e-20: 143: 88//Hs. 11924: W26 
972 

R-HEMBB1001967//flomo sapiens mRNA for KIAA0575 pro 
tein, complete cds//2. 3e-61: 296: 88//Hs. 153468: AB01 
1147 

R-HEMBB1001973//ESTs//l . 4e-48: 303: 88//Hs. 132722: AA 
618531 

R-HEMBB1001983//ESTs//2. 6e-72: 374: 95//fls. 141022: HO 
6475 40 
R-HEMBB1001988//ESTs//2. Oe-31: 204: 88//fls. 142531: N9 
1572 

R-HEHBB1001990//ESTs//9. 4e-115: 574: 96//Hs. 44426: AA 
173223 

R-HEMBB10O1996 

R-HEMBB1001997//ESTs//7. 6e-78: 380: 98//fls. 32682: H37 
798 

R-H£HBB1002002//Buman kpni repeat mrna (cdna clone 
pcd-kpni-8), 3' end//3. Oe- 18: 222: 71//Hs. 103948: K0 
0627 50 
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R-HEHBB1002005//EST//2. 2e-41: 339: 80//Hs. 160833: Al 3 
45334 

R-HEMBB1002009//EST//2. 9e-44: 245: 94//Hs. 28788: R668 
96 

R-HEMBB1002015//EST//0.0027: 198: 63//Hs. 160868: Al 35 
9052 

R-HEHBB1002042//ESTs//l. le-75: 529: 84//Hs. 106919: AA 
523900 

R-HEMBB1002043//ESTs//7. 9e-40: 292: 83//Hs. 70279: AA7 
57426 

R-HEMBB1002044//ESTs//2. le-92: 460: 94//Hs. 115897: AA 
156638 

R-HEHBB1002045//Homo sapiens PYRIN (MEFV) mRNA, co 
mpl ete cds//5. 6e-75: 301 : 85//Hs. 1 13283: AF018080 
R-HEHBB1002049//ESTs//3. 8e-77: 409: 94//Hs. 122624: R8 
2638 

R-HEMBB1002050//ESTs//8. 7e-45: 330: 82//Hs. 44702: Al 1 
48840 

R-HEMBB1002068//ESTs//8. 3e-70: 333: 99//Hs. 134807: Al 
090671 

R-HEMBB1002069//flomo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//1.5e-75:486:81//H 
s. 129735: AF010144 

R-HEHBB1002092//ESTs//6. 5e-46: 331: 83//Hs. 22910: W18 
193 

R-HEMBB1002094//EST//3. 6e-45: 280: 88//Hs. 149580: Al 2 
81881 

R-HEMBB1002115 

R-HEMBB1002139//ESTs//4. 2e-45: 318: 85//Hs. 107657: AA 
126814 

R-HEMBB1002142//Homo sapiens haemopoietic progenit 
or homeobox HPX42B (HPX42B) mRNA, complete cds//l. 
4e-45: 281: 88//Hs. 125231: AF068006 
R-HEMBB1002152//EST//4. 3e-39: 250: 89//Hs. 156552: AA8 
33553 

R-HEMBB1002189//H. sapiens mRNA for translin associ 
ated protein X//1.4e-47: 328: 85//Hs. 96247: X95073 
R-HEMBB1002190//ESTs//8. 3e-05: 122: 70//Hs. 41974: AF0 
39185 

R-HEHBB1002193//Human sky mRNA for Sky. complete c 
ds//8. 9e-24: 398: 69//Hs. 301: U18934 
R-HEMBB1002217//EST//6. 6e-50: 303: 89//Hs. 149580: Al 2 
81881 

R-HEHBB1002218//ESTs//2. 3e-19: 150:86//Hs. 136031: W9 
5841 

R-HEMBB1002232//ESTs//8. 9e-47: 445: 77//Hs. 163971: N2 
7584 

R-HEMBB1002247//EST//6. 6e-09: 236: 65//Hs. 130578: AI0 
04631 

R-HEMBB1002249//ESTs//5. 2e-16: 325: 64//Hs. 156253: Al 
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334807 

R-BEMBB1002254//Human Une-1 repeat mRNA with 2 op 
en reading frames//3. 8e-99: 590: 88//Hs. 23094: M19503 
R-HEMBB1002255//Human mRNA for KIAA0365 gene, part 
i al cds//5. 6e-45: 342: 83//Hs. 84123: AB002363 
R-HEMBB1002266//ESTS//4. 4e-98: 472: 98//Hs. 65366: AI 1 
89112 

R-HEMBB1002280//EST//2. 9e-41: 247: 90//Hs. 161917: AA4 
83223 

R-HEMBB1002300//ESTs//8. 4e- 19: 229: 75//Hs. 138463: N7 10 
2305 

R-HEMBB1002306//Eomo sapiens KIAA0432 mRNA, cample 
te cds//0.0021: 138:67//Hs. 155174: AB007892 
R-BEMBB1002327//EST//0. 042: 249: 61//Hs. 121097: AA714 
637 

R-HEMBB1002329//ESTs//l. 7e-94: 453: 99//Hs. 7114: R243 
12 

R-HEMBB1002340//ESTs//5. 8e- 15: 163: 77//Hs. 26378: H10 
228 

R-HEMBB1002342//Homo sapiens mRNA for putative thi 20 
oredoxi n-1 ike protei n//0. 85: 46: 84//Hs. 42644: AJ0108 
41 

R-HEMBB1002358//ESTs//2. 0e-52: 319: 81//Bs. 140255: AA 
708322 

R-HEMBB1002359//ESTs//2. 7e- 106: 517: 97//Hs. 13634: AI 
051613 

R-HEMBB1002364//Human mRNA for KIAA0080 gene, part 
ial cds//5. 3e-37: 360: 65//Hs. 74554: D38522 
R-HEMBB1002371//Catalase//3. 3e-22: 235: 77//Hs. 7635 
9:X04085 30 
R-HEMBB1002381//Homo sapiens (JH8) mRNA, partial c 
ds//l. 0e-08: 120: 78//Hs. 142296: AF072467 
R-HEMBB1002383//ESTs//3. 5e-108: 520: 98//Hs. 45140: D8 
0055 

R-HEMBB1002387 

R-HEMBB1002415//ESTS, Weakly similar to !!!! ALU S 

UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//2.3e-2 

3: 168: 77//Hs. 133526: N21 103 

R-HEMBB1002425//Human mRNA for tryptophan hydroxyl 

ase (EC 1. 14. 16. 4)//3. 2e-57: 304: 90//Hs. 144563: AF05 40 

7280 

R-HEMBB1002442//ESTs//2. 7e-48: 289:87//Hs. 155243: N7 
0293 

R-HEMBB1002453//Human mRNA for RIAA0355 gene, comp 
lete cds//6. 2e-45: 292: 87//Hs. 153014: AB002353 
R-HEMBB1002457//Human mRNA for RIAA0118 gene, part 
i al cds//2. 7e-46: 546: 71//Hs. 154326: D42087 
R-HEMBB1002458//EST//1.8e-72:343: 100//Bs. 162006: AA 
508089 

R-HEMBB1002477//ESTs//l. 6e-38: 215: 93//Hs. 18240: AA4 50 
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60083 

R-BEMBB1002489//ESTs//l. 2e-101: 534: 94//Hs. 7981: HI 5 
176 

R-HEMBB1002492//ESTs//5. 0e-14: 350: 62//Hs. 99205: AA2 
04969 

R-HEMBB1002495//ESTs//2. le-19: 147:86//Hs. 163747: AA 
174017 

R-HEMBB1002502//ESTs, Weakly similar to p40 [B.sap 
iens]//L2e-68:336:98//Bs. 141515: T41142 
R-HEMBB1002509//ESTs//2. 7e-97: 459: 99//Hs. 127638: AI 
014615 

R-HEMBB1002510//ESTs, Weakly similar to located at 
0ATL1 [H. sapi ens] //2. 2e-48: 265: 95//Hs. 48827: AA873 
278 

R-HEHBB1002520//EST//7. 2e-40: 198: 84//Hs. 140493: AA8 
04538 

R-BEMBB1002522//Human putative transmembrane recep 
tor IL-lRrp mRNA, complete cds//0.50:142:69//Hs.l5 
9301:U43672 

R-HEMBB1002531//EST//0. 024: 147: 61//Hs. 148305: AA909 
605 

R-HEMBB1002534//EST//3. le-22: 168: 84//Hs. 146794: AI 1 
49478 

R-HEMBB1002545//ESTs//9. 2e-90: 421: 99//Hs. 118317: AI 
033259 

R-HEMBB1002550//ESTs, Weakly similar to similar to 
S. cerevisiae LAG1 [C. el egans]//5. le-22: 210: 81//H 
s.H896:T68813 

R-HEBBB1002556//ISLET AMYLOID POLYPEPTIDE PRECURS0 
R//1. 9e-45: 344: 82//Hs. 51048: X68830 
R-HEHBB1002579//ESTs//4. 6e-47: 326: 85//Hs. 155184: AA 
573189 

R-HEHBB1002582//ESTs//0. 00036: 91: 76//Hs. 140039: AA0 
47045 

R-HEMBB1002590//ESTs//l. Oe-37: 210: 84//Hs. 36658: N91 
138 

R-HEHBB1002596//Human mRNA for KIAA0118 gene, part 
ial cds//2. 2e-46: 297: 87//Hs. 154326: D42087 
R-HEHBB1002600//EST//2. 5e- 17: 147: 84//Hs. 121918: AA7 
77424 

R-HEMBB1002601//ESTs//7. 8e-68: 358: 95//Hs. 101489: R6 
6923 

R-HEMBB1002603//EST//1. le-47: 281: 90//Hs. 149580: AI 2 
81881 

R-HEMBB1002607//ESTs//5. 4e-75: 379: 97//Hs. 29438: H42 
896 

R-HEMBB1002610//ESTS, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [B. sapi ens] //6.2e-0 
7: 140: 70//Bs. 155456: AA707265 
R-HEMBB1002613//Homo sapiens mRNA, chromosome 1 sp 
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ecific transcript KI AA0508//8. 5e-47: 278: 83//Hs. 159 
187: AB007977 

R-HEMBB1002614//ESTs//3. 4e-81: 383:99//Hs. 13012: AI0 
94150 

R-HEMBB1002617//Homo sapiens protease- activated re 
ceptor 4 mRNA, complete cds//7.4e-19: 151:80//Hs. 13 
7574:AF055917 

R-HEMBB1002623//ESTs//l. 6e-45: 288: 87//Hs. 138852: AA 
284247 

R-HEMBB1002635//Small inducible cytokine A5 (RANTE 10 
S)//5. 5e-39: 278: 81//fls. 155464: AF088219 
R-HEMBB1002664//EST//8. 9e-49: 315: 87//Hs. 149580: AI2 
81881 

R-HEHBB1002677//ESTs//0. 65: 159: 62//Hs. 163517: AI419 
775 

R-HEMBB1002683//L sapiens mRNA for delta 4-3-oxost 
eroid 5 beta-reductase//8.6e-54: 543: 75//Hs. 2638: Z2 
8339 

R-HEMBB1002684//ESTs//3. Oe- 18: 148: 87//Hs. 158270: AA 
776646 20 
R-HEMBB1002686//ESTs//6. le-80: 419: 96//Hs. 103002: W0 
2753 

R-HEMBB1002692//ESTs//3. 3e-58: 451: 82//fls. 141254: AI 
334099 

R-HEMBB1002697//ESTs//6. 2e-86: 423: 98//Hs. 129812: AA 
769487 

R-HEMBB1002699//EST//5. 6e-46: 322: 84//Hs. 140231: AI0 
54398 

R-HEMBB1002702//ESTs//5. 6e-36: 412: 72//Hs. 154993: AA 
142842 30 
R-HEMBB1002705//P0LYP0SIS LOCUS PROTEIN l//0.024:4 
12: 58//HS. 74648: M73547R-HEMBB1002712//ESTs//9. Oe-9 
6:451:99//Hs.l36806:AA805682 
R-MAMMA1000009//ESTs//3. Oe-78: 392: 96//Hs. 163947: AA 
678701 

R-HAHMA1000019//Small inducible cytokine A5 (RANTE 
S)//l. 5e-47: 247: 87//Hs. 155464: AF088219 
R-MAMHA1000020//Zinc finger protein 2 (Al-5)//4.9e 
-49: 384: 80//Hs. 155533: X60152 

R-MAMMA1000025//Homo sapiens KIAA0441 mRNA, coaple 40 
te cds//4. 7e-ll: 154: 71//Hs. 32511: AB007901 
R-MAMMA1000043//Homo sapiens mRNA for RIAA0761 pro 
tein. partial cds//2. Oe- 58: 277: 84//Hs. 93121 :AB0183 
04 

R-MAMMA1000045//ESTs//l. Oe-38: 225: 92//Hs. 142567: AA 
287165 

R-MAMMA1000055//EST//0. 14:91:67//Hs. 144061: AA99635 
0 

R-MAMMA1000057//Fucosyl transferase 1 (galactoside 
2-alpha-L-fucosyl transferase, Bombay phenotype inc 50 
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luded)//3. 8e-77: 545: 83//Hs. 69747: M35531 
R-MAMMA1000069//ESTs//8. Oe-108: 546: 96//Hs. 44856: N3 
7065 

R-MAHMA1000084//Homo sapiens clone 23632 mRNA sequ 
ence//7. 3e-43: 313: 83//Hs, 46918: AF052099 
R-MAMMA1000085//ESTs, Highly similar to PUTATIVE 
CYSTEINYL-TRNA SYNTHETASE C29E6.06C [Schizosacchar 
omyces pombe] 111, 7e- 104: 546: 94//Hs. 7779: AA045241 
R-MAMMA1000092//EST, Moderately similar to !!!! AL 
U SUBFAMILY J WARNINGENTRY !!!! [H. sapiens] //4. 2e- 
22: 287: 71//Hs. 136063: U51713 
R-MAMMA1000103//L0W-DENSITY LIPOPROTEIN RECEPTOR P 
RECURS0R//8. 4e-49: 334: 86//Hs. 70008: L00352 
R-MAMMA1000117//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY ! ! ! ! [H. sapiens] //3. le-0 
8:96:80//Hs. 115088: AA230172 
R-MAMMA1000129//EST//2. 8e-64: 310: 99//Hs. 136394: AA5 
23577 

R-MAMMA1000133 

R-MAMMA1000134//ESTs//l . le-21 : 152: 87//Hs. 163747: AA 
174017 

R-MAHMA1000139//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0501//6.3e-40:288:78//Hs.l59 
897:AB007970 

R-MAMMA1000143//EST//5. Oe-52: 314: 89//Hs. 149580: AI 2 
81881 

R-MAMMA1000155//Homo sapiens apoptotic protease ac 
tivating factor 1 (Apaf-1) mRNA, complete cds//1.5 
e-59: 562: 75//Hs. 77579: AF013263 
R-MAMMA1000163//ESTs//2. 8e-92: 457: 96//Hs. 1 14413: AA 
884787 

R-MAMMA1000171//Homo sapiens mRNA for putative lip 
oic acid synthetase, partial//2.5e-39:173:83//Hs.5 
3531: AJ224162 

R-MAMMA1000173//ESTs, Highly similar to SRC SUBST 
RATE P80/85 PROTEINS [Gall us gallus]//2.4e-07:63:9 
0//Hs. 90367: AI 357069 

R-MAMMA1000175//EST//0. 66: 217: 58//Hs. 146444: AI 1276 
11 

R-MAMMA1000183//ESTS//6. 7e-30: 341: 73//Hs. 125254: AA 
872054 

R-MAMHA1000198//EST//2. 8e-45: 185: 88//Hs. 149580: AI 2 
81881 

R-MAMMA1000221//ESTS, Weakly similar to circadian 
clock protein [M.musculus]//1.4e-41:272:90//Hs.683 
98:AA421103 

R-MAMMA1000227//EST//2. 4e-39: 388: 76//Hs. 144175: H70 
425 

R-MAMMA1000241//EST//0. 0027: 263: 61//Hs. 37532: H5794 
6 
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R-MAMMA1000251//Homo sapiens mRNA for RIAA0772 pro 
tein, complete cds//5. 3e-47: 322: 86//Hs. 15519: AB018 
315 

R-MAMMA1000254//HoiDO sapiens tumor necrosis factor 
superfamily member LIGHT mRNA, complete cds//2.2e 
-43: 315: 83//Hs. 129708: AF064090 
R-MAMHA1000257//EST//1. 6e-62: 330: 93//Hs. 141728: W73 
041 

R-MAMHA1000264//Von Hippel-Lindau syndrome//2. 3e-3 
1: 141: 81//Hs. 78160: AF010238 10 
R-HAMHA1000266//ESTs//3. 4e-34: 150:81//Hs. 163980: AA 
715814 

R-MAMMA1000270//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0508//2. 7e-57: 304:78//fls. 159 
187:AB007977 

R-MAMMA1000277//TM opuri ne S-methyl transf erase//3. 
7e-27: 380: 71//Hs. 51124: AF019369 
R-MAMMA1000278//ESTs//5. 2e-99: 504: 95//Hs. 8494: W726 
94 

R-MAMHA1000279//Homo sapiens mRNA, chromosome 1 sp 20 
ecific transcript KIAA0487//3. le-58: 295: 83//Hs. 923 
81:AB007956 

R-MAMMA1000284//EST//4. le-10: 151: 73//Hs. 60742: AA01 
7066 

R-HAHHA1000287 

R-MAMHA1000302//Homo sapiens KIAA0432 mRNA, comple 
te cds//l . 0: 50: 84//Hs. 155174: AB007892 
R-MAMMA1000307//Human mRNA for KIAA0033 gene, part 
i al cds//l . 8e-48: 468: 76//Hs. 22271 : D26067 
R-HAHMA1000309//ESTs//1.7e-94:491:94//Hs. 135106: AI 30 
335251 

R-MAMMA1000312//ESTs//8. 9e-74: 377: 96//Hs. 133163: AI 
051434 

R-MAMMA1000313//EST//8. 3e-19: 294: 62//Hs. 127400: AA9 
54491 

R-MAMMA1000331//ESTs, Moderately similar to envelo 
pe protein [H. sapiens]//8.6e-54: 278: 97//Hs. 139170: 
AA662998 

R-MAMMA1000339//EST//6. 8e-44: 169: 89//Hs. 149580: AI 2 
81881 40 
R-MAMMA1000340//Homo sapiens mRNA for KIAA0625 pro 
tein, partial cds//0. 82: 204: 61//Hs. 154919: AB014525 
R-HAHMA1000348//ESTs//3. 3e-34: 320: 75//Hs. 139158: AA 
226159 

R-MAMMA1000356//ESTs, Highly similar to URIDYLATE 
RI NASE [Saccharomycescerevi si ae] //0. 42: 172: 61//H 
s.H463:AA535912 

R-MAMMA1000360//Human mRNA for KIAA0118 gene, part 
ial cds//3. 8e-43: 212: 82//Hs. 154326: D42087 
R-MAMHA1000361//ESTs//3. le- 17: 188: 68//Hs. 164036: AA 50 
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845659 

R-MAMMA1000372//ESTs//l . Oe-46: 307: 85//fls. 145032: AA 
343523 

R-MAMMA1000385//ESTs//8. 2e-97: 467: 98//Hs. 152282: AA 
412065 

R-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquit 
ous Kruppel like factor, complete cds//8.6e-14: 10 
6: 92//Hs. 32170: AB015132 

R-MAMMA1000395//ESTs//l. 9e-57: 292: 96//Hs. 11365: AI3 
01060 

R-MAMMA1000402//ESTs, Moderately similar to RETRO 
VIRUS-RELATED POL P0LYPR0TEIN [Mus musculus]//9. le 
-47: 316: 81//Hs. 138698: N38973 
R-MAMMA1000410//Archain//1. 8e-40: 443: 74//Hs. 33642: 
X81198 

R-MAHMA1000413//Homo sapiens mRNA for KIAA0792 pro 
tein, complete cds//l. 3e-27: 304: 72//Hs. 119387: AB00 
7958 

R-MAMMA1000414//ESTs//2.9e-27: 181:87//Hs. 141254: AI 
334099 

R-HAHMA1000416//Human macrophage-derived chemokine 
precursor (MDC) mRNA, complete cds//1.5e-58: 282:82 
//Hs. 97203: U83171 

R-MAmi000421//Thromboxane A2 receptor//4.9e-48:3 
72: 80//Hs. 89887:038081 

R-MAMMA1000422//ESTS//0. 077: 240: 62//Hs. 123136: AA63 
1067 

R-HAHMA1000423//Human mRNA for RIAA0392 gene, part 
ial cds//l. 3e-48: 375: 81//Hs. 40100: AB002390 
R-HAHMA1000424//Human melanoma antigen recognized 
byT-cells (MART-1) mRNA//L 4e-44: 418: 75//Hs. 15406 
9: U06452 

R-MAMMA1000429//ESTs//3. 9e-113: 565: 96//Hs. 5076: N53 
461 

R-HAMMA1000431//Human macrophage-derived chemokine 
precursor (MDC) mRNA, complete cds//8. 6e-68: 302: 85 
//Hs. 97203:1183171 

R-MAMMA1000444//Calcium modulating ligand//5. 5e-4 
4:344:81//Hs. 13572: AF068179 

R-HAHHA1000446//ESTS//1. 0: 236: 60//Hs. 126958: AI 1474 
47 

R-HAMHA1000458 

R-MAMMA1000468//ESTs//4. 4e-51: 271: 96//Hs. 6839: AA05 
5176 

R-MA10IA1000472//ESTs//5.4e-39: 146:86//Hs. 141581 :AA 
315361 

R-MAHHA1000478//ESTs//2. 3e-74: 365: 98//Hs. 140591: AA 
828959 

R-MAMMA1000483//ESTs//9. 9e-23: 235: 75//Hs. 163592: AA 
280886 
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R-MAMMA1000490//EST//2. le-80: 500: 87//Hs. 142137: AA2 
13759 

R-MAMMA1000500//Small inducible cytokine A5 (RANTE 
S)//4. 7e-43: 283: 86//fls. 155464: AF088219 
R-MAMHA1000501//ESTs//4. 2e-37: 250: 86//Hs. 141323: N8 
0390 

R-MAMMA1000516//Human mRNA for KIAA0392 gene, part 
ial cds//5. le-46: 459: 75//Hs. 40100: AB002390 
R-MAMMA1000522//ESTs//9. 5e-16: 226: 70//Hs. 116673: AA 
669267 10 
R-HAMHA1000559//ESTs//5. 2e-34: 244: 84//Hs. 150727: AI 
292236 

R-MAMMA1000565//EST//2. 7e-38: 386: 76//Rs. 162404: AA5 
73131 

R-MAMMA1000567//EST//0. 33: 49: 79//Hs. 147754: AI 22056 
1 

R-MAMMA1000576//ESTs//4. 9e-57: 348: 89//Hs. 108921: N3 
1211 

R-MAMMA1000583//Homo sapiens RIAA0412 mRNA, partia 
1 cds//l . 3e-52: 373: 77//Hs. 6200: AB007872 20 
R-MAMMA1000585//ESTs//5. le-40: 337: 78//Hs. 130815: AA 
936548 

R-MAMMA1000594//SmalI inducible cytokine A5 (RANTE 
S)//3. Oe-45: 225: 80//Hs. 155464: AF088219 
R-MAMMA1000597//ESTs//2. Oe-98: 461: 99//Hs. 43212: AA9 
93042 

R-MAMMA1000605//CD4 receptor {exons 1 and 2} [huma 
n, T-lymphocyte, mRNA, 3429 nt]//l. 5e- 50: 500: 73//H 
s.l 16007: S79267 

R-MAMMA1000612//ESTs, Highly similar to HYP0THETI 30 
CAL TRP-ASP REPEATS CONTAINING PROTEIN IN SIS1-MRP 
L2 INTERGENIC REGION [Saccharomyces cerevisiae]// 
8. 6e-108: 559: 94//Hs. 29203: AI 344105 
R-MAMHA1000616//EST//0. 071: 169: 60//Hs. 144096: AI 032 
180 

R-MAMMA1000621//ESTs//l. Oe-90: 477: 94//Hs. 26073: R96 
361 

R-HAHMA1000623 

R-MAMMA1000625//ESTs//3. 4e-98: 556: 91//Hs. 119482: AI 
361002 40 
R-MAMMA1000643//EST//4. 9e-74: 379: 96//Hs. 137447: AA3 
42203 

R-MAMMA1000664//Homo sapiens mRNA for putative lip 
oi c aci d synthetase, parti al //3. 2e-43: 400: 76//fls. 5 
3531:AJ224162 

R-MAMHA1000669//EST//6. 9e-53: 368: 84//Hs. 149580: AI 2 
81881 

R-MAMMA1000670//ESTs, Highly similar to HYP0THETI 
CAL PROTEIN IN T0NB 3' REGION [Klebsiella pneumonia 
e] //8. 4e-98: 464: 98//fls. 31431: AI 022065 50 
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R-MAMMA1000672//ESTs//2. 0e-80: 382: 99//Hs. 106747: AI 
080476 

R-MAHHA1000684//ESTs//6. 2e-72: 357: 98//Hs. 67896: AA8 
65212 

R-MAMMA1000696//Human mRNA for RIAA0345 gene, comp 
lete cds//3. 3e-52: 216: 75//Hs. 98938: AB002343 
R-MA1DIA1000707//EST//7. 0e-ll: 195: 68//Hs. 147002: AI 1 
84644 

R-MAMMA1000713//Homo sapiens DEC- 205 mRNA, complet 
e cds//L 5e-45:485: 74//Hs. 153563: AF011333 
R-MAMMA1000714//ESTs, Moderately similar to hypoth 
etical protein 2 [H.sapiens]//1.2e-29:158:79//Hs.l 
42764 :AA205569 

R-MAMMA1000718//ESTs//3. le-45: 264: 88//Hs. 152413: AA 
780515 

R-MAMMA1000720//ESTs//7. 4e-44: 244: 87//Hs. 111742: R3 
9329 

R-MAMMA1000723//Homo sapiens mRNA for alpha(1.2)fu 
cosyl transferase, complete cds//5.6e-52:350:82//H 
s. 46328:087942 

R-MAMMA1000731//ESTs//l. le-19: 420: 66//Hs. 35036: H95 
267 

R-MAHMA1000732//EST//2. 9e-20: 229: 74//Hs. 135400: AI0 
56893 

R-MAMHA1000733//ESTs, Weakly similar to HYPOTHETIC 
AL 92.1 KD PROTEIN ZK1098.3 IN CHROMOSOME III [Cae 
norhabditis elegans]//1.2e-35:371:74//Hs. 141429: AA 
631915 

R-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA. c 
omplete cds//2. le-58: 253: 98//Hs. 31575: AF100141 
R-MAMMA1000738//ESTs, Weakly similar to similar to 
Achlya ambisexual is anther! diol steroid receptor 
[C. el egans] //2. 3e- 116: 557: 98//Hs. 71472: AA632288 
R-MAMMA1000744//ESTs//0. 015: 143: 67//Hs. 135382: AI 22 
4205 

R-MAMMA1000746//Human Une-1 repeat mRNA with 2 op 
en reading frames//2.3e-90: 568: 86//Hs. 23094: M19503 
R-MAMMA1000752//Interleukin 10//2. 8e-43: 339: 80//H 
s.2180:M57627 

R-MAMMA1000760//EST//5. Oe-44: 306: 86//Hs. 162404: AA5 
73131 

R-MAMMA1000761//EST//5.0e-41: 187:85//Hs. 162335: AA5 
64256 

R-MAMMA1000775//Human mRNA for RIAA0355 gene, comp 
lete cds//3. 0e-46: 465: 76//Hs. 153014: AB002353 
R-MAMMA1000776//ESTs//l. 9e-43: 429: 73//Hs. 141742: W2 
2204 

R-MAMMA1000778//ESTS//1 . 8e-31 : 445: 70//Bs. 1 1 1 723: H5 
7439 

R-MAMMA1000782//EST//0. 0019: 102: 68//Hs. 120686: AA74 



(2025) 

4047 

7150 

R-MAMMA1000798//ESTs//l. 4e- 13: 267: 69//Hs. 140156: AA 
704163 

R-MAMMA1000802//Clathrin, light polypeptide (Lcb)/ 
/l. 5e-45: 358: 76//Hs. 73919: X81637 
R-HAMMA1000831//ESTs//l. 3e-104: 510: 97//Hs. 17494: AA 
572675 

R-MAMMA1000839//EST//2. 9e-51: 307: 89//Hs. 149580: AI2 
81881 

R-MAMHA1000841//ESTs//l. 3e-34: 412: 72//Hs. 121256: AA 10 
757902 

R-MAMMA1000842//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//9.4e 
-44: 363: 79//Hs. 96337: AA225358 
R-MAMHA1000843//ESTs//2. 2e- 106: 525: 97//Hs. 152016: A 
A603097 

R-MAMMA1000845//ESTs//l. 6e-66: 327: 98//Hs. 156900: AA 
468955 

R-MAMMA1000851//ESTs//3. 7e-14: 115: 86//Hs. 140590: R7 
6251 20 
R-MAMMA1000855//Human mRNA for KIAA0392 gene, part 
ial cds//5. 7e-47: 281: 91//Hs. 40100: AB002390 
R-MAMMA1000856//EST//1.8e-16: 150: 79//Hs. 136811: AA7 
89212 

R-MAMMA1000862//EST//3.2e-05:93: 73//Hs. 161205: AI 41 
9311 

R-MAMMA1000863//ESTs//l. Oe-46: 446: 73//Hs. 153432: AA 
098922 

R-MAMMA1000865//Homo sapiens clone 23632 mRNA sequ 
ence//3. Oe-39: 324: 80//Hs. 46918: AF052099 30 
R-MAMMA1000867//ESTs//9.8e-16: 193: 76//Hs. 152340: AA 
521399 

R-MAMMA10Q0875//EST//3. le-24: 301: 72//Hs. 132635: AI0 
32875 

R-MAMMA1000876//ESTs//9. 9e-48: 246: 97//Hs. 1 12165: AA 
621243 

R-MAMMA1000877//ESTs//l. 4e-38: 324: 79//Hs. 141024: HO 
7128 

R-MAMMA1000880//Homo sapiens mRNA for RIAA0594 pro 
tein, partial cds//3. 2e-40: 542: 68//Hs. 154872: AB011 40 
166 

R-MAMMA1000883//ESTs//l. 0: 207: 60//Hs. 47199: N51107 
R-MAMMA1000897//ESTs//2. 6e-78: 383: 97//Hs. 41067: AI3 
10215 

R-MAMHA1000905//Human mRNA for KIAA0331 gene, comp 
lete cds//9. 7e-53: 307: 91//Hs. 146395: AB002329 
R-MAMMA1000906//ESTs//8. Oe-25: 206: 83//Hs. 141825: AA 
017093 

R-MAMMA1000908//ESTs//4. 4e-32: 176: 96//Hs. 38559: AA7 
01634 50 
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R-MAMMA1000914//ESTs//0. 032: 150: 63//Hs. 119162: AA39 
9989 

R-MAMMA1000921//Human 53R isofonn of Type II phosp 
hatidylinositol-4-phosphate 5- kinase (PIPK) mRNA, 
complete cds//7. 7e-38: 269: 74//Hs. 108966: 048696 
R-MAMMA1000931//ESTs//L 2e-80: 457: 91//Hs. 122319: AA 
782335 

R-MAMMA1000940//ESTs//3. 3e-43: 329: 82//Hs. 35254: AI 1 
33727 

R-MAMMA1000941//ESTs//7. 5e-55: 306: 84//Hs. 163936: AA 
632281 

R-MAMMA1000942//ESTs//2. 5e-83: 405: 98//fls. 1 16491 : AA 
650428 

R-MAMMA1000943//Cytochrome P450, subfamily I (arom 
atic compound-inducible), polypeptide 2//9.3e-79:5 
67: 80//Hs. 1361:M55053 

R-MAMMA1000956//EST//5. 7e-53: 256: 100//Hs. 162209: AA 
536178 

R-MAMMA1000957//Kangai 1 (suppression of tumorigen 
icity 6, prostate; CD82 antigen (R2 leukocyte anti 
gen, antigen detected by monoclonal and antibody I 
A4) ) 111. 5e-49: 340: 85//fls. 103458: X53795 
R-MAMMA1000962//Hamo sapiens mRNA for KIAA0575 pro 
tein, complete cds//2. Oe-48: 216: 85//Hs. 153468: AB01 
1147 

R-MAMMA1000968//EST//6. 2e-46: 302: 86//Hs. 149580: AI 2 
81881 

R-MAMMA1000975//ESTs//l. 4e-85: 428: 96//Hs. 141742: W2 
2204 

R-MAMMA1000979//Homo sapiens mRNA for KIAA0761 pro 
tein, partial cds//8. Oe-39: 338: 79//Hs. 93121: AB0183 
04 

R-MAMHA1000987//EST//2. 8e-41: 249: 90//fls. 149580: AI 2 
81881 

R-MAMMA1000998//Homo sapiens apoptotic protease ac 
tivating factor 1 (Apaf-1) mRNA, complete cds//3.9 
e-50: 445: 77//Hs. 77579: AF0 13263 
R-MAMMA1001003//Sialophorin (gpL115, leukosialin, 
CD43)//4. le-51: 282: 82//Hs. 80738: X52075 
R-MAMMA1001008//ESTs, Weakly similar to renin [H.s 
apiens] III. 9e-82: 405: 97//Hs. 25863: AA630313 
R-MAMMA1001021//Homo sapiens DEC- 205 mRNA, complet 
e cds//3.0e-44:309:86//Hs. 153563: AF01 1333 
R-MAMMA1001024//ESTs//6. 8e-35: 333: 78//Hs. 107657: AA 
126814 

R-MAMMA1001030//ESTs//l. 6e-110: 552:96//Hs. 59483: AA 
524536 

R-MAMMA1001035//ESTs//l. Oe-45: 273: 85//Hs. 138856: H4 
7461 

R-MAMMA1001038//Human mRNA for RIAA0392 gene, part 
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ial cds//3.0e-50: 298: 91//Hs. 40100: AB002390 
R-nnnnnnnnnnnn//ESTs//3. 6e-86: 445: 95//Hs. 122625: R6 
8650 

R-MAMHA1001050//EST//2. 2e-54: 387: 85//Hs. 149580: AI2 
81881 

R-MAMMA1001059//ESTs, Moderately similar to RNA he 
1 i case [M. muscul us] //l . 7e- 13: 273: 65//Hs. 98738: AI 01 
5487 

R-MAMMA1001067//ESTs//l. 3e-38: 324: 78//Hs. 20190: AA5 
25532 10 
R-MAHMA1001073//ESTs//5. 2e-106: 554: 94//Hs. 12336: W6 
3748 

R-MAMMA1001074//Human mRNA for KIAA0355 gene, comp 
lete cds//l. 2e-38: 544: 68//Hs. 153014: AB002353 
R-MAMMA1001075//ESTs//2. Oe-98: 463: 99//fls. 18341: N38 
944 

R-MAMMA1001078//Human Une-1 repeat mRNA with 2 op 
en readi ng frames//l . 7e-84: 556: 85//fls. 23094: M19503 
R-MAMMA1001082//ESTs//2,^4e-71: 356: 97//Hs. 152302: T9 
0222 20 
R-MAMHA1001091//ESTs//4. 7e-83: 429: 95//Hs. 154412: AA 
310926 

R-MAMMA1001092//Homo sapiens X-ray repair cross-co 
mplementing protein 2(XRCC2) mRNA, complete cds// 
6. 4e-34: 262: 82//Hs. 129727: AF035587 
R-MAMMA1001105//Human putative RNA binding protein 
RNPL mRNA, complete cds//4.2e-27: 232: 76//Hs.6184 
0: U28686 

R-HAMMA1001 1 10//ESTs//l . 6e- 17: 128:87//Hs. 161314: AI 
421576 30 
R-MAMMA1001126//CD4 receptor {exons 1 and 2} [huma 
n, T-lymphocyte, mRNA, 3429 nt]//8.8e-53:462:78//H 
s.l 16007: S79267 

R-HAMMA1001133//Homo sapiens tapasin (NGS-17) mRN 
A, complete cds//1.8e-59: 460: 81//Hs. 5247: AF029750 
R-MAMMA1001139//ESTs//l. 3e-62: 341: 94//Hs. 18819: R01 
029 

R-HAMMA1001143//ESTs//3. 0e-48: 383: 80//Hs. 152340: AA 
521399 

R-MAMMA1001145//Calcium modulating ligand//5. le-4 40 
8: 403: 79//Hs. 13572: AF068179 
R-MAMMA1001154//EST//6. 8e-35: 313: 75//Hs. 162404: AA5 
73131 

R-HAHHA1001161//Homo sapiens tapasin (NGS-17) mRN 
A, complete cds//l. le-58:409:84//Hs.5247:AF029750 
R-MAMMA1001162//ESTS, Highly similar to t-BOP [H.m 
usculus]//2. le-91:430:99//Hs. 129982: AI 420970 
R-MAMMA1001181//ESTS//5. Oe-112: 557: 96//Hs. 118181: W 
02251 

R-MAMMA1001186//ESTs//3.8e-85:410:99//Hs. 163811:W4 50 
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4959 

R-HAHMA1001 191//ESTs//0. 018: 57: 87//Hs. 141253: AA226 
519 

R-MAMMA1001198//ESTs, Weakly similar to involved i 
n signaling by the epidermal growth factor recepto 
r [M. muscul us] III. 6e-80: 358: 96//Hs. 163827: AA074202 
R-MAMMA1001202//ESTs//7. 0e-43: 230: 95//Hs. 79788: AA5 
27348 

R-MAMMA1001203//Clathrin, light polypeptide (Lcb)/ 
12. 8e-65: 348: 79/ IBs. 73919: X81637 
R-MAMMA1001206//EST//0. 098: 84: 121 IBs. 162941: AA6351 
48 

R-MAMMA1001215//ESTs//l. 3e-43: 156: 86//Hs. 155243: N7 
0293 

R-MAMMA1001220//ESTs//8. 9e- 17: 276: 68//Hs. 1 16518: AA 
653202 

R-HAMMA1001222//ESTS//0. 49: 112: 66//Hs. 24668: AA8973 
15 

R-MAMMA1001243//EST//0. 99: 143: 62//Hs. 68522: C20701 
R-HAHMA1001244//ESTs//2. 2e-06: 79: 83//Hs. 123163: AA8 
09619 

R-MA10IA1001249//ESTs//4. 2e-68: 343: 97//Hs. 147139: AI 
191307 

R-HAMMA1001256//ESTs, Moderately similar to hypoth 
etical protein 2 [H.sapiens]//4.7e-31:221:77//Hs.l 
42764: AA205569 

R-MAMHA1001259//ESTs//l. 3e-43: 266: 90//Bs. 6193: AA04 
5149 

R-MAMMA1001260//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds//2. 0e-21: 226: 75//Hs. 65238: AB014 
561 

R-MAMMA1001268//H. sapiens HCG II mRNA//2.4e-53: 18 
1:85//Hs. 146333: X81001 

R-MAMMA1001271//ESTs, Highly similar to PUTATIVE 
SERI NE/THREONI NE-PR0TEI N KINASE EMR [Mus musculus] 
Hi. le- 108: 546: 95//Hs. 18999: N30643 
R-MAMMA1001274//Homo sapiens mRNA for KIAA0572 pro 
tein, partial cds//4.4e-32: 188: 94//Hs. 14409: AB0111 
44 

R-MAMMA1001280//EST//0. 0015: 170: 62//Hs. 116770: AA63 
0371 

R-MAMMA1001292//ESTs//5. 6e-102: 481: 99//Hs. 94810: AA 
811876 

R-MAMHA1001296//Homo sapiens mRNA for RIAA0563 pro 
tein, complete cds//2.2e-27: 348: 70//Hs. 15731: AB011 
135 

R-MAMMA1001298//ESTs//l. 4e-44: 375: 79//Hs. 70279: AA7 
57426 

R-MAMMA1001305//Human G protein- coupled receptor 
(STRL22) mRNA, completecds//4.0e-43:300:85//Hs.464 
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R- MAMMA 1 00 1 32 2//Homo sapiens stress- activated prot 
ein kinase 4 mRNA, complete cds//8.8e-12:188:70//H 
s. 55771 :AF004709 

R-HAHMA1001324//ESTs//5. 3e-68: 297: 88//Hs. 121228: AA 
709471 

R-HAMMA1001330//ESTs//l . 6e-57: 429: 83//Hs. 70279: AA7 
57426 

R-MAMMA1001341//Homo sapiens 4F5S mRNA, complete c 
ds//4. 8e-27: 285: 75//Hs. 32567: AF073519 10 
R-MAMMA1001343//ESTs//8. le-51: 273: 93//Hs. 162208: AA 
536127 

R-MAMMA1001346//ESTs//l. 0: 122: 65//Hs. 33028: AA48247 
8 

R-HAMMA1001383//ESTs//L 4e-45: 377: 80//fls. 114671: N3 
9322 

R-HAMMA1001388//EST//7. 7e-47: 361 : 80//Hs. 162197: AA5 
35216 

R-MAMMA1001397//EST//8. 7e-48: 337: 83//Hs. 149580: AI 2 
81881 20 
R-MAMMA1001408//EST//1. 2e-38: 251: 87//Hs. 162677: AA6 
04831 

R-MAMMA1001411//ESTs//4. 3e-93: 435: 99//Hs. 105460: AA 
780275 

R-HAHMA1001419//Homo sapiens translation initiatio 
n factor 4e mRNA, complete cds//1.6e-19: 117:96//H 
s. 19122: AF038957 

R-MAMMA1001420//ESTs//7. 3e-96: 507: 95//Hs. 55299: AI 3 
35267 

R-MAMMA1001435//ESTs//5. Oe-97: 459: 99//Hs. 144843: AI 30 
222168 

R-MAMMA1001442//ESTs//7. le-28: 167: 83//Hs. 141019: AA 
287618 

R-MAMMA1001446//Homo sapiens KIAA0432 mRNA, comple 
te cds//6. 2e- 19: 328: 67//Hs. 155174: AB007892 
R-HAMMA1001452//EST//5. 6e-44: 487: 75//Hs. 161476: N57 
542 

R-MAMMA1001465 

R-MAMMA1001476//Homo sapiens yolk sac permease-lik 
e molecule 3 (YSPL3) mRNA, complete cds//0. 79: 182: 40 
66//Hs. 136529: AF058317 

R-MAMMA1001487//Homo sapiens RIAA0395 mRNA, partia 
1 cds//l. le-35: 328: 78//Hs. 43681: AL022394 
R-MAMMA1001501//ESTs//4. 6e-100: 472: 98//Hs. 123660: A 
A813065 

R-MAMMA1001502//Human mRNA for KIAA0080 gene, part 
ial cds//5. 6e-15: 220: 69//Hs. 74554: D38522 
R-MAMMA1001510 

R-MAHMA1001522//ESTs//3. 2e-16: 214: 75//Hs. 152816: AA 
634242 50 
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R-MA1DIA1001547//H. sapiens mRNA for urea transporte 
r//2. 3e-45: 282: 89//Hs. 66710: X96969 
R-MAMMA1001551//Human 53K isofonn of Type II phosp 
hatidylinositol-4-phosphate 5-klnase (PIPR) mRNA, 
compl ete cds//l . 9e-56: 489: 76//Hs. 108966: U48696 
R-MAMHA1001575//ESTs//4. 3e-92: 440: 98//Hs. 162882: AA 
807140 

R-MAMMA1001576//ESTs, Highly similar to TUBULIN G 
AMMA CHAIN [Homo sapiens]//1.9e-lll:549:96//Hs.216 
35:AI417305 

R-MAMMA1001590//ESTs//l. le-63: 324: 96//Hs. 142217: AA 
278441 

R-MAMMA1001600//ESTs//5. 6e-15: 159: 78//Hs. 138633: H9 
8792 

R-MAMMA1001604 

R-MAMMA1001606//ESTs, Weakly similar to finger pro 
tein koxl [H. sapiens] //1.9e-97: 488: 96//Hs. 143263: A 
1057616 

R-MAMMA1001620//Homo sapiens mRNA, clone: RES4- 16// 
5. 4e-43: 408: 76//Hs. 121493: D25272 
R-MAMMA1001627//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//2. Oe-49: 472: 76//Hs. 15519: AB018 
315 

R-MAMMA1001630//ESTs, Weakly similar to putative p 
150 [H. sapiens]//6. 8e-15: 168: 73//Hs. 115216: AA29107 
4 

R-MAMMA1001633//EST//5. le-14: 228: 68//Hs. 141456: N36 
377 

R-MAMMA1001635//ESTs//3. 4e-37: 368: 75//Hs. 164033: AA 
769606 

R-MAMMA1001649 

R-MAHMA1001663//Homo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//1.7e-54:272:81//H 
s. 129735: AF010144 

R-MAMMA1001670//Small inducible cytokine A5 (RANTE 
S) //5. 7e-50: 304: 89//Hs. 155464: AF088219 
R-MAMMA1001671//EST//1 . 9e- 14: 312: 65//Hs. 137153: R46 
248 

R-HAMHA1001679//H. sapiens mRNA for rho GDP-dissoci 
ation Inhibitor 1//0. 066: 196: 62//Hs. 159161: X69550 
R-MAMMA1001683//ESTs//4. 9e-94: 447: 98//Hs. 134464: AI 
151081 

R- MAMMA 1 00 1686//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//1.0e-17:246:73//Hs.676 
19:AB007957 

R-MAMMA1001692//Human mRNA for RIAA0063 gene, comp 
lete cds//2. le-47: 294: 89//Hs. 3094: D31884 
R-MAMMA1001711//ESTs//2. 4e-86: 439: 96//Hs. 18498: N52 
088 

R-MAMMA1001715//ESTs//L 2e-73: 399: 93//Hs. 124620: AI 
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082338 

R-MAMMA1001730//ESTs//l. le-85: 403: 99//Hs. 125464: AI 
084596 

R-MAMMA1001735//ESTs, Highly similar to TUBULIN B 
ETA-5 CHAIN [Callus gallus]//3.7e-110:552:96//Hs.6 
923: AI 161158 

R-MAMHA1001740//ESTs//4. 6e-45: 342: 82//Hs. 37573: H59 
651 

R-MAHMA1001743//EST//2. 7e- 58: 412: 85//Hs. 149742: AI2 
85666 10 
R-MAHHA1001744 

R-MAMMA1001745//EST//5. 6e-54: 374: 84//Hs. 137041: AA8 
77817 

R- MAMMA 1 00 1 75 1 //EST//3 . 5e-36: 375: 73//Hs. 139715: N25 
041 

R-MAMMA1001754//EST//0. 18: 144: 66//Hs. 71957: AA15141 
3 

R-MAMMA1001757//ESTs//l . Oe-98: 488: 96//Hs. 45184: C14 
904 

R-MAMMA1001760//ESTS//8. 7e-29: 206: 86//Hs. 143310: AI 20 
142276 

R-MAMMA1001764//ESTs//0. 00012: 434: 58//Hs. 120051: AA 
707847 

R-MAMMA1001768//Human mRNA for KIAA0327 protein, c 
omplete cds//2. 3e-41: 299: 85//Hs. 149323: AB002325 
R-MAMHA1001769//EST//1. 7e-15: 139: 81//Hs. 162399: AA5 
72825 

R-MAMMA1001771//ESTs, Moderately similar to semaph 
orin B [M.musculus]//7.6e-43:257:91//Hs.7634:AA481 
246 30 
R-MAMMA1001783//Human high-affinity copper uptake 
protein (hCTRl) mRNA, complete cds//5.6e-42:272:86/ 
/Hs. 73614: U83460 

R-MAMMA1001785//ESTs//l . 5e-87: 431 : 98//Hs. 131065: AA 
972238 

R-MAMMA1001788//EST//0. 95: 108: 62//Hs. 145881: AI 2746 
44 

R-MAMMA1001790//ESTs//4. Oe-41: 340: 80//Hs. 158045: AA 
425744 

R-MAMMA1001806//EST//1. 4e-40: 297: 84//Hs. 141240: H60 40 
313 

R-MAMMA1001812//ESTs//2. 4e-93: 446: 98//Hs. 129034: AA 
776892 

R-MAMMA1001815//EST//0. 00053: 371: 59//Hs. 133255: AI0 
52659 

R-MAMMA1001817//Human mRNA for KIAA0226 gene, comp 
1 ete cds//2. le-46: 325: 87//Hs. 44106: D86979 
R-MAMMA1001818 

R- MAMMA1 00 1 820//EST// 1 . 9e-49: 303: 89//Hs. 149580: AI2 
81881 50 
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R-MAMMA1001824//Homo sapiens 4F5S mRNA, complete c 
ds//4. 3e-48: 438: 75//Hs. 32567: AF073519 
R-MAMMA1001836//ESTs//3. 8e-06: 128: 71//Hs. 143611: M7 
8140 

R-MAMMA1001837//Homo sapiens KIAA0395 mRNA, partia 
1 cds//3. 8e-47: 339: 83//Hs. 43681 : AL022394 
R-MAMMA1001848//ESTs//2. le-16: 125:85//Hs. 161662: AA 
836811 

R-MAMMA1001851//ESTs//4. 5e-48: 344: 84//Hs. 138856: H4 
7461 

R-MAMMA1001854//Small inducible cytokine A5 (RANTE 
S)//2. 6e-38: 280: 83//Hs. 155464: AF088219 
R-MAMMA1001858//ESTs//L le-44: 331: 83//Hs. 44702: AI 1 
48840 

R-MAMMA1001864//Homo sapiens mRNA for KIAA0475 pro 
tein, complete cds//7.8e-31: 262: 77//Hs. 5737: AB0079 
44 

R- nnnnnnnnnnnn//Homo sapiens antigen NY-CO- 16 mRN 
A, compl ete cds//9. 2e-06: 450: 58//Hs. 132206: AF03969 
4 

R-MAMMA1001874//Human high-affinity copper uptake 
protein (hCTRl) mRNA, complete cds//4.9e-46:332:83/ 
/Hs. 73614: U83460 

R-MAMMA1001878//Cytochrome P450, 51 (lanosterol 14 
-alpha-demethylase)//l. 2e-46: 429: 78//Hs. 2379: U2394 
2 

R-MAMMA1001880//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//7.6e 
-26: 230: 79//Hs. 106008: AA147606 
R-MAMMA1001890//ESTs//l. le-39: 338: 79//Hs. 146811: AA 
410788 

R-MAMMA1001907//Kangai 1 (suppression of tumorigen 
icity 6, prostate; CD82 antigen (R2 leukocyte anti 
gen, antigen detected by monoclonal and antibody I 
A4))//6. 7e-47: 283:89//Hs. 103458: X53795 
R-niumimnnnnnn//ESTs//0. 043: 134: 65//Hs. 145333: AI 25 
1374 

R-MAMMA1001931//ESTs//l. 8e-75: 361: 99//Hs. 148125: AA 
693801 

R-MAMMA1001956//Homo sapiens mRNA for KIAA0706 pro 
tein, complete cds//l. 4e-18: 174: 77//Hs. 139648: AB01 
4606 

R-MAMMA1001963//ESTS//6. 7e-28: 206: 84//Hs. 163254: AA 
828790 

R-MAMMA1001969//ESTs, Weakly similar to hypothetic 
al protein [H. sapiens]//6.7e-24: 331: 71//Hs. 140506: 
AA308018 

R-MAMMA1001970//ESTS//8. 9e-61: 286: 84//Hs. 141575: AA 
211734 

R-MAMMA1001992//ESTs//4. 4e-43: 339: 82//Hs. 155498: W2 
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R-MAMHA1002009//Smal 1 inducible cytokine A5 (RANTE 
S)//4. 6e-24: 330: 70//Hs. 155464: AF088219 
R-HAMHA1002011//ESTs//9. 5e-72: 360: 97//Hs. 13525: R39 
054 

R- MAMMA 100203 2 //Human melanoma antigen recognized 
byT-cells (MART-1) mRNA//3. 7e- 45: 370: 80//fls. 15406 
9: U06452 

R-MAMMA1002033//EST//4. 6e-23: 264: 74//Hs. 161917: AA4 
83223 10 
R-MAMMA1002041//ESTs//3. 8e-100: 465: 100//Hs. 141361: 
AI 206412 

R-MAMMA1002042//Homo sapiens 4F5S mRNA, complete c 
ds//l. le-43: 407: 76//Hs. 32567: AF0735 19 
R-MAMMA1002047//Homo sapiens mRNA for chemokine LE 
C precursor, completecds//1.9e-37:316: 74//Hs. 1045 
8: AF088219 

R-MAMMA1002056//EST//1. 3e-51: 310: 90//Hs. 149580: AI 2 
81881 

R-MAMMA1002058//ESTs//5. 9e- 16: 135: 84//Hs. 95807: AA1 20 
46979 

R-MAMMA1002068//ESTs, Weakly similar to HYPOTHETIC 
AL 43.3 KD PROTEIN INQ0XD-VPR INTERGENIC REGION [B 
acillus subtilis]//4. 0e-45: 404: 78//Hs. 13859 6 : N 

3 8 8 0 6 

R-MAMMA 1 O O 2 O 7 8//E ST//2. 2e 
- 1 5:2 0 7:7 1 //H s . 1 3 2 6 3 5 :AIO 
3 2 8 7 5 

R-MAMMA 1 0 0 2 0 8 2 //Ho mo s a p i 
ens mRNA for TSC4 0 3 p r o t e 30 
in, complete cds // 1 . 7 e — 4 
2:31 4:83 //H s . 1 0 8 8 7 : AB0139 

2 4 

R-MAMMA 1 0 0 2 0 8 4//Huma n mRN 
A for KIAA0 3 9 2 gene, part 
ial cds// 3. 7 e - 4 6 : 3 0 8 : 8 7// 
H s . 40100 :AB002390 
R-MAMMA 1 0 0 2 0 9 3//E ST//0. 8 
9 : 2 1 3 : 6 0//H s. 151201:AI125 
9 0 7 40 
R-MAMMA 1 0 O 2 1 0 8//E ST s // 1 . 0 
e - 9 5 : 5 1 5 : 9 3//H s . 2 9 0 0 2: HI 1 

3 4 7 

R-MAMMA 10 0 2 118 

R-MAMMA 1 0 0 2 1 2 5//Th r omb o x a 
ne A2 receptor // 7 . 2 e - 4 3 : 3 
3 5:8 3//H s . 8 9 8 8 7 :D3 8 0 8 1. 
R-MAMMA 10 0 2 1 3 2//H omo s a p i 
ens neuronal thread prote 
in AD 7 c -NT P mRNA, complet 50 
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e cds//l. 4 e-5 8 : 3 9 6 : 7 8//H 
s. 1 2 9 7 3 5 :AF010144 
R-MAMMA 1 0 0 2 1 4 0//Homo s a p i 
ens nephrin (NPHSl) mRNA, 

complete cds // 1. 4e~37 : 42 
2:75 //H s. 128834 : AF035835 
R —MAMMA 1 00 2 1 4 3//EST s//0, 0 

5 0:1 2 3:6 9//H s. 8231 :AA1522 
7 6 

R -MAMMA 1 0 0 2 1 4 5 //H omo s a p i 
ens KIAA0 4 2 6 mRNA, comple 
te cds // 5. 0e-21: 371:69 //H 
s. 97476: AB 007886 
R-MAMMA 1 0 0 2 1 5 3 //EST s // 2 . 0 
e-3 1 : 1 5 9: 7 7//Hs. 1 3 0 8 1 5 : A A 
9 3 6 5 4 8 

R-MAMMA 1 0 0 2 1 5 5//Huma n Lin 
e — 1 repeat mRNA with 2 op 
en reading frames // 8 . 7 e — 3 
9 : 5 0 6 : 6 9//H s. 2 30 94 :M1 9 5 0 3 
R-MAMMA 1 0 0 2 1 5 6 //Homo s a p i 
ens mRNA for putative lip 
oic acid synthetase, part 
ial//2. 9 e-4 4 : 3 3 6 : 8 2//H s. 5 
3531 : AJ224162 

R —MAMMA 1 0 0 2 1 5 8 // EST s//3. 0 
e-4 0 : 3 1 3 : 8 3//Hs. 1 1 8 2 7 3 : AA 

6 2 6 0 4 0 

R-MAMMA 1 0 0 2 1 7 0//Homo s a p i 
ens mRNA for TRAF5, compl 
e t e cds // 7. 7e-3 7 : 3 7 0 : 7 7 // 
Hs. 29736 : AB 000509 
R —MAMMA 1 002 1 7 4//EST s//2. 5 
e- 1 6 : 1 8 6 : 7 5//H s. 1 4 1 2 0 3 :H5 
2 6 3 8 

R-MAMMA 1 0 0 2 1 9 8//Homo s a p i 
ens mRNA, chromosome 1 sp 
ecific transcript KIAA048 
7//6. 2 e-5 1 : 3 1 8 : 8 2//Hs. 9 23 
81 : AB0O7956 

R-MAMMA1 002 2 0 9//EST s//9. 2 
e-34: 111 :88//Hs. 1 4 1 5 7 5 : AA 
2 117 3 4 

R-MAHMA1002215//ESTs//3. 6e-101 : 530: 94//Hs. 26780: N5 
0038 

R-MAMMA1002219//Hamo sapiens mRNA for KIAA0640 pro 
tein, partial cds//5. 2e-45: 283: 88//Hs. 153026: AB014 
540 

R-MAHMA1002230//Human 53K isofonn of Type II phosp 
hatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, 
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complete cds//9. le-50: 330: 77//Hs. 108966: U48696 

R-MAMHA1002236 

R-MAMMA1002243 

R-MAMMA1002250//Homo sapiens PYRIN (MEFV) mRNA, co 
npl ete cds//l . 2e-44: 299: 87//Hs. 1 13283: AF018080 
R- MAMMA 1002267//Bomo sapiens mRNA, chromosome 1 sp 
ecific transcript KI AA0487//1. 6e-54: 207: 81//Hs. 923 
81:AB007956 

R-MAMMA1002268//ESTs//2. 9e-94: 439: 100//Hs. 68061: AI 
042283 10 
R-MAMHA1002269//ESTs//7. 4e-05: 170: 65//Hs. 140466: AA 
766772 

R-MAMMA1002282//ESTs//7. 8e-09: 69: 78//Hs. 159502: AA2 
25141 

R-MAMMA1002292//ESTs//5. 3e-64: 334: 94//Hs. 1 13606: AI 
138751 

R-MAMMA1002293//ESTs, Moderately similar to plakop 
hilin 2b [H.sapiens]//1.7e-39:203:81//Hs.l54257:AI 
275982 

R-MAMMA1002294//EST//8. le-43: 326: 82//Hs. 149580: AI 2 20 
81881 

R-MAMMA1002297//ESTs//6. 5e-45: 323: 83//Hs. 155475: AA 
761454 

R-MAMMA1002298//ESTs//l. 7e-68: 355: 96//Hs. 52683: H87 
153 

R-MAMMA1002299//ESTs, Highly similar to LINE-1 RE 
VERSE TRANSCRIPTASE H0M0L0G [Homo sapiens]//2.3e-5 
8: 346: 91//Hs. 140385: AA773359 
R-MAMMA1002308 

R-MAMMA1002310//Human melanoma antigen recognized 30 
byT-cells (MART-1) mRNA//2. 2e- 44: 280: 87//Hs. 15406 
9:U06452 

R-MAMMA1002311//Human Une-1 repeat mRNA with 2 op 
en reading frames//2.3e-70: 503: 81//Hs. 23094: M19503 
R-MAMMA1002312//EST//1. 7e-31: 144: 80//Hs. 135936: N36 
094 

R-MAMMA1002317//Human mRNA for tryptophan hydroxyl 
ase (EC 1.14. 16. 4) //4.3e-49: 457: 76//Hs. 144563: AF05 
7280 

R-MAMHA1002319//ESTs//3. 9e-38: 297: 70//Hs. 140326: AA 40 
827183 

R-MAMMA1002322//ESTs//l. le-46: 301: 86//Hs. 155498: W2 
7084 

R-MAMMA1002329//EST//2. 6e-09: 146: 72//Hs. 132366: AI0 
26658 

R-MAMMA1002332//Homo sapiens clone 23892 mRNA sequ 
ence//2. 6e-45: 387: 70//Hs. 91916: AF035317 
R-MAMMA1002333//EST//1. 8e-09: 139: 74//Hs. 137800: AA8 
86897 

R-MAMMA1002339//ESTs//4. 2e-47: 310: 76//Hs. 138865: W5 50 
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R-MAMMA1002347//ESTs//l. 5e-44: 326: 83//Hs. 11 1723: H5 
7439 

R-MAMMA1002351//ESTs//3. Oe-112: 545: 97//Hs. 26209: AI 
143127 

R-MAMMA1002352//Homo sapiens mRNA for leukemia ass 
ociated gene 2//1. 5e-58: 259: 92//Hs. 43628: Y15228 
R-MAMMA1002353//Human mRNA for RIAA0392 gene, part 
ial cds//4. 5e-40: 360: 77//Hs. 40100: AB002390 
R-MAMMA1002355//ESTs//l. 4e-29: 307: 75//Hs. 3769: AI 08 
5367 

R-MAMMA1002356//Clathrin, light polypeptide (Lcb)/ 
/4. 9e-31: 217: 88//Hs. 73919: X81637 
R-MAMMA1002359//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//l. le-70:483:84//Hs. 113283: AF018080 
R-MAMMA1002360//ESTs//3. 5e- 19: 301: 69//Hs. 124701: AA 
701475 

R-MAMMA1002361//Homo sapiens X-ray repair cross-co 
mplementing protein 2(XRCC2) mRNA, complete cds// 
2. 6e-30: 244: 81//Hs. 129727: AF035587 
R-MAMMA1002362//ESTs//2. 3e-43: 241: 88//Hs. 150727: AI 
292236 

R-MAMMA1002380//ESTs//5. le-36: 322: 79//Hs. 136994: AA 
843542 

R-MAMMA1002384//Small inducible cytokine A5 (RANTE 
S) ll\ . 8e-42: 298: 84//Hs. 155464 : AF088219 
R-MAMMA1002385//ESTs//0. 57: 203: 63//Hs. 146303: AA579 
061 

R-MAMMA1002392//Human mRNA for platelet- activating 
factor acetyl hydrolase 2, complete cds//5.8e-41:3 
05: 83//Hs. 86188: D87845 

R-MAMMA100241 1//ESTS//4. 4e-68: 385: 92//Hs. 53478: N92 
294 

R-MAMMA1002413//Homo sapiens mRNA for small GTP-bi 
nding protein, complete cds//3.3e-14: 138:75//Hs. 11 
5325:D84488 

R-MAMMA1002417//ESTs//l . 6e-98: 475: 98//Hs. 96345: N22 
588 

R-MAMMA1002427//ESTS//3. le-39: 274: 79//Hs. 141130: H2 
8477 

R-MAMMA1002428//ESTs//8. 4e-ll : 215: 66//Hs. 141022: HO 
6475 

R-MAMMA1002434//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SP WARNING ENTRY I III [H.sapiens]//2. 
5e-106:521:98//Hs. 1 12152: AA487348 
R-MAMMA1002446//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//4. 7e-3 
7:374:68//Hs. 157142: U85996 

R-MAMMA1002454//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0485//2.0e-60:323:81//Hs.891 
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21:AB007954 

R-MAMHA1002461//ESTs//4. 7e-lll: 548: 97//Hs. 104281: A 
A147076 

R-MAMMA1002470//ESTs, Highly similar to HYPOTHETI 
CAL 80.7 KD PROTEIN INERG7-NHD2 INTERGENIC REGION 
[Saccharomyces cerevisiae]//8. 5e-104: 544:93//Hs. 94 
570: AI 192106 

R-MAMMA1002475//ESTs, Weakly similar to !!!! ALU S 

UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.4e-3 

1: 263: 79//Hs. 38687: AA744496 10 

R-MAMMA1002480//ESTs, Weakly similar to I!!! ALU S 

UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1.0e-3 

4: 159: 79//Hs. 133526: N21103 

R-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC- 

2) mRNA, complete cds//8. 9e- 116: 560: 97//Hs. 155223: 

AF055460 

R-MAMMA1002494//ESTs//3. 2e-47: 303: 88//Hs. 155243: N7 
0293 

R-MAMMA1002498//Human novel homeobox mRNA for a DN 
A bi ndi ng protei n//0. 0043: 331 : 58//Hs. 37035: U07664 20 
R-MAMMA1002524//ESTs//0. 0039: 354: 61//Hs. 125797: AA8 
06277 

R-MAMMA1002530//Homo sapiens cytosolic phospholipa 
se A2 gamma (cPLA2 gamma) mRNA, complete cds//3.9e 
-103:529:95//Hs. 18858: AF0652 14 
R-MAMMA1002545//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//9. 5e- 50: 317: 88//Hs. 153468: AB01 
1147 

R-MAMHA1002554//ESTs//2. 3e-85: 445: 95//Hs. 139140: AA 
218851 30 
R-MAMMA1002556//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [B. sapiens]//!. 0e-l 
2: 280: 65//Hs. 12725: T65058 

R-MAMMA1002566//ESTs//2. 3e-88: 421: 99//Hs. 17602: AA7 . 
05681 

R-MAMMA1002571//ESTs//5. le-97: 456: 99//Hs. 152834: AA 
595693 

R-MAMHA1002573//ESTs//3. le-38: 258: 87//Hs. 163989: R7 
4433 

R-HAMMA1002585//ESTs//7. 8e-96: 533: 91//Hs. 26009: H49 40 
371 

R-IAMMA1002590//ESTs//0.61: 202:62//Hs. 161190: AI419 
258 

R-MAMMA1002597//Cytochrome P450, subfamily IIB (ph 
enobarbital- inducible), polypeptide 6//2.9e-21: 17 
7:75//Hs.l360:M29874 

R-MAMMA1002598//ESTs//3. 4e-113: 544: 97//Hs. 20263: AA 
573737 

R-MAMMA1002603//Thiopurine S-methyl transferase/^. 
6e-35: 225: 80//Bs. 51124: AF019369 50 
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R-MAMMA1002612//Cytochrome P450, subfamily I (arom 
atic compound-inducible), polypeptide 2//4.2e-46:4 
24:75//Hs. 1361:M55053 

R-MAMMA1002617//ESTs//l. le-38: 229: 92//Hs. 96987: W27 
389 

R-MAMMA1002618//Landsteiner- Wiener blood group gly 
coprotein//!. 3e-27: 185: 73//Hs. 108287: L27670 
R-MAMMA1002619//ESTs//l . 7e-95: 480: 96//Hs. 54873: AA5 
26306 

R-MAmi002622//Thn)mboxane A2 receptor//3. 2e-46: 2 
98: 87//Hs. 89887: D38081 

R-MAMMA1002623//EST//4. 3e-49: 336: 85//Hs. 149580: AI 2 
81881 

R-MAMMA1002625//ESTs, Moderately similar to ovaria 
n-specific protein [R.norvegicus]//2.3e-35:308:79/ 
/Hs. 93332: AA81 1920 

R-MAMMA1002629//Homo sapiens mRNA for small CTP-bi 
nding protein, complete cds//9.7e-57:283:86//Hs. 11 
5325: D84488 

R-MAMMA1002636//Human mRNA for KIAA0392 gene, part 
ial cds//l. 2e-49: 303: 89//Hs. 40100: AB002390 
R-MAMMA1002637//ESTs//l. 3e-55: 391: 85//Hs. 95074: AI 1 
44421 

R-MAMHA1002646//ESTs//7. 4e-36: 182: 80//Hs. 163937: N6 
9915 

R-MAMMA1002650//ESTs//l. 6e-102: 547: 94//Hs. 57841: W6 
3776 

R-MAMMA1002655 

R-MAMMA1002662//Homo sapiens KIAA0426 mRNA, comple 
te cds//2. 2e-46: 462: 75//Hs. 97476: AB007886 
R-MAMMA1002665//Human mRNA for KIAA0118 gene, part 
ial cds//9. le-51: 376: 82//Hs. 154326: D42087 
R-MAMMA1002671//ESTs, Weakly similar to coded for 
by C. elegans cDNA yk52el0.5 [C.elegans]//5.3e-10 
8:544:96//Hs. 16464: W19606 

R-MAMMA1002673//EST//3. 3e-35: 169: 79//Hs. 140046: AA6 
68213 

R-MAMMA1002684//Homo sapiens mRNA for KIAA0214 pro 
tein. complete cds//4.6e-109: 544: 96//Hs. 3363:08698 
7 

R-MAMMA1002685//EST//1. 9e-31: 223: 86//Hs. 112540: AA6 
01385 

R-MAMMA1002698//ESTs//5. 9e-43: 292: 85//Hs. 144660: AA 
652675 

R-MAMMA1002699//ESTs//3. 2e-25: 134: 100//Hs. 126049: F 
22510 

R-MAMMA1002701//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6.9e-7 
0: 353: 96//Hs. 138404: R70986 

R-MAMMA1002708//ESTs//2. le-76: 413:94//Hs. 57932: W69 
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234 

R-MAMMA1002711//ESTs//l. 9e-44: 236: 96//Hs. 138575: H6 
7858 

R-MAMHA1002721//Homo sapiens DEC- 205 mRNA, complet 
e cds//2. 7e-43: 273: 89//Hs. 153563: AFO 11 333 
R-MAMMA1002727//ESTs//2. 9e-84: 395: 100//Hs. 162826: A 
A679571 

R-MAMMA1002728//Small inducible cytokine A5 (RANTE 
S) //3. 4e-42: 266: 88//Hs. 155464: AF088219 
R-MAMHA1002744//ESTs//4. 2e- 18: 473: 63//Hs. 42826: AA8 10 
46757 

R-HAMHA1002746//ESTs// ( l . 8e- 100: 473: 99//Bs. 1 17558: A 
A779907 

R-MAMHA1002748//Human melanoma antigen recognized 
byT-cells (MART-1) mRNA//5. 8e-40: 330: 80//Hs. 15406 
9: U06452 

R-MAMMA1002754//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY I!!! [H.sapiens]//4.5e-4 
0: 369: 77//Hs. 105292: AA504776 

R-MAMMA1 002758 20 
R-MAMMA1002764//ESTs//4. 2e-103: 486: 99//Hs. 159909: A 
1393281 

R-MAMMA1002765//ESTs//l. 6e-37: 338: 76//Hs. 37573: H59 
651 

R-MAMMA1002769//ESTs//0. 72: 409: 57//Hs. 141376: AI 301 
272 

R-MAMMA1002780//ESTs//1.6e-52: 292:92//Hs. 135985: AA 
342750 

R-MAMMA1002782//ESTs//1.0e-31: 157:80//Hs. 159510: AA 
297145 30 
R-MAMMA1002796//ESTs//3. 8e-49: 284: 92//Hs. 156479: AA 
513812 

R-HAMMA1002807//Archain//1. 4e-39: 315: 80//Hs. 33642: 
X81198 

R-MAMMA1002820//ESTs//5. Oe- 14: 192: 74//Hs. 134635: AA 
226260 

R-MAMMA1002830//EST//4. Oe-50: 255: 97//Hs. 160674: AI2 
48319 

R-MAMMA1002833//EST//1. 2e-48: 306: 88//Hs. 149580: AI 2 
81881 40 
R-HAHMA1002835 

R-HAMHA1002838//EST//2. 7e-12: 161: 76//Hs. 163252: AA8 
28723 

R-MAMMA1002842//ESTs//l. 7e-41: 366: 78//Hs. 141899: N2 
2395 

R-HAMHA1002843//Von Hippel-Lindau syndrome//8.8e-3 
8: 258: 79//fls. 78160: AF010238 
R-MAMMA1002844//ESTs//3. 5e-51: 250: 99//Hs. 151445: AA 
351081 

R-HAMMA1002858//H. sapiens ERF-1 mRNA 3' end//9.0e- 50 
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101: 361 : 91//Hs. 85155: X79067 
R-MAMMA1002868//ESTs//2. le-38: 301: 80//Hs. 132717: AA 
171941 

R-MAMMA1002871//EST//6. Oe-88: 413: 99//Hs. 149057: AI 2 
43592 

R-MAMMA1002880//ESTs//6. 5e-100: 506: 96//Hs. 163533: N 
52194 

R-HAHMA1002881//EST//1. le-40: 335: 80//Hs. 160895: AI 3 
65871 

R-HAMMA1002886//Small inducible cytokine A5 (RANTE 
S) 11%. 4e-36: 228: 88//Hs. 155464: AF088219 
R-MAHMA1002887//ESTs//4. 7e-87: 409: 99//Hs. 152155: AA 
424811 

R-HAHMA1002890//ESTs, Weakly similar to coded for 
by C. elegans cDNA CEESB82F [C.elegans]//4.2e-92:4 
38: 99//Hs. 155871 : AA533783 

R-MAHMA1002892//Homo sapiens EVI5 homolog mRNA, co 
mplete cds//4. 9e-62: 322: 80//Hs. 26929: AF008915 
R-HAHMA1002895//ESTs//2. 7e-32: 330: 76//Hs. 139132: AA 
211087 

R-HAMMA1002908//Calcium modulating ligand//4. 6e-4 
8: 313: 86//Hs. 13572: AF068179 
R-HAHMA1002909//Huiiian mRNA for KIAA0180 gene, part 
ial cds//3. 4e-09: 132: 76//fls. 90981: D80002 
R-MAMMA1002930//EST//4. 9e-44: 260: 91//Hs. 149580: AI2 
81881 

R-MAMMA1002938 

R-HAttMA1002941//Human Une-1 repeat mRNA with 2 op 
en reading frames//l. le-83: 556: 85//Hs. 23094: M19503 
R-HAMMA1002947//ESTs//7. Oe-22: 222: 80//Hs. 103395: T7 
9243 

R-MAHMA1002964//Human mRNA for KIAA0355 gene, comp 
lete cds//1.6e-44:427: 77//Hs. 153014: AB002353 
R-MAMMA1002970//Thromboxane A2 receptor//7.9e-48:3 
00: 84//Hs. 89887: D38081 

R-MAMMA1002972//ESTs, Weakly similar to RIAA0371 
[H. sapiens] //9. 6e- 104: 525: 95//Hs. 94396: AA399630 
R-HAMIA1002973//ESTs//4. 4e-40: 257: 87//Hs. 163580: HI 
5835 

R-KAHMA1002982//ESTs//2. 5e-28: 1 15: 87//Hs. 141694: Wl 
5279 

R-MAHMA1002987//Homo sapiens DNA fragmentation fac 
tor 40 kDa subunit (DFF40) mRNA, complete cds//2. 1 
e-41: 402: 67//Hs. 133089: AF064019 
R-MAMMA1003003//Calcium modulating ligand//1.9e-4 
5: 380: 79//Hs. 13572: AF068179 
R-HAMMA1003004//ESTS//3. 0e-07: 378: 60//Hs. 61885: AI 1 
27857 

R-MAMMA1003007//ESTs//2. 0e-47: 404: 80//Hs. 146314: R9 
9617 
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R-MAMMA1003011//ESTs, Highly similar to HI STONE H 
ACR0-H2A. 1 [Rattus norvegi cus] //l . 4e-53: 320: 90//H 
s. 92023: AI 022248 

R-MAMMA1003015//ESTs//l. 5e-42: 363: 79//Hs. 155184: AA 
573189 

R-MAMMA1003019//ESTs//4. 8e-10: 232: 66//Hs. 111341: AA 
251268 

R-MAMHA1003026//ESTs//2. 3e-83: 394: 99//Hs. 24668: AA8 
97315 

R-MAMMA1003031//ESTs, Moderately similar to !!!! A 10 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//3.5e 
-27: 257: 77//Hs. 96337: AA225358 
R-MAMHA1003035//ESTs//l. 3e-94: 481: 94//Hs. 92411: AA6 
03321 

R-MAMMA1003039//EST//0. 56: 210: 61//Hs. 162248: AA5521 
60 

R-MAMMA1003040//ESTs//2. le- 17: 261 : 70//Hs. 46980: W55 
940 

R-MAMMA1Q03044//EST//2. 4e-18: 124: 91//Hs. 130321: AIO 
02941 20 
R-MAMMA1003047//ESTs//l. Oe-20: 209: 78//Hs. 15916: H12 
862 

R-MAMMA1003049//14-3-3 PROTEIN SIGMA//0.94: 184:60/ 
/Hs.2510:X57348 

R-MAMMA1003055//EST//1 . Oe-49: 281 : 92//Hs. 149580: AI 2 
81881 

R-MAMMA1003056//ESTs//0. 99: 107: 66//Hs. 30348: AI 0385 
59 

R-MAMMA1Q03057//ESTS, Highly similar to hypothetic 
al protein MD6 [M.musculus]//1. le-102: 545:93//Hs. 1 30 
3755: AA878911 

R-MAMMA1003066//H. sapiens mRNA for urea transporte 
r//8. le-45: 322: 83//Hs. 66710: X96969 
R-MAMMA1003089//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY SQ WARNING ENTRY !!!! [H.sapiens]//1.4e-3 
4: 421: 70//Hs. 161959: AA493652 
R-MAMMA1003099//ESTs//l. le-43: 379: 79//Hs. 37573: H59 
651 

R-MAMHA1003104//ESTs//2. le-97: 498: 96//Hs. 9299: T512 
83 40 
R-MAMMA1003113//EST//3. 7e-29: 457: 70//Hs. 123616: AA8 
15366 

R-MAMMA1003127//ESTs//2.6e-41: 283: 86//Hs. 14681 1:AA 
410788 

R-MAMMA1003135//ESTs//7. 2e-101: 504: 97//Hs. 87729: AA 
863125 

R-MAMMA1003140//ESTs//4. 3e-44: 200: 89//Hs. 152093: AI 
149537 

R-MAMMA1003146//Wingl ess- type MMTV integration sit 
e 5A. human homolog//0. 020: 413: 61//Hs. 152213:12086 50 



1 

R-nnnnnnnnnnnn 

R-MAMMA1003166//ESTs, Moderately similar to PEANU 
T PROTEIN [Drosophilamelanogaster]//2.0e-87:524:89 
//Hs.6884:W30736 

R-NT2RM2002580//Homo sapiens clone 24781 mRNA sequ 
ence//l. 6e- 111: 587: 94//Hs. 108112: AF070640 
R-NT2RM4000024//ESTs//2. 9e-98: 523: 94//Hs. 26641: R59 
312 

R-NT2RM4000027 

R-NT2RM4000030//ESTs//l. 6e-96: 482: 96//Hs. 90625: T03 
663 

R-NT2RM4000046//ESTs//l. 6e-91: 461: 97//Hs. 151237: AI 
186169 

R-NT2RM4000061//ESTs//4. 3e-31: 167: 97//Hs. 110821: Z7 
8379 

R-NT2RM4000085//Homo sapiens clone 24700 unknown m 
RNA, partial cds//4. Oe- 113: 549: 97//Hs. 95665: AF0706 
39 

R-NT2RM4000086//EST//2. 7e- 17: 212: 76//Hs. 137041 : AA8 
77817 

R-NT2RM4000104//ESTs//3. Oe-85: 452: 94//Hs. 101750: HI 
9708 

R-NT2RM4000139//EST//3. 3e-05: 156: 66//Hs. 133228: AIO 
52312 

R-NT2RM4000155//ESTs, Moderately similar to THRE0N 
YL-TRNA SYNTHETASE, CYTOPLASMIC [H. sapiens] //1.9e- 
99: 536:92//Hs. 127810: AI 246301 
R-NT2RM4000156//EST//0. 89: 169: 62//Hs. 162967: AA6763 
97 

R-iinniinnnmiiinn//ESTs//l . 0: 214: 61//Hs. 119370: W52962 
R-NT2RM4000169//ESTs//5. 4e-82: 440: 93//Hs. 159379: AI 
382160 

R-NT2RM4000191//ESTs, Weakly similar to P68 PR0TEI 
N [H. sapiens]//4. le-99: 542: 93//Hs. 6366: AA614113 
R-NT2RM4000197//ESTs//5. 4e-113: 567: 96//Hs. 22975: AA 
156723 

R-NT2RM4000199//ESTs//0. 020: 95: 65//Hs. 146203: AI 254 
528 

R-NT2RM4000200//ESTS//1 . 4e- 100: 488: 97//Hs. 1 26538: A 
A931876 

R-NT2RM4000202//Small inducible cytokine A5 (RANTE 
S)//4. 3e-37: 330: 77//Hs. 155464: AF088219 
R-NT2RM4000210//Homo sapiens mRNA for KIAA0712 pro 
tein, complete cds//l . 7e- 103: 546: 94//Hs. 1 1 1 138: ABO 
18255 

R-NT2RM4000215 

R-nnnnnnnnnnnn//ESTs//7. le-92: 457: 97//Hs. 162074: AA 
477760 

R-NT2RM4000233//Fms- related tyrosine kinase 1 (vas 
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cular endothelial growth factor/vascular penneabil 
ity factor receptor) //0. 00020: 174: 66//Hs. 235: X5160 
2 

R-NT2RM4000244//ESTs//6. 6e-61: 320: 95//Hs. 108646: AA 
613031 

R-NT2RM4000251//flomo sapiens mRNA for TRIP6 (thyro 
id receptor interacting protein) //0. 63: 219: 62//Hs. 
1 19498: AF000974 

R-NT2RM4000265//ESTs//8. 8e-105: 489: 99//Hs. 131001: A 
1378742 10 
R-NT2RM4000290//ESTs//4. Oe-87: 435: 96//Hs. 162592: AA 
594128 

R-NT2RM4000324//ESTs//2. 2e-80: 413: 96//Hs. 12313: R43 
673 

R-NT2RM4000327//Small inducible cytokine A5 (RANTE 
S)//3. 2e-45: 286: 87//Hs. 155464: AF088219 
R-NT2RM4000344//Clathrin, light polypeptide (Lcb)/ 
/8. 6e-60: 452: 84//Hs. 73919: X81637 
R-NT2RH4000349//ESTS, Weakly similar to KIAA0005 
[H. sapiens]//2. 5e-117: 579: 96//Hs. 5216: AA534881 20 
R-NT2RH4000354//ESTs//2. le-85: 406: 99//Hs. 126774: AI 
224479 

R-NT2RM4000356//ESTs//7. 9e-109: 548: 96//Hs. 44278: AA 
418063 

R-NT2RM4000366//Homo sapiens mRNA for RIAA0642 pro 
tein, partial cds//2.8e-113: 577: 95//Hs. 8152: AB0145 
42 

R-NT2RM4000368//ESTs//2. 2e-61 : 310: 97//Hs. 14361 1 : M7 
8140 

R-NT2RM4000386//ESTs, Weakly similar to tenascin-1 30 
ike protein [D.melanogaster]//1.0e-93:521:92//Hs.4 
1793:AA775879 

R-NT2RM4000395//ESTs, Highly similar to HYP0THETI 
CAL 52.9 KD PROTEIN INSAP155-YHR31 INTERGENIC REGI 
ON [Saccharomyces cerevisiae]//1.9e-99:524:94//Hs. 
5249:1155977 

R-NT2RM4000414//EST//2. 7e-06: 196: 64//Hs. 136648: AA6 
88285 

R-NT2RM4000421//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//5.4e-75:470:90//Hs.692 40 
35:AA192359 

R-NT2RM4000425//H. sapiens mRNA for MACH-alpha-2 pr 
otein//0. 17: 112:69//Hs. 19949: X98173 
R-NT2RM4000433//ESTs//2. 7e- 100: 479: 98//Hs. 24553: AI 
150687 

R-NT2RM4000457//ESTs//5. le- 107: 535: 95//Hs. 7579: AA7 
75865 

R-NT2RM4000471//ESTs, Highly similar to NIFS-LIKE 
54.5 KD PROTEIN [Saccharomyces cerevisiae]//6.0e- 
99: 492: 96//Hs. 21090: AA418587 50 
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R-NT2RM4000486//ESTs, Moderately similar to unname 
d protein product [H.sapiens]//2.2e-102:493:97//H 
s. 111279: W84558 
R-NT2RH4000496 

R-NT2RH400051 1//EST//5. le-43: 326: 81//Hs. 157658: AI3 
58465 

R-NT2RM4000514//ESTs//l . 7e~ 112: 552: 96//Hs. 6686: AA2 
05496 

R-nnnnnnnnnnnn//ESTs, Weakly similar to HYPOTHETIC 
AL 85.0 KD PROTEIN INCPA2-ATP2 INTERGENIC REGION 
[Saccharomyces cerevisiae]//l. 4e-60: 343: 93//Hs. 160 
14:AA074879 

R-NT2RM4000520//ESTS//2. 7e-55: 266: 100//Hs. 99838: AA 
204731 

R-NT2RM4000531//ESTs//2. Oe-88: 502: 91//Hs. 13110: T67 
461 

R-NT2RM4000532//ESTs//0. 47: 290: 58//Hs. 148753: T9177 
7 

R-NT2RM4000534//EST//0. 00025: 303: 60//Hs. 162809: AA6 
32198 

R-NT2RM4000585//EST//0. 28: 63: 77//Hs. 150024: AI 29198 
1 

R-NT2RM4000590//ESTs//5. 8e-65: 320: 98//Hs. 1 16017: AA 
613437 

R-NT2RM4000595//Homo sapiens KIAA0431 mRNA, parti a 
1 cds//0. 99: 189: 64//Hs. 16349: AB007891 
R-NT2RM4000603//ESTs//4. 6e-68: 356: 96//Hs. 48855: AA1 
34589 

R-nnnnnnnnnnnn//ESTs//l. 5e-89: 431: 97//Hs. 26117: W16 
697 

R-NT2RM4000616//ESTS, Highly similar to ACETYL- CO 
ENZYME A SYNTHETASE [Escherichia coli]//1.4e-102:5 
19: 96//Hs. 14779: N64822 

R-NT2RM4000674//ESTS//5. le-78: 398: 97//Hs. 8268: N701 
44 

R-NT2RM4000689//ESTs, Weakly similar to T01G9.4 
[C. el egans] 111. 9e- 1 15: 550: 98//Hs. 1 1820: AA205531 
R-NT2RM4000698//ESTS//2. Oe- 17: 130: 87//Hs. 86420: AA9 
27510 

R-NT2RM4000712//EST//0.99: 103:65//Hs. 114039: AA7011 
28 

R-NT2RM4000717//ESTs, Highly similar to BONE M0RP 
H0GENETIC PROTEIN 1 PRECURSOR [Mus musculus]//2. 2e 
-103: 519: 95//Hs. 6823: W18181 
R-NT2RM4000733//ESTs//8. 7e-88: 429: 98//Hs. 72185: AA4 
65311 

R-NT2RM4000734//Homo sapiens mRNA for KIAA0760 pro 
tein, partial cds//3. 6e- 105: 536: 95//Hs. 137168: AB01 
8303 
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R-NT2RM4000741//ESTs//0. 99: 266: 58//Hs. 142718: AA034 
046 

R-NT2RM4000751//ESTs//l . 6e-20: 351: 66//Hs. 43145: AA7 
76988 

R-NT2RM4000764 

R-NT2RM4000778//EST//0. 066: 254: 61//Hs. 148232: AA904 
174 

R-NT2RM4000779//Homo sapiens mRNA for KIAA0451 pro 
tei n, compl ete cds//9. 3e- 106: 546: 94//Hs. 18586: AB00 
7920 10 
R-NT2RM4000787//Human melanoma antigen recognized 
by T-cells (HART-l) mRNA//6. 5e- 40: 424: 73//Hs. 15406 
9: U06452 

R-NT2RM4000790//EST//9. Oe-48: 259: 94//fls. 159694: AI4 
17008 

R-NT2RM4000795//Human mRNA for RIAA0067 gene, comp 
1 ete cds//l . 0: 203: 63//Es. 20991 : D31891 
R-NT2RM4000796//ESTs//7. Oe- 106: 506: 98//Hs. 43559: AI 
003520 

R-NT2RM4000798//Huraan polymorphic epithelial mucin 20 
core protein mRNA, 3' end//2. 5e-28: 158: 96//Hs. 1182 
49:1121868 
R-NT2RH4000813 

R-NT2RM4000820//ESTs, Weakly similar to hypothetic 
al protein [H. sapiens]//!. 3e- 109: 539: 97//Hs. 99636: 
AI 219667 

R-NT2RM4000833//ESTs, Moderately similar to ZK863. 
3 [C. elegans] //4. Oe-112: 448: 99//fls. 20223: AA482031 
R-NT2RM4000848//ESTs//8. le-97: 476: 97//Hs. 16036: AA8 
83864 30 
R-NT2RM4000852//ESTs//6. 4e-94: 467: 97//Hs. 11556: AI3 
09597 

R-NT2RM4000855//ESTs//2. 9e-95: 544: 90//Hs. 106525: AI 
283343 

R-nnnnnnnnnnnn 

R-NT2RM4000895//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens]//9. 
3e-96: 450: 99//Hs. 142076: AA6045 14 
R-NT2RM4000950//ESTs//2. 6e-91: 438: 98//Hs. 43827: AA4 
55262 40 
R- NT2RM400097 1 //EST//2 . 9e- 96 : 46 1 : 99//Hs . 1 39709 : AA2 
27887 

R-NT2RM4000979//EST//1. 6e-67: 329: 98//Hs. 96927: AA34 
9647 

R-NT2RM4000996//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 91 [H. sapi ens] //1.7e-82: 414: 96//Hs. 11534 
2:AA650126 

R-NT2RM4001002//Homo sapiens mRNA for RIAA0729 pro 
tein, partial cds//3. 8e- 114: 545: 97//Hs. 19542: AB018 
272 50 
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R-NT2RM4001016//Homo sapiens mRNA for KIAA0639 pro 
tein, partial cds//2. 5e-l 14: 556: 97//Hs. 15711: AB014 
539 

R-NT2RM4001032//ESTs//7.8e-17: 132:84//Hs. 138720: N5 
3352 

R-NT2RM4001047//Homo sapiens UKLF mRNA for ubiquit 
ous Kruppel like factor, complete cds//0. 42: 133:67 
//Hs. 32170: AB015132 

R-NT2RM4001054//ESTs//l. 7e-84: 404: 99//Hs. 116407: AA 
815300 

R-nnnnnnnnnnnn//ESTs//3. 4e-91: 439: 99//Hs. 103177: W7 
2798 

R-NT2RM4001092//ESTs//l. 4e-86: 517: 89//Hs. 132969: Z7 
8324 

R-NT2RM4001116//EST//5. 2e-57: 275: 100//Hs. 131115: AI 
016962 

R-NT2RM4001140//ESTs//5. 5e-96: 461: 98//Hs. 86965: AA2 
52276 

R-NT2RM4001151//ESTs//0. 40: 263: 58//Hs. 113189: R0831 
1 

R-NT2RM4001155//ESTs//8. 3e-105: 544: 94//Hs. 29647: W6 
0848 

R-NT2RH4001 160//EST//7. 6e-25: 380: 68//Hs. 147405: AI 2 
09085 

R-NT2RM4001187//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//9. 
2e-43: 273: 91//Hs. 109005: N31174 
R-NT2RM4001191//Cytochrome P450, 51 (lanosterol 14 
-alpha-demethylase)//3. le-32: 274: 70//Bs. 2379: U2394 
2 

R-NT2RM4001200//ESTS//4. 5e-102: 494: 97//Hs. 31844: N3 
2849 

R-NT2RM4001203 

R-NT2RM4001204//ESTs//9. 8e-88: 468: 93//Hs. 4990: T653 
07 

R-NT2RM4001217//ESTS//1. 2e-75: 396: 94//Hs. 25042: R72 
410 

R-NT2RM4001256//ESTs//l. 0: 157: 62//Hs. 65377: AA99467 
7 

R-NT2RM4001258//ESTS//9. 6e-41 : 260: 88//Hs. 27633: N76 
184 

R-NT2RM4001309 

R-NT2RM4001313//EST//0. 0022: 150: 66//Hs. 161573: W848 
57 

R-NT2RM4001316//ESTs//3. 5e-26: 139: 99//Hs. 23100: AI 1 
28899 

R-NT2RM4001320//ESTs//l . 6e-97: 308: 99//Hs. 1 12024: AI 
042352 

R-NT2RM4001340//ESTs, Highly similar to UTR4 PR0T 
EIN [Saccharomyces cerevisiae]//1.9e-105:522:97//H 
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s. 18442: AI 129307 

R-NT2RM4001344//EST//1 . le-90: 436: 99//Hs. 95900: AA16 
0339 

R-NT2RM4001347//EST//0. 17: 186:61//Hs. 16751: T90476 
R-NT2RM4001371//EST//0. 0069: 270: 62//Hs. 99239: AA450 
211 

R-NT2RM4001382 

R-NT2RM4001384//ESTs//9. 6e-91: 445: 98//Hs. 55000: AA8 
05507 

R- NT2RH400 1 4 1 0//EST//0 . 13: 50: 82//Hs. 157675: AI 35879 10 
0 

R-NT2RM40Q1411//ESTs, Weakly similar to lymphocyte 
specific adaptor protein Lnk [M.musculus]//4.0e-l 
02:539:94//Hs. 15744: AI 055859 
R-NT2RH4001412 

R-NT2RH4001414//ESTs//6. 5e-35: 226: 88//Hs. 121727: AA 
775895 

R- NT2RM400 1 437//EST//0 . 017: 169: 67//Hs. 13207: F10054 
R-NT2RM4001444//ESTs, Weakly similar to IS0LEUCYL- 
TRNA SYNTHETASE, MITOCHONDRIAL [S.cerevisiae]//7.4 20 
e- 108: 544: 94//Hs. 7558: AA526812 
R-NT2RM4001454//ESTs//4. 7e-108: 517: 98//Hs. 32295: N3 
2277 

R-NT2RM4001455//EST//9. 6e-81: 395: 97//Hs. 127978: AA9 
69739 

R-NT2RM4001483//Human mRNA for KIAA0033 gene, part 
ial cds//L 8e-58: 324: 85//Hs. 22271: D26067 
R-NT2RM4001489//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds//7.0e-104: 547: 93//Hs. 153121: ABO 
14585 30 
R-NT2RM4001519//Hi statin 1//0. 53: 340: 59//Hs. 11910 
1:126664 

R-NT2RM4001522//Small inducible cytokine A5 (RANTE 
S) //8. 4e-55: 306: 80//Hs. 155464: AF088219 
R-NT2RM4001557//ESTs, Weakly similar to F11A10.4 
[C. elegans] //6. le-21: 165: 83//Hs. 29134: H43072 
R-NT2RM4001565//ESTs//2. 0e-103: 483: 99//Hs. 121273: A 
A758027 

R-NT2RM4001566//Human DNA sequence from clone 1409 
on chromosome Xpll.1-11.4. Contains a Inter- Alpha 40 
-Trypsin Inhibitor Heavy Chain LIKE gene, aalterna 
tively spliced Melanoma- Associated Antigen MAGE LI 
RE gene and a 6-Phosphofructo-2-kinase (Fructose- 
2,6-bisphosphatase) LIKE pseudogene. Contains EST 
s, STSs and genomic marker DXS8032//2. 7e-43:446: 72 
//Hs.4943:Z98046 

R-NT2RM4001569//ESTs//3.6e-37: 186: 100//Hs. 86959: AA 
888009 

R-NT2RM4001582//ESTs//l. 2e-96: 459: 98//Hs. 114432: N5 
2946 50 
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R-NT2RM4001594//ESTs//l . 6e-83: 404: 98//Hs. 134740: AA 
282171 

R-NT2RM4001597//ESTs//6. 9e-lll: 558: 96//Hs. 11408: AI 
358871 

R-NT2RM4001605//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds//2. le- 112: 565: 95//Hs. 23255: AB01 
8334 

R-NT2RM4001611//EST//5. 9e-74: 353: 99//Hs. 125318: AA8 
37079 

R-NT2RM4001629//ESTs//6. le-95: 453: 99//Hs. 115765: AA 
485957 

R-NT2RM4001650 
R-NT2RM4001662 

R-NT2RM4001666//Homo sapiens mRNA for KIAA0469 pro 
tein, complete cds//3.6e-36: 230: 70//Hs. 7764: AB0079 
38 

R-NT2RM4001682//EST//4. 3e-68: 393: 90//Hs. 157362: AI 3 
67496 

R-NT2RM4001710//ESTs//4. 3e-48: 235: 99//Hs. 7299: AA20 
3440 

R-NT2RM4001714//ESTs//0. 0014: 568: 58//Hs. 50458: AA86 
8686 

R-niuinimimnnnn//ESTs//6. 5e-104: 487: 99//Hs. 153581: A 
A630465 

R-NT2RM4001731//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//3. le-108:563:94//Hs. 18 
510:AA522887 

R-NT2RM4001741//T3 receptor- associating cofactor-1 
[human, fetal liver.mRNA, 2930 nt]//0. 083: 124:68/ 
/Hs. 120980: S83390 

R-NT2RM4001746//ESTs//6. le-90: 420: 100//Hs. 139003: A 
A948200 

R-NT2RM4001754//Human kpni repeat mma (cdna clone 
pcd-kpni-4), 3' end//5. 4e-59: 504: 78//Hs. 139107: K0 
0629 

R-NT2RM4001758//ESTs//8.9e-27: 140: 100//Hs. 149973: A 
1290740 

R-NT2RM4001776//Homo sapiens mRNA for KIAA0727 pro 
tein, partial cds//6.4e-24: 236: 80//Hs. 39871 :AB0182 
70 

R-NT2RM4001783//ESTs//9.9e-30: 156:99//Hs. 115260: AA 
314956 

R-NT2RM4001810//ESTs//l. 3e-65: 346: 95//Hs. 131915: W2 
2567 

R-NT2RM4001813//ESTs//5. 7e-102: 473: 100//Hs. 87574: A 
1089920 

R-NT2RM4001823//ESTs//3. 8e-62: 324: 95//Hs. 124109: AA 
888839 

R-NT2RM4001828//ESTS//1. 3e-119: 563: 98//Hs. 102397: A 



4071 

A706551 

R-NT2RM4001836//ESTs//5. 5e- 16: 92: 100//Hs. 26996: AA5 
51070 

R-NT2RM4001841//ESTs//l. 3e-99: 540: 94//Hs. 42322: AAO 
82619 

R-NT2RM4001842//ESTs, Weakly similar to !!!! ALU S 
UBFAMLY SQ WARNING ENTRY !!!! [H.sapiens]//4. le-1 
0: 274: 62//Hs. 161959: AA493652 
R-NT2RM4001856//ESTs, Weakly similar to contains s 
imilarity to ATP/GTP- binding site motif [C.elegan 10 
s] //3. 0e-43: 292: 86//Hs. 14202: N46000 
R-nnnnnnnnnnnn//ESTs//6. 2e-104: 495:98//Hs. 118686: A 
A682280 

R-NT2RM4001865//Homo sapiens mRNA for atopy relate 
d autoantigen CALC//1. 6e-120: 592: 97//Hs. 61628: Y177 
11 

R-NT2RM4001876//ESTs//2. 9e-98: 532: 92//Hs. 100734: AA 
158252 

R-NT2RM4001880//ESTs//2. 5e-29: 224: 86//Hs. 6193: AA04 
5149 20 
R-NT2RM4001905//ESTs//5. 6e-109: 565: 95//Hs. 9536: AA1 
14178 

R-NT2RM4001922//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1. 2e-10 
5: 535: 95//Hs. 30991 : AA994438 
R-NT2RM4001930//ESTs//4. le-84: 425: 96//Hs. 80042: N63 
143 

R-NT2RM4001938//EST//0. 00040: 241: 60//Hs. 147235: AI 2 
05893 

R-NT2RM4001940//Homo sapiens timeless homolog mRN 30 
A, complete cds//2. 0e-110: 556: 95//Hs. 118631: AF0981 
62 

R-NT2RM4001953//ESTs//5. 3e-65: 338: 96//Hs. 33718: AA4 
53268 

R-NT2RM4001965//ESTs, Weakly similar to T14B4.2 ge 
ne product [C. el egans] //5. 7e-62: 326: 95//Hs. 3385: N2 
5917 

R-nnnnnnnnnnnn/ZESTs, Weakly similar to IP63 prote 
in [R. norvegicus]//l. 9e-21: 121: 98//Hs. 8772: AA52109 
7 40 
R-NT2RH4001979//ESTs//1.4e-96: 465: 98//Hs. 157103: W6 
0265 

R-NT2RM4001984 
R-NT2RM4001987 

R-NT2RM4002013//EST//2. 2e-14: 110: 90//fls. 160835: AI3 
45528 

R-NT2RM4002018 

R-NT2RM4002034//Human mRNA for KIAA0118 gene, part 
ial cds//9. 4e-46: 293: 87//Hs. 154326: D42087 
R-NT2RM4002044//ESTS//2. 8e- 107: 537: 96//Hs. 24078: W4 50 
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R-NT2RM4002054//ESTs//3. 7e-88: 482: 94//fls. 4243: T782 
26 

R-NT2RM4002062//ESTs//l. 4e-55: 377: 85//Hs. 152592: AA 
587887 

R-NT2RM4002063//Calcium modulating ligand//1.8e-4 
3: 385: 78//Hs. 13572: AF068179 
R-nniinnnrainnnn//H(Mno sapiens OPA-containing protei 
n mRNA, complete cds//5. 5e-42: 554: 68//fls. 85313: AF0 
71309 

R-NT2RM4002067//fluman kpni repeat mma (cdna clone 
pcd-kpni -4) , 3* end//2. 3e-43: 468: 73//Hs. 139107: K0 
0629 

R-NT2RM4002073//ESTs, Weakly similar to very-long- 
chain acyl-CoA synthetase [H.sapiens]//6.8e-57:29 
0:96//Hs. 109274: AA193416 

R-NT2RH4002075//ESTS//0. 078: 267: 61//Hs. 163563: AA64 
1655 

R-NT2RH4002093//ESTs//l. 2e-64: 316: 99//Hs. 34956: AI0 
52528 

R-nnnnnnnnnnnn//ESTs//l . 0: 95: 69//Hs. 25897: W65409 
R-NT2RH4002128//flomo sapiens mRNA for BCL9 gene// 
0. 51: 258: 60//Hs. 122607: Y13620 
R-NT2RM4002140//ESTs//5. 5e-46: 187: 94//Hs. 8737: W227 
12 

R-NT2RH4002145//ESTs//4. 6e-70: 374: 94//Hs. 141082: HI 
8987 

R-NT2RM4002146//ESTs//l . 9e-93: 439: 99//Hs. 1 19295: AA 
442090 

R-NT2RM4002161//Homo sapiens laforin (EPH2A) mRNA, 
parti al cds//l . 5e- 1 1 1 : 560: 96//Hs. 22464: AF084535 
R-NT2RM4002174//Homo sapiens UM protein mRNA, com 
plete cds//3. 2e-46: 552: 72//fls. 154103: AF061258 
R-NT2RM4002189//ESTs//9. 6e-75: 352: 100//Hs. 98350: HI 
5400 

R-NT2RM4002194//EST//0. 22: 68: 72//Hs. 149104: AI 24434 
3 

R-NT2RM4002205//EST//0. 00028: 103: 72//Hs. 130032: AA8 
97678 

R-NT2RM4002213//ESTs//3. 3e- 15: 160: 78//Hs. 63304: W22 
079 

R-NT2RM4002226//ESTs, Highly similar to GTPASE AC 
TIVATING PROTEIN ROTUND [Drosophila mel anogaster] / 
/5. le-112: 569: 95//Hs. 23900: U82984 
R-NT2RM4002251//ESTs, Weakly similar to similar to 
alpha-l,3-mannosyl- glycoprotein beta-1, 2-N-acety 
lglucosaminyl transferase [C. el egans] //l. le-100: 54 
4:93//Hs.27567:W72190 

R-NT2RM4002256//Saall inducible cytokine A5 (RANTE 
S)//l. Oe-44: 341: 81//Hs. 155464: AF088219 
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R-NT2RM4002266//ESTs//2. 6e-100: 539: 93//Hs. 57976: AA 
535864 

R-NT2RM4002278//ESTs//l . 8e- 1 1 2: 569: 95//Hs. 87281 : AA 
128263 

R-NT2RM4002281//ESTs//4. 9e-20: 187: 80//Hs. 141203: H5 
2638 

R-NT2RM4002287//ESTs//7. 9e-84: 388: 94//Hs. 33977: N52 
461 

R-NT2RM4002294 

R-NT2RM4002301//ESTs//4.5e- 111: 556: 96//Hs. 85916: AA 10 
194164 

R-NT2RM4002323//ESTs//4. 5e-102: 498: 97//Hs. 85782: AA 
191498 

R-nnnnnnnnnnnn//ESTs//5. 0e-59: 283: 1G0//Hs. 125048: A 
A682913 

R-NT2RM4002344//V-akt murine thymoma viral oncogen 
e homolog 2//0.29: 153: 66//Hs. 155129:177198 
R-NT2RH4002373//Bomo sapiens mRNA for KIAA0649 pro 
tein, complete cds//2.8e-122: 593: 97//Hs. 26163: AB01 
4549 20 
R-NT2RM4002374//ESTs//3. 3e-40: 505: 70//Hs. 95115: AA2 
06594 

R-NT2RH4002383//ESTs//2. 7e-93: 455: 97//Hs. 134278: AA 
648884 

R-NT2RM4002390//ESTs//3. 3e-93: 481: 95//Hs. 48764: AA6 
13328 

R-NT2RM4002409//ESTs, Weakly similar to coded for 
by C. elegans cDNA yk52el0.5 [C.elegans]//1.3e-97: 
473: 98//Hs. 16464: W19606 

R-NT2RM4002438//ESTs//0. 74: 162: 61//Hs. 65377: AA9946 30 
77 

R-NT2RM4002446 

R-NT2RM4002452//EST//1.0: 164:60//Hs. 1 16619: AA66814 
2 

R-NT2RM4002457 

R-NT2RM4002460//ESTs//3. 0e-74: 385: 96//Hs. 6933: R078 
90 

R-NT2RM4002479//Homo sapiens RNA heli case- related 
protein mRNA, completecds//1.6e-103:507:97//fls.876 
5: AF083255 40 
R-NT2RM4002482//Homo sapiens mRNA for KIAA0691 pro 
tein, complete cds//2.3e-32: 172: 98//Hs. 94781: ABO 14 
591 

R-NT2RM4002493//ESTs//6. 4e-73: 366: 97//Hs. 157114: T5 
8884 

R-NT2RM4002499//ESTs//3. 5e-61: 307: 97//Hs. 117737: AI 
088029 

R-NT2RM4002504//ESTs//2. le-55: 306: 94//Hs. 10949: AA4 
64464 

R- nnnnnnnnnnnn//ESTs , Weakly similar to peroxisome 50 
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targeting signal 2 receptor [H.sapiens]//1.4e-73: 
360: 91//Hs. 31030: H50467 

R-NT2RM4002532//ESTs//l. 3e-21: 191: 78//Hs. 146811: AA 
410788 

R-NT2RM4002534//ESTs//l. 8e-99: 512: 95//Hs. 13526: AI4 
17057 

R-NT2RM4002567//ESTs//7. 6e-41: 272: 87//Hs. 7114: R243 
12 

R-NT2RM4002571//ESTs, Highly similar to P0LYPEPTI 
DE N- ACETYLGALACTOSAMI NYLTRANSFERASE [Bos taurus]/ 
II. 3e-89: 435: 97//Hs. 15830: AA165698 
R-NT2RM4002593//ESTS//2. 3e- 109: 552: 96//Hs. 17424: AA 
190569 

R-NT2RM4002623//ESTs. Weakly similar to ASPARTYL-T 
RNA SYNTHETASE [Thermus aquaticus thermophilus]// 
9. 6e-28: 194: 87//Hs. 59346: AI 126802 
R-NT2RP2000001//ESTs//2. 6e-80: 386: 99//Hs. 105061 : N4 
5096 

R-NT2RP2000006//Thromboxane A2 receptor//7. 2e-37: 2 
53: 84//Hs. 89887: D38081 

R-NT2RP2000008//Zinc finger protein 37a (K0X 21)// 
5. 2e-25: 366:67//Hs. 54488: X691 15 
R-NT2RP2000027//ESTs//9. 5e-74: 377: 96//Hs. 96557: AA2 
86713 

R-NT2RP2000040//Homo sapiens mRNA for KIAA0747 pro 
tein, partial cds//2. 7e-42: 223: 96//Hs. 8309: AB01829 
0 

R-NT2RP2000045//Homo sapiens tumorous imaginal dis 
cs protein Tid56 htmolog (TID1) mRNA, complete cds 
//4. 3e-64: 309: 98//Hs. 6216: AF061749 
R-NT2RP2000054//EST//1. 2e-71: 375: 96//Hs. 98835: AA43 
5798 

R-NT2RP2000056//EST//2. 8e-28: 342: 69//Hs. 135526: AI0 
94910 

R-NT2RP2000067//ESTs, Weakly similar to tenascin-1 
ike protein [D. melanogaster] //2. 3e-35: 199: 94//Hs. 4 
1793:AA775879 

R-NT2RP2000070//ESTs, Weakly similar to proto-cadh 
erin 3 [R.norvegicus]//1.4e-78: 383: 98//Hs. 58254: W7 
2881 

R-NT2RP2000076//EST//0. 0014: 227: 63//Hs. 136761: AA73 
8097 

R-NT2RP2000077//Homo sapiens growth arrest specif i 
c 11 (CASH) mRNA, complete cds//l. le-78: 379: 97//H 
s. 54877: AF050078 

R-NT2RP2000079//Homo sapiens RET finger protein- li 
ke 1 antisense transcript, partial//2.9e-21:232:75 
//Hs. 102576: AJ010230 

R-NT2RP2000088//Homo sapiens mRNA for KIAA0795 pro 
tein, partial cds//l. 8e-75: 378: 96//Hs. 22926: AB0183 
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R-NT2RP2000091//Carcinoembryonic antigen gene fami 
ly member 6//0. 030: 236: 63//Hs. 41: D90064 
R-NT2RP2000097//ESTs//4. 2e-15: 92: 97//Hs. 7432: AA281 
757 

R-NT2RP2000098//ESTs//9. Oe-53: 279: 94//fls. 87807: AA8 
13827 

R-NT2RP2000108//EST//1. 5e-75: 378: 96//Hs. 162105: AA5 
24419 

R-NT2RP2000114//Homo sapiens mRNA for GM3 synthas 10 
e, compl ete cds//5. 8e-76: 386: 95//Hs. 17706: AB018356 
R-NT2RP2000120//ESTs, Weakly similar to HYPOTHETIC 
AL 68.7 KD PROTEIN ZR757. 1 IN CHROMOSOME III [C.el 
egans] //l . 9e- 19: 153: 86//Hs. 5268: W22670 
R-nnnnnnnnnnnn//ESTs//l . Oe-55: 293: 95//Hs. 14570: AI4 
22099 

R-nnnnnnnnnnnn//ESTs//0. 24: 354: 59//Hs. 157564: AI 356 
513 

R-NT2RP2000147//ESTs, Highly similar to CLATHRIN 
COAT ASSEMBLY PROTEI NAP47 [Mus musculus]//3.0e-89: 20 
457: 95//Hs. 3832: AI 208601 

R-NT2RP2000153//EST//0. 0039: 93: 68//Hs. 140386: AA773 
548 

R-NT2RP2000157//ESTs//l. le-53: 322: 91//Hs. 6877: AA04 
0820 

R-NT2RP2000161//ESTs//l. 6e-99: 492: 97//Hs. 21738: AI 1 
88190 

R-NT2RP2000175//ESTs//l . 4e-98: 489: 96//Hs. 4849: AI 14 
3741 

R-NT2RP2000183//ESTs//9. Oe-72: 358: 96//Hs. 4856: N513 30 
73 

R-NT2RP2000195//ESTs//3.9e-92:439:98//Hs. 145091 :AA 
814510 

R-NT2RP2000205//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//1.4e 
-80: 415: 95//Hs. 11807: T86897 
R-NT2RP2000224//RNA polymerase II. polypeptide C 
(33kD)//l. le-57: 306: 94//Hs. 79402: AC004382 
R-NT2RP2000232 

R-NT2RP2000233//ESTs//l. le-08: 63: 96//Hs. 124861: AI0 40 
90683 

R-NT2RP2000239//ESTs//5. 3e-87: 427: 96//Hs. 8621 1: AA6 
04379 

R-NT2RP2000248//ESTs, Weakly similar to 0-linked G 
lcNAc transferase [H.sapiens]//1.3e-95:454:99//Hs. 
102057: AA649005 

R-NT2RP2000257//ESTs//5. le-58: 282: 99//Hs. 122565: AI 
126840 

R-NT2RP2000258//EST//1. 0: 67: 68//Hs. 61812: AA035649 
R-NT2RP200O270//ESTs, Weakly similar to UNE-1 REV 50 
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ERSE TRANSCRIPTASE H0M0L0G [Homo sapiens]//8.4e-5 
9: 298: 96//Hs. 16085: AI 261382 
R-NT2RP2000274//ESTs//7. 5e-61: 296: 98//Hs. 86081: AA1 
96635 

R-NT2RP2000288//ESTs//l . 8e-56: 305: 93//Hs. 7579: AA77 
5865 

R-NT2RP2000289 

R-NT2RP2000297//ESTs, Highly similar to MKR2 PROT 
EIN [Mus musculus]//9.8e-106:494:99//Hs.l02951:AA5 
74249 

R-NT2RP2000298//ESTs//2. le-62: 256: 90//Hs. 8737: W227 
12 

R-NT2RP2000310//Human proline dehydrogenase/prolin 
e oxidase (PRODH) mRNA, complete cds//2.8e-39:222: 
93//Hs. 58218: 082381 

R-NT2RP2000327//Homo sapiens DNA sequence from PAC 
434014 on chromosomelq32. 3. -41. Contains the HSD1 
1BI gene for Hydroxysteroid (11-beta) Dehydrogenas 
e 1, the AD0RA2BP adenosine A2b receptor LIKE pseu 
dogene, the IRF6 gene for Interferon Regulatory Fa 
ctor 6 and two unknown genes. Contains ESTs and GS 
Ss//2. 9e-71 : 342: 98//Hs. 87684: AL022398 
R-NT2RP2000329//ESTs, Highly similar to GTP: AMP P 
H0SPH0TRANSFERASE MITOCHONDRIAL [Bos taurus]//3.4e 
-69: 371: 94//Hs. 43436: N32441 
R-NT2RP2000337//ESTs//5. 2e-79: 411: 95//Hs. 101799: AI 
276062 

R-NT2RP2000346//Homo sapiens apoptosis associated 
protein (GADD34) mRNA, compl ete cds//l. le-47:262:94 
//Hs. 76556: U83981 

R-NT2RP2000369//ESTs//4. 3e-102: 531: 94//Hs. 15855: H9 
8103 

R-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, 
compl ete cds//8. 4e-09: 93: 83//Hs. 808: L28010 
R-NT2RP2000420//ESTs//8. 2e-24: 142:94//Hs. 144893: AI 
222324 

R-NT2RP2000422//Homo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, complete cds//4.2e-20: 140:90/ 
/Hs.5819:AF102265 

R-NT2RP2000438//ESTs, Weakly similar to misato [D. 
melanogaster]//l. 3e-65: 362: 93//Hs. 22197: AI 151425 
R-NT2RP2000448//ESTs, Highly similar to HYP0THETI 
CAL 51.6 KD PROTEIN INPAP1-MRPL13 INTERGENIC REGI0 
N [Saccharomyces cerevisiae]//3.6e-75:435:92//Hs.2 
1938:1181045 

R-NT2RP2000459//ESTs//2. 8e-95: 527: 93//Hs. 103422: AI 
352013 

R-NT2RP2000498//ESTs//2. 3e-17: 119: 79//Hs. 161714: AA 
229078 

R-NT2RP2000503//ESTS//5. 2e-91 : 438: 98//Hs. 152335: AI 
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R- NT2RP20005 10//Homo sapiens RIAA0436 mRNA, partia 
1 cds//0. 13: 455: 58//Hs. 110: AB007896 
R-imnimnnnnnnn//ESTs//9. 9e-63: 376: 89//Hs. 47546: AA1 
81348 

R-NT2RP2000523 

R-NT2RP2000603//Homo sapiens mRNA for KIAA0572 pro 
tein, partial cds//3.5e-30: 167: 97//Hs. 14409: AB0111 
44 

R-NT2RP2000617//ESTs//9. 5e-103: 493: 98//Hs. 9412: W72 10 
446 

R-NT2RP2000634//Homo sapiens mRNA for KIAA0614 pro 
tein, partial cds//8. le-66: 335: 96//Bs. 7314: AB01451 
4 

R-NT2RP2000644//ESTs//l. le-18: 372: 63//Hs. 82419: AA7 
89222 

R-NT2RP2000656//ESTs//l. 0e-10: 128: 80//Hs. 23977: AA1 
15275 

R-NT2RP2000658//ESTs//0. 31: 278: 59//Hs. 15661: W02396 
R-NT2RP2000668//ESTs//8. 2e-40: 255: 88//Hs. 1 13310: Rl 20 
6767 

R-NT2RP2000678//ESTs//2. 6e-53: 271: 96//Hs. 23790: N99 
347 

R-NT2RP2000710//ESTs//0.49: 190:63//Hs. 145521 :AI 261 
368 

R-NT2RP200Q715//EST//1. 2e-87: 418: 99//Hs. 139425: AA4 
29279 

R-NT2RP2000731//EST//5. 3e-65: 322: 97//Hs. 136754: AA7 
13965 

R-NT2RP2000758//ESTs//l . 0: 187: 61//Hs. 10545: N62642 30 
R-NT2RP2000764//ESTs//5. 8e-84: 485: 91//Hs. 121816: AA 
775419 

R-NT2RP2000809 

R-NT2RP2000812//ESTs//L 2e-45: 231 : 97//Bs. 121028: AA 
902745 

R-ruinnnnnnnnnn//ESTs//6. 3e-87: 433: 97//Hs. 145479: AA 
969404 

R-NT2RP2000816//ESTs//0. 45: 100: 69//Hs. 147529: AA458 
918 

R-NT2RP2000819 40 
R-NT2RP2000841//ESTs//l . 9e-73: 351 : 99//Hs. 1 16385: AI 
224511 

R-NT2RP2000842//TUM0R NECROSIS FACTOR- INDUCIBLE PR 
OTEIN TSG-6 PRECURS0R//4. 6e- 10: 247: 66//Hs. 29352: M3 
1165 

R-NT2RP2000845//ESTs//2. 8e-91: 443: 97//Hs. 66810: AI 2 
06552 

R-NT2RP2000863//ESTs//4. 3e-49: 310: 88//Hs. 104336: WO 
7345 

R-NT2RP2000880//Homo sapiens mRNA for RIAA0741 pro 50 
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tein, complete cds//2.8e-43: 277: 89//Hs. 3615: AB0182 
84 

R-NT2RP2000892//ESTs//2. 8e-50: 258: 96//Hs. 119238: AA 
476267 

R-NT2RP2000931//MATRIN 3//7. 2e-57: 290: 96//Hs. 7882 
5:AB018266 

R-NT2RP2000938//ESTs. Highly similar to HYPOTHETI 
CAL 6.3 KD PROTEIN ZK652.2 IN CHROMOSOME III [Caen 
orhabditis elegans]//3.9e-37: 199:95//Hs. 112318: AA1 
86477 

R-NT2RP2000943//Homo sapiens mRNA for KIAA0755 pro 
tein, complete cds//9. 8e-98: 494: 96//Hs. 19822: AB018 
298 

R-NT2RP2000965//EST//0. 22: 223: 60//Hs. 105703: AA4870 
21 

R-NT2RP2000970//EST//8. 7e-06: 255: 62//Hs. 149202: AI 2 
46481 

R-NT2RP2000985//ESTs, Weakly similar to HYPOTHETIC 
AL 96.8 KD PROTEIN INSIS2-MTD1 INTERGENIC REGION 
[S. cerevisiae]//7. 8e-92: 468: 95//Hs. 12124: AA522537 
R-NT2RP2000987//ESTs//4. 5e-78: 419: 93//Hs. 21968: H97 
521 

R-NT2RP2001036//EST//2.0e-33: 148:82//Hs. 163196: AA7 
67643 

R-NT2RP2001044//ESTs//5. 6e-95: 493: 95//Hs. 21958: AA4 
53660 

R-NT2RP2001065//ESTs//3.6e-28: 153:96//Hs. 1 19314: AA 
432108 

R-NT2RP2001070//EST//0. 30: 94: 67//Hs. 94289: N73665 
R-NT2RP2001094//EST//0. 75: 101: 69//Hs. 161040: H82068 
R-NT2RP2001119 

R-NT2RP2001127//Homa sapiens mRNA for HRIHFB2060, 
partial cds//L 5e-56: 304: 94//Hs. 146282: AB015348 
R-NT2RP2001137 

R-NT2RP2001149//ESTs//5. le-66: 324: 97//Hs. 27475: AA7 
04512 

R-NT2RP2001168//ESTs//2. Oe-98: 539: 92//Hs. 77870: AI 1 
88145 

R-NT2RP2001173//Homo sapiens mRNA for KIAA0480 pro 
tein, complete cds//1.5e-96: 490: 96//Hs. 26247: AB007 
949 

R-NT2RP2001174//ESTs//2. 2e-63: 354: 93//Hs. 24266: R28 
287 

R-NT2RP2001196//ESTs//l. 4e-83: 463: 93//Hs. 124304: AA 
825510 

R-NT2RP2001218//ESTs//l. 4e- 100: 506: 96//Hs. 93391: AI 
188402 

R-NT2RP2001226//EST//0. 0074: 154: 63//Hs. 128612: AA90 
9358 

R-NT2RP2001233//ESTs. Highly similar to ZINC FING 



(2041) 

4079 

ER PROTEIN ZFP-36 [Homo sapiens]//3.7e-65:538:80// 
Hs. 44014: AA632298 

R-NT2RP2001245//ESTs//5. 2e-90: 447: 97//Hs. 14559: H92 
996 

R-NT2RP2001268//Homo sapiens mRNA for RIAA0810 pro 
tein, partial cds//1.5e-112: 544: 97//Hs. 7531 :AB0183 
53 

R-NT2RP2001277//ESTs//2. Oe-81: 387: 99//Hs. 13751: AA9 
08229 

R-NT2RP2001290//ESTs//2. 4e-91: 501: 92//Hs. 12600: AA0 10 
44775 

R-NT2RP2001295//ESTs//l. 4e-70: 337: 99//Hs. 123854: AA 
412665 

R-NT2RP2001312//ESTs//4.6e-53: 276:95//Hs. 7961:AA40 
1205 

R-NT2RP2001327//ESTs, Moderately similar to tumor 
necrosis factor- alpha- induced protein B12 [fl.sapie 
ns] III. 3e-43: 238: 93//Hs. 106632: N25679 
R-NT2RP2001328//ESTs//5. le-99: 499: 96//Hs. 34868: AI3 
41138 20 
R-NT2RP2001347//ESTs//6. 7e-05: 100: 71 //Vs. 9536: AA11 
4178 

R-NT2RP2001378//ESTs//4. 2e-83: 456: 93//Hs. 10554: N50 
028 

R-NT2RP2001381//ESTs//l. le-26: 148:96//Hs. 161859: AA 
444038 

R-NT2RP2001392//ESTs, Weakly similar to MITOCHONDR 
IAL L0N PROTEASE H0M0L0G PRECURSOR [H.sapiens]//3. 
9e-74: 411: 93//Hs. 47305: AA195153 
R-NT2RP2001394//ESTs//9. 5e-54: 305: 93//Bs. 70256: R07 30 
875 

R-NT2RP2001397//ESTs, Highly similar to G2/HT0TI 
C-SPECIFIC CYCUN B2 [Mesocricetus auratus]//5.2e- 
97: 469: 97//Hs. 20483: AA522505 
R-NT2RP2001420//ESTs//l. 6e-49: 228: 88//Hs. 163602: N3 
2030 

R-NT2RP2001423//ESTs//2.0e-37: 190:99//Hs. 101565: R3 
5431 

R- NT2RP200 1 427//EST// 1 . 7e- 1 1 : 107: 84//Hs. 148584: AI 2 
01728 40 
R-NT2RP2001436//ESTs t Weakly similar to F02D8.3 
[C. el egans] III. 9e- 1 14: 558: 97//Hs. 7627: AI 341556 
R-NT2RP2001440//EST//0. 17: 192: 58//Hs. 133442: AI 0613 
94 

R-NT2RP2001445//ESTs//l. le-43: 215: 100//Hs. 145497: A 
A501453 

R-NT2RP2001449//ESTs//4. le-08: 234:61//Hs. 134067: AI 
076765 

R-NT2RP2001450//ESTs//9. 5e : 65: 356: 94//Hs. 61829: AI0 
79539 50 
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R-NT2RP2001467//Small inducible cytokine A5 (RANTE 
S)//L 2e-34: 255: 83//Hs. 155464: AF088219 
R-NT2RP2001506//ESTs//2. 9e-23: 170: 88//Hs. 7147: T235 
13 

R-NT2RP2001511//ESTs//2. Oe-08: 59: 100//Hs. 57660: AA2 
51146 

R-NT2RP2001520//Homo sapiens mRNA for mitochondria 
I carrier protein ARALARl//6.7e-106:545:95//Hs.427 
7: Y14494 

R-NT2RP2001526//ESTs//3. 7e-23: 295: 72//Hs. 8514: AF03 
9240 

R-NT2RP2001536//Homo sapiens X-ray repair cross-co 
mplementing protein 3(XRCC3) mRNA, complete cds// 
1. 9e-15: 99: 95//Hs. 99742: AF035586 
R-NT2RP2001560//ESTs//2. 2e-58: 310: 94//Hs. 87454: AA7 
32816 

R-NT2RP2001569//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//2.0e-76:387:96//Hs.676 
19:AB007957 

R-NT2RP2001576//Human mRNA for KIAA0105 gene, comp 
lete cds//0. 17: 193: 60//Hs. 119: D14661 
R-NT2RP2001581//ESTs//5. le-08: 107: 78//Hs. 157114: T5 
8884 

R-NT2RP2001597//EST//5. 2e-22: 151:88//Hs. 158613: AI 3 
69995 

R-NT2RP2001601//ESTS//1. 5e-78: 373: 99//Hs. 137558: AI 
393767 

R-NT2RP2001613 

R-NT2RP2001628//EST//0. 99: 195: 60//Hs. 144238: W52294 
R-NT2RP2001663//ESTs//4. 0e-37: 282: 84//Hs. 12319: W56 
090 

R-NT2RP2001677//ESTs//l. 4e-44: 232: 96//Hs. 159387: AI 
370845 

R-NT2RP2001678//ESTs//0. 91: 124: 60//Hs. 10593: AI 2013 
36 

R-NT2RP2001699//EST//0. 0033: 230: 61//Hs. 146544: AI 12 
5323 

R-NT2RP2001720//ESTs//l. 8e-52: 255: 99//Hs. 101064: AA 
290579 

R-NT2RP2001721//ESTs//7. Oe- 101 : 479: 99//Hs. 129750: A 
A987538 

R-NT2RP2001740//ESTs//3. 3e-76: 379: 96//Hs. 144704: AI 
147100 

R-NT2RP2001748//ESTs//1.4e-44: 352: 81//Hs. 142259: AA 
828840 

R-NT2RP2001762//Homo sapiens exonuclease la (EX01 
a) mRNA, complete cds//2. le- 105: 519: 96//Hs. 47504: A 
F091754 

R-NT2RP2001813//ESTs//6. 3e-78: 406: 95//Hs. 21902: R44 
037 
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R-NT2RP2001861 

R- NT2RP200 1 869//EST//2 . 8e-21: 173: 82//Hs. 130321: AI0 
02941 

R-NT2RP2001876//ESTs//6. le-102: 526: 95//Hs. 4944: AA5 
33088 

R-NT2RP2001883//ESTs, Weakly similar to No definlt 
ion line found [C.elegans]//6.9e-110:556:95//Hs.23 
159: AA1 13849 

R-NT2RP2001900//ESTs//6. 9e-85: 442: 95//Hs. 154220: AA 
171724 10 
R-NT2RP2001907//ESTs//2. le-82: 432: 94//Hs. 142257: AA 
188423 

R-NT2RP2001926//EST//2. 3e-24: 299: 71//Hs. 135085: AI0 
97268 

R-NT2RP2001936//ESTs//l.le-45: 265: 92//Hs. 112482: T6 
6087 

R-NT2RP2001943//EST//1. 4e-05: 246: 61//Hs. 144096: AI0 
32180 

R-NT2RP2001946//ESTs//3. 6e-87: 410: 99//Hs. 20242: W72 
594 20 
R-NT2RP2001947//ESTs//l. 9e-55: 338: 88//Hs. 58582: T72 
588 

R-NT2RP2001969 

R-NT2RP2001976//ESTs//l. 2e-98: 499: 95//Hs. 121028: AA 
902745 

R-NT2RP2001985//ESTs, Weakly similar to GTPASE-ACT 
IVATING PROTEIN SPA-l[M.musculus]//8 < 3e-15: 118: 89/ 
/Hs. 18760: AA166678 

R-NT2RP2002025//ESTs//2. le-82: 393: 98//Hs. 159488: AI 
378233 30 
R-NT2RP2002032//ESTs//4. 4e-98: 531: 91//Hs. 93836: AA8 
13332 

R-NT2RP2002033//ESTs//3. 5e-43: 229: 96//Hs. 30563: AA1 
02627 

R-NT2RP2002041 

R-NT2RP2002046//ESTs//L6e-101:476:99//Hs. 101 107: A 
A825938 

R-NT2RP2002047//ESTS//9. le-85: 431 :95//Hs. 116750: AA 
629895 

R-NT2RP2002058//ESTs//l . 3e-31 : 163: 99//Hs. 33085: AA2 40 
58068 

R-NT2RP2002066//ESTs//l. 9e-87: 459: 93//Hs. 118871: AA 
846091 

R-NT2RP2002070//ESTs//4. le-63: 332: 96//Bs. 156446: T9 
2265 

R-NT2RP2002076//Homo sapiens clone 24804 mRNA sequ 
ence//l. 7e-26: 178:87//Hs. 1 1039: AF052 183 
R-NT2RP2002079//ESTs//l . 2e-79: 389: 97//Hs. 135214: AI 
350524 

R-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-as 50 
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sociated protein//l. 5e-60: 376: 89//Hs. 155218: AJ0075 
09 

R-NT2RP2002105//ESTs//8. 4e-54: 313: 90//Es. 98702: AI 1 
23000 

R-NT2RP2002124//ESTs//6. 6e-81: 431: 93//Hs. 127326: AA 
525134 

R-NT2RP2002137//Deoxycytidine kinase//0.29: 183:62/ 
/Hs.709:M60527 

R-NT2RP2002154//ESTs//9. 6e-97: 539: 91//Hs. 18624: AA5 
23268 

R-NT2RP2002172//EST//0. 69: 53: 75//Hs. 156238: AI 33449 
5 

R-NT2RP2002185//ESTs, Weakly similar to F15C11.2 
[C. el egans] //l . 4e-54: 269: 98//Hs. 107201 : W52859 
R-NT2RP2002192//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//3.9e 
- 15: 245: 71//Hs. 87578: AI 125363 
R-NT2RP2002193//ESTs//3. 5e-79: 453: 90//Hs. 76578: AI2 
90672 

R-NT2RP2002208//ESTs//2. Oe-72: 347: 99//Hs. 164028: AI 
003946 

R-NT2RP2002219//EST//0. 039: 229: 63//Hs. 149830: AI 287 
499 

R-NT2RP2002231//ESTs//3. 3e-64: 337: 94//Hs. 79828: AA6 
42341 

R-nnnnnnnnnnnn//ESTs f Highly similar to co-repress 
or protein [M.musculus]//5.4e-48: 238: 99//Hs. 22583: 
AA188168 

R-NT2RP2002256//Homo sapiens retinoic acid hydroxy 
lase mRNA, complete cds//1.6e-15: 131: 83//Hs. 15059 
5:AF005418 

R-NT2RP2002259//Human L-myc protein gene, complete 
cds//5. 3e-99: 548: 91//Hs. 92137: M19720 
R-NT2RP2002270//ESTs, Weakly similar to AF-9 PR0TE 
IN [H. sapiens]//4. 8e-100: 550: 91//Hs. 4029:Z78373 
R-NT2RP2002292//ESTs, Weakly similar to F13B12. 1 
[C. el egans] //3. 2e-92: 482: 93//fls. 5570: AI 377863 
R-NT2RP2002312//Bomo sapiens CDP-diacyl glycerol sy 
nthase 2 (CDS2) mRNA, partial cds//4. le- 103: 527:94/ 
/Hs. 24812: AF069532 

R-NT2RP2002316//ESTs//4. 2e-91: 425: 100//Hs. 3350: AI 3 
68015 

R-NT2RP2002325//Homo sapiens peroxisomal biogenesi 
s factor (PEXlla) mRNA, complete cds//l. 2e-112:56 
7: 95//Hs. 31034: AB015594 

R-NT2RP2002333//ESTs//l . 9e-86: 483: 91//Hs. 155198: AA 
767372 

R-NT2RP2002385//Homo sapiens synaptic glycoprotein 
SC2 spliced variant mRNA, complete cds//l. 2e-103: 
600: 89//Hs. 109051 :AF038958 
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R-NT2RP2002394//ESTs//0. 11: 158: 65//Hs. 28792: AI3434 
67 

R-NT2RP2002408//ESTs//l. 5e-51: 278: 93//Hs. 6044: W228 
15 

R-NT2RP2002426//Homo sapiens mRNA for KIAA0563 pro 
tein, complete cds//l. 7e-33: 285:80//Hs. 15731: AB011 
135 

R-NT2RP2002439//ESTs//3. 2e-12: 134: 76//Hs. 32246: AA4 
64020 

R-NT2RP2002457//ESTs//4. 7e-52: 282: 94//Hs. 21968: H97 10 
521 

R-NT2RP2002464//ESTs//5. 3e-27: 148: 98//Hs. 115660: AI 
362230 

R-NT2RP2002475//ESTs//3. 9e-85: 439: 94//Hs. 9873: W272 
33 

R- nnnnnnnnnnnn//flomo sapiens mRNA for ABC transpor 
ter 7 protein, complete cds//9.9e-115:605:92//Hs.l 
25856: AB005289 

R-NT2RP2002498//ESTs//6. 3e-37: 227: 93//Hs. 108779: N7 
3180 20 
R-NT2RP2002503//ESTs//l . 9e-54: 358: 86//fls. 57800: W60 
838 

R-NT2RP2002504//Homo sapiens mRNA for KIAA0791 pro 
tein, complete cds//8.5e-107: 583: 91//Hs. 23255: AB01 
8334 

R-NT2RP2002520//ESTs//4. 2e-99: 509: 94//Hs. 32368: AA2 
05305 

R-NT2RP2002537//ESTs//4. 2e- 105: 552: 93//Hs. 154363: A 
A533090 

R-NT2RP2002546//Homo sapiens clone TUA8 Cri-du-cha 30 
t region mRNA//2.6e- 109: 570: 93//Hs. 49476: AF009314 
R-NT2RP2002549//DNA polymerase gamma// 1. le- 35: 189: 
86//Hs. 80961: U60325 

R-NT2RP2002591//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 84 [H.sapiens]//7.5e-118:564:97//Hs.9454 
9:AA149547 

R-NT2RP2002595//EST//1. 4e-15: 101: 95//Hs. 129528: AA9 
94783 

R-NT2RP2002606//ESTs//4. 5e-99: 475: 98//Hs. 45046: N40 
170 40 
R-NT2RP2002609//ESTs//l. 9e-104: 568: 92//Hs. 9175: AI 1 
84220 

R-NT2RP2002618//ESTs//0. 014: 493: 57//Hs. 96322: AA541 
615 

R-NT2RP2002621//EST//4. 4e-36: 252: 84//Hs. 149580: AI2 
81881 

R-NT2RP2002643//ESTs//6. 9e-32: 247: 74//fls. 33354: AA1 
79944 

R-NT2RP2002672 

R-NT2RP2002701//N-acetylglucosamlnidase, alpha- (S 50 
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anfilippo disease IIIB//0. 99: 184: 63//Hs. 50727: U435 
72 

R-NT2RP2002706//EST//2. 8e-41: 148: 86//Hs. 161917: AA4 
83223 

R-NT2RP2002710//EST//0. 34: 105: 71//Hs. 136747: AA7492 
10 

R-NT2RP2002727//ESTs//8. 7e-68: 368: 94//Hs. 14366: T78 
626 

R-NT2RP2002736//ESTs//9. 7e-98: 457: 99//Hs. 74899: AA9 
93300 

R-NT2RP2002740//Homo sapiens mRNA for KIAA0536 pro 
tein, partial cds//0. 66: 360: 59//Hs. 119139: AB011108 
R-NT2RP2002741//ESTs//3. le- 102: 489: 98//Hs. 1 12024: A 
1042352 

R-NT2RP2002750//EST//3. 6e-43: 166: 86//Hs. 162404: AA5 
73131 

R-NT2RP2002752//ESTs//5. Oe-56: 355: 89//Hs. 95867: M62 
042 

R-NT2RP2002753//ESTs//l . 7e-49: 262: 96//Bs. 49005: W89 
124 

R-NT2RP2002769//ESTs//l. 3e-59: 376: 88//Hs. 4046: H035 
87 

R-NT2RP2002778//Homo sapiens clone 24606 mRNA sequ 
ence//4. Oe-65: 341 : 94//Hs. 17481 : AF070537 
R-NT2RP2002800//ESTs//6. 5e-08: 79: 84//Hs. 153262: AA5 
51124 

R-NT2RP2002839//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//1.6e 
- 100: 501 : 97//Hs. 136202: AA206578 
R-NT2RP2002857//ESTs//4. 3e-94: 463: 97//Hs. 134292: AA 
603031 

R-NT2RP2002862//ESTs//2. 3e-42: 302: 82//Hs. 117969: H9 
4870 

R-NT2RP2002880 
R-NT2RP2002891 

R-NT2RP2002925//ESTs//l . 3e- 103: 564: 92//Hs. 142079: A 
A182894 

R-NT2RP2002928//ESTs//3. 9e- 108: 502: 99//Bs. 29105: AA 
574143 

R-NT2RP2002929//ESTs//4. le- 106: 499: 99//Hs. 44743: AA 
837096 

R-NT2RP2002954//ESTs//2. 6e-88: 417: 99//Bs. 100824: AI 
308771 

R-NT2RP2002959//ESTs//7. 5e- 101: 489: 97//Hs. 32690: N5 
7480 

R-NT2RP2002979//ESTs//5. 4e-06: 197: 65//Hs. 146726: AI 
147060 

R-NT2RP2002980//ESTs//l. 0e-110: 562: 96//Hs. 28444: AA 
083213 

R-NT2RP2002986//ESTs. Highly similar to RING CANA 
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L PR0TEI N [Drosophi 1 amel anogaster] III. le- 1 19: 578: 9 
7//Hs. 106290: AI 125291 

R-NT2RP2002987//Human mRNA for KIAA0331 gene, comp 
1 ete cds//l . 0: 78: 74//Hs. 146395: AB002329 
R-NT2RP2002993//ESTs, Weakly similar to DNA- DIRECT 
ED RNA POLYMERASE II 140 KD POLYPEPTIDE [H.sapien 
s]//2. 4e-98: 467: 98//Hs. 86337: AA 1493 11 
R-NT2RP2003000//ESTs//0. 0070: 400: 61//Hs. 138506: U85 
642 

R-NT2RP2003034//ESTs//9. 3e-87: 408: 96//Hs. 164042: HI 10 
2594 

R-NT2RP2003073//Human transporter protein (gl7) mR 
NA, compl ete cds//0. 95: 259: 61//Hs. 76460: U49082 
R-NT2RP2003099//Thromboxane A2 receptor//2. 6e-42: 3 
28: 81//Hs. 89887:038081 

R-NT2RP2003108//ESTs//2. 3e-82: 398: 98//Hs. 5105: AA11 
5512 

R-NT2RP2003117//Human mRNA for KIAA0347 gene, comp 
lete cds//2. 4e-49: 336: 86//fls. 101996: AB002345 
R-NT2RP2003121//ESTs//2. Oe-75: 380: 96//Hs. 133127: AA 20 
133355 

R-NT2RP2003125 

R-NT2RP2003129//EST//0.68: 115: 69//Hs. 122196: AA7809 
86 

R- NT2RP2003 1 37//ESTs//2 . le-37: 259: 85//Hs. 63169: N78 
506 

R-NT2RP2003161//ESTs//2. 5e-88: 451: 96//fls. 29041: W37 
379 

R-NT2RP2003164//ESTs//4. 3e-113: 543: 97//Bs. 8980: AA6 
29067 30 
R-NT2RP2003165/7ESTs//6. 9e-83: 486: 89//Hs. 138632: H9 
7952 

R-NT2RP2003177//ESTS//0. 47: 38: 100//Hs. 61790: AA4211 
56 

R-NT2RP2003194//ESTs//4. 7e-118: 582: 96//Hs. 27266: AA 
053816 

R-NT2RP2003206//ESTs//0. 032: 388: 58//Hs. 122148: AA44 
2074 

R-NT2RP2003230//ESTs//8. 8e- 103: 478: 99//Hs. 40140: AI 
079253 40 
R-NT2RP2003237//ESTs//2. 7e-76: 392: 96//Hs. 106278: R3 
7661 

R-NT2RP2003243//ESTs//3. 6e-53: 300: 92//Hs. 1 18793: AA 
192438 

R-NT2RP2003265//ESTs, Highly similar to protein NG 
D5 [M. musculus]//3. 3e-110: 557: 96//Hs. 24994: AA23693 
7 

R-NT2RP2003272//ESTs, Weakly similar to F15C11.2 
[C. el egans] III . 2e-34: 228: 89//Hs. 107201 : W52859 
R-NT2RP2003277//Homo sapiens mRNA for KIAA0625 pro 50 
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tein, partial cds//1.4e-Hl: 565: 95//Hs. 154919: AB01 
4525 

R-NT2RP2003280//ESTs//2. 6e- 101 : 541 : 94//Hs. 6982: AA6 
22427 

R-NT2RP2003286//ESTs//l. 2e- 104: 497: 98//Hs. 1 13052: A 
1222106 

R-NT2RP2003293//Human mRNA for KIAA0118 gene, part 
ial cds//9. le-44: 458: 74//Hs. 154326: D42087 
R-NT2RP2003295//Protein serine/threonine kinase st 
k2//0. 31: 321: 57 1 IBs. 1087: L20321 
R-NT2RP2003297//ESTs//3. Oe- 15: 118: 87//Hs. 16621: AA0 
98874 

R-NT2RP2003308//ESTs, Moderately similar to CROOK 
ED NECK PROTEIN [Drosophi la mel anogaster] //4.8e- 10 
9:553:96//Hs.26089:AA195126 
R-NT2RP2003329//ESTs//0. 99: 208: 62//Hs. 143607: AI 424 
948 

R-NT2RP2003339//ESTs//l. 3e-85: 441: 96//Hs. 24115: N32 
618 

R-NT2RP2003347//ESTs//1.5e-70:365:96//Hs. 155773: AI 
312825 

R-NT2RP2003367//EST//5. 8e-80: 376: 100//Hs. 112500: AA 
599014 

R-NT2RP2003391//ESTs//2. 8e-98: 484: 97//Hs. 5842: AA53 
4476 

R-NT2RP2003393//ESTs//2. Oe-96: 510: 93//Hs. 75844: AA1 
15502 

R-NT2RP2003394//EST//5. 2e-06: 264: 63//Hs. 144234: W52 
249 

R-NT2RP2003401//ESTs//6. le-25: 161:90//Hs. 155360: AA 
984683 

R-NT2RP2003433//ESTS, Highly similar to PROTEIN T 
RANSP0RT PROTEIN SEC61ALPHA SUBMIT [Canis familia 
ri s] III . 2e- 106: 508: 98//Hs. 131840: AI 016073 
R-NT2RP2003445//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//5.6e 
-21: 161 :70//Hs. 43153: N22360 
R-NT2RP2003446//ESTs, Weakly similar to C27H6.4 
[C. el egans] IIS. Oe- 105: 529: 96//Hs. 8055: W60903 
R-NT2RP2003456//ESTS//7. 5e-96: 449: 99//Hs. 25362: AI 2 
77332 

R-NT2RP2003480//ESTs//l . 6e- 1 16: 583: 96//Hs. 59757: AA 
176121 

R-NT2RP2003499//ESTs, Weakly similar to elastin li 
ke protein [D.melanogaster]//7.0e-71:365:95//Hs. 10 
1056: R52777 

R-NT2RP2003506//ESTs, Weakly similar to 0RF YPL207 
w [S. cerevi si ae] III. 3e- 115: 577: 96//Hs. 16277: N36831 
R-NT2RP2003511//ESTs//l. 6e-22: 182: 85//Hs. 28249: AA2 
03733 
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R-NT2RP2003513//Human mRNA for KIAA0270 gene, part 
i al cds//l . 3e- 108: 566: 94//Hs. 78482: Y16270 
R-NT2RP2003517//Platelet-derived growth factor bet 
a polypeptide (simlansarcoma viral (v-sis) oncogen 
e homolog)//4.9e-62:518:79//Hs. 1976:112783 
R-NT2RP2003522//ESTs//2. 0e-97: 462: 99//Hs. 24512: D60 
170 

R-NT2RP2003533//ESTs//4. 4e-45: 273: 78//Hs. 140225: AA 
704101 

R-NT2RP2003543//EST//1 . 0: 80: 68//Hs. 65646: F13684 10 
R-NT2RP2003559//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINCENTRY !!!! [H. sapiens]//!. 8e 
-58: 316: 94//Hs. 28891: W72439 
R-NT2RP2003564//ESTs//3. 2e- 112: 528: 99//Hs. 53940: N4 
6696 

R-NT2RP2003581//ESTs//l . 3e-88: 506: 93//Hs. 16157: AA2 
03719 

R-NT2RP2003596//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//4.7e-101:495:98//Hs.34 
627:AA126463 20 
R-NT2RP2003604//Homo sapiens alpha-catenin related 
protei n (ACRP) mRNA, compl ete cds//l . 7e- 103: 501 : 97 
//Hs. 58488: U97067 

R-NT2RP2003629//EST//0. 032: 440: 59//Hs. 135297: AI 038 
981 

R-NT2RP2003643//ESTs, Weakly similar to HYPOTHETIC 
AL 14.1 KD PROTEIN INMURZ-RPON INTERGENIC REGION 
[E. col i ] //9. le-62: 359: 92//Hs. 12492: AA203188R-NT2RP 
2003668//EST//9. 4e- 1 10: 535: 97//Hs. 1 16279: AA628951 
R-NT2RP2003687//EST//5. 9e-05: 196: 65//Hs. 139064: AA1 30 
35523 

R-NT2RP2003691//ESTs, Weakly similar to F59C6.9 
[C. el egans] //l . 0: 202: 62//Hs. 65539: AI 148540 
R-NT2RP2003702//ESTs, Moderately similar to ovaria 
n-specific protein [R.norvegicus]//4.3e-99:492:96/ 
/Hs. 93332: AA81 1920 

R-NT2RP2003704//ESTs//l. 0: 155: 63//Hs. 104166: AA7402 
46 

R-NT2RP2003706//Homo sapiens mRNA for KIAA0525 pro 
tein, partial cds//8. 4e-47: 265: 93//Hs. 78494: AB01 10 40 
97 

R-NT2RP2003713//EST//0. 81: 210: 59//Hs. 14551: T79401 
R-NT2RP2003714//ESTs//l. 7e-99: 495: 96//Hs. 158101: AI 
365003 

R-nnnnnnnnnnnn//Human 19.8 kDa protein mRNA, compl 
ete cds//0. 84: 221: 60//Hs. 2384: U18914 
R-NT2RP2003737//ESTs, Highly similar to UBIQUITIN 
-CONJUGATING ENZYME E2-17 KD [Caenorhabditis elega 
ns]//2. 4e-50: 302: 90//Hs. 19196: W74577 
R-NT2RP2003751 50 
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R-NT2RP2003760//ESTs//2. 6e-101: 548: 93//Hs. 115987: A 
A483808 

R-NT2RP2003764//ESTs//8. 2e-25: 134: 98//Hs. 64036: AA1 
27709 

R-NT2RP2003769//ESTs//l. 7e-108: 545: 95//Hs. 56847: AA 
541606 

R-NT2RP2003770//Homo sapiens sperm acrosomal prote 
in mRNA, complete cds//6.0e-106:531:96//Hs.90436:A 
F047437 

R-NT2RP2003777//ESTs//2. 6e-59: 323: 94//Hs. 10101: AI 3 
81811 

R-NT2RP2003781//ESTs//2. 0e-25: 269: 75//Hs. 144951: N3 
4836 

R-NT2RP2003793//ESTs//8. 7e-94: 466: 97//Hs. 93949: AA7 
82955 

R-NT2RP2003840//ESTs//3. 4e-97: 533: 93//Hs. 16130: AA1 
95077 

R-NT2RP2003857//H. sapiens mRNA for G9a//2.8e-23:35 
1:65//Hs. 75196: X69838 

R-NT2RP2003859//ESTS//3. 0e-07: 96: 81//Hs. 153262: AA5 
51124 

R-NT2RP2003871//ESTS//1. 9e- 102: 509: 97//Hs. 25726: AA 
430167 

R-NT2RP2003885//ESTs//l . Oe- 102: 502: 97//Hs. 36353: AA 
702341 

R-NT2RP2003912//EST//1. 2e-38: 336: 76//Hs. 134975: AI0 
94611 

R-NT2RP2003952//Homo sapiens DNA- binding protein 
(CROC- IB) mRNA, complete cds//0.90: 190:60//Hs. 7587 
5: U49278 

R-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquit 
in specific protease, complete cds//7.6e-116:568:97 
//Hs. 35086: AB014458 

R-NT2RP2003976//Homo sapiens mRNA for KIAA0447 pro 
tein, complete cds//3.6e- 109: 540: 97//Hs. 7302: AB007 
916 

R-NT2RP2003981//Homo sapiens mRNA for KIAA0804 pro 
tein, partial cds//2. 5e- 115: 568: 96//Hs. 7316: AB0183 
47 

R-NT2RP2003984 

R-NT2RP2003986//ESTs//4. 9e-36: 272: 82//Hs. 158268: AA 
738087 

R-NT2RP2003988//ESTs, Weakly similar to reverse tr 
anscriptase [H. sapiens]//3. 2e-110: 519: 99//Hs. 3609 
3: Al 149968 

R-NT2RP2004014//ESTs//8. 4e- 102: 483: 99//Hs. 22867: AI 
417478 

R-NT2RP2004041 

R-NT2RP2004042//ESTs//l. 5e-105: 466: 97//Hs. 7296: N29 
706 
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R-nnnnnnnnnnnn//ESTs//1.4e-110: 559:96//Hs. 71916: AA 
219699 

R-NT2RP2004081//ESTs//3. 7e- 105: 503: 98//Hs. 27542: AA 
977204 

R-NT2RP2004098//EST//7. 3e-26: 203: 87//Hs. 21897: R414 
61 

R-NT2RP2004124//ESTs//L le-83: 435: 95//Hs. 43299: N23 
036 

R-NT2RP2004142//EST//1 . 3e-06: 165: 65//Hs. 146742: AI 1 
47500 10 
R-NT2RP2004152//ESTs//7. 0e-98: 455: 100//Hs. 17731: AI 
342241 

R-NT2RP2004165//ESTs, Highly similar to DYNEIN BE 
TA CHAIN, CILIARY [Anthocidaris crassispina]//1.0e 
- 1 18: 583: 97//Hs. 16520: AI 224533 
R-NT2RP2004170//ESTs//6. 7e-66: 407: 88//Hs. 157138: AI 
348544 

R-NT2RP2004172//ESTs//l . 5e- 109: 567: 95//Hs. 159091 : A 
A033974 

R-NT2RP2004187//ESTs//3. 6e-92: 488: 93//Hs. 22954: W26 20 
589 

R-NT2RP2004194//ESTs//6.2e-114: 585:95//Hs. 18778: AA 
203167 

R-NT2RP2004196 

R-NT2RP2004207//ESTs//6. 3e- 102: 488: 98//Hs. 22678: AA 
604756 

R-NT2RP2004226//ESTs//8. 8e- 18: 252: 71//Hs. 1 1924: W26 
972 

R-NT2RP2004232//ESTs, Highly similar to protein ki 
nase C mu [H. sapiens]//5. 2e-105: 499: 98//Hs. 143460: 30 
AA483305 

R-NT2RP2004239//ESTs//1.2e-16: 171:80//Hs. 16134: AA2 
03116 

R-NT2RP2004240//Homo sapiens antigen NY-C0-1 (NY-C 
0-1) mRNA, complete cds//3. 4e- 103: 530: 93//Hs. 5490 
0:AF039687 

R-NT2RP2004242//ESTs//l. 3e-85: 460: 93//Hs. 104535: AA 
211483 

R-NT2RP2004245//ESTs//6.4e-117: 575:97//Hs. 23744: AA 
035744 40 
R-NT2RP2004270//ESTs//l .0:95: 69//Hs. 141371 : H92187 
R-NT2RP2004300//ESTs//4. 4e-80: 379: 99//Hs. 130874: AA 
905056 

R-NT2RP2004316//Homo sapiens ECT-like protein 2 (E 
XTL2) mRNA, complete cds//4.7e-110: 544: 96//Hs. 6115 
2:AF000416 

R-NT2RP2004321//ESTs//2. le-18: 104:99//Hs. 107207: AA 
044788 

R-NT2RP2004339//EST//1. 4e-47: 309: 86//Hs. 161917: AA4 
83223 50 



2002-191363 
4090 

R-NT2RP2004347 

R-NT2RP2004364//ESTs//l. le-113: 566: 96//Hs. 25880: AI 
268173 

R-NT2RP2004365//ESTs//0. 022: 271 : 62//Hs. 38897: AI 129 
310 

R-NT2RP2004366//ESTs//9. 5e-71: 335: 100//Hs. 91867: AI 
218624 

R-NT2RP2004373//ESTs//4. 2e-25: 172: 87//Hs. 83243: N32 
192 

R-NT2RP2004389//ESTs, Highly similar to HYP0THETI 
CAL 70.7 RD PROTEIN F09G8.3 IN CHROMOSOME III [Cae 
norhabdi ti s el egans] III . 4e- 1 1 : 108: 82//Hs. 30490: AA1 
46916 

R-NT2RP2004392//ESTs//3. 4e-81: 427: 94//Hs. 5827: AA58 
1646 

R-NT2RP2004396//EST//5. 6e-06: 100: 77//Hs. 138623: H92 
473 

R-NT2RP2004399//EST//0. 98: 337: 59//Hs. 118446: N67900 
R-NT2RP2004400//ESTs//2. le-90: 422: 100//Hs. 152460: A 
A602921 

R-NT2RP2004412//ESTs//l . 4e- 105: 503: 98//Hs. 15929: AA 
403121 

R-NT2RP2004425//EST//0. 00017: 225: 60//Hs. 146935: AI 1 
68124 

R-NT2RP2004476//ESTs//l. 4e-88: 477: 94//Hs. 4859: N296 
95 

R-NT2RP2004490//Homo sapiens 3-phosphoinositide de 
pendent protein kinase-1 (PDK1) mRNA, complete cds 
IIS. 6e-34: 143: 98//Hs. 154729: AF017995 
R-NT2RP2004512//ESTs//2. 6e-91 : 426: 100//Hs. 94133: AI 
270700 

R-NT2RP2004523//ESTs//L 6e-74: 377: 97//Hs. 14217: R61 
320 

R-NT2RP2004538//Thromboxane A2 receptor//1.4e-45:2 
79: 89//Hs. 89887: D38081R-NT2RP2004551//ESTs//0. 47: 1 
47:66//Hs. 131519: AI 024347 

R-NT2RP2004568//ESTs//l. 3e-107: 567: 94//Hs. 65234: AA 
195470 

R-NT2RP2004580//ESTs//5. 9e-29: 156: 98//Hs. 147801: AI 
221661 

R-NT2RP2004587//ESTs//l . Oe- 102: 495: 97//Hs. 91662: AA 
781126 

R-NT2RP2004594//ESTs//4. le-56: 298: 95//Hs. 24641: AA9 
54666 

R-NT2RP2004600//ESTs//4. 8e-67: 374: 93//Hs. 49762: N69 
862 

R-NT2RP2004602//ESTS, Weakly similar to !!!! ALU S 
DBFAMILY J WARNING ENTRY !!!! [H. sapiens] IIL 5e-0 
7: 149: 76//Hs. 12845: N28835 

R-NT2RP2004614//ESTs//l . Oe- 1 1 1 : 557: 96//Hs. 37892: N5 
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R-NT2RP2004655//Homo sapiens mRNA for leucine rich 
protein//2. 4e-118: 587: 96//Hs. 5198: AJ006291 
R-NT2RP2004664//Homo sapiens mRNA for KIAA0460 pro 
tei n, parti al cds//5. 9e- 107: 520: 96//fls. 29956: AB007 
929 

R-NT2RP2004675//ESTs//2. 7e-82: 407: 97//fls. 116113: Fl 
8930 

R-NT2RP2004681//NUCLE0LIN//0. 34: 387: 58//Hs. 79110: 1 
60858 10 
R-NT2RP2004689//Homo sapiens mRNA for KIAA0625 pro 
tein, partial cds//5. Oe- 120: 600: 96//Hs. 154919: AB01 
4525 

R-NT2RP20Q4709//ESTs//l . le- 106: 51 1 : 98//Bs. 38034: AI 
149793 

R-NT2RP2004710//ESTS//9. 9e-87: 477: 93//Bs. 6834: AA20 
3433 

R-NT2RP2004736//Homo sapiens mRNA for KIAA0478 pro 
tein, complete cds//1.3e-118: 594: 96//Hs. 4236: AB007 
947 20 
R-NT2RP2004743//ESTs//2. le-48: 327: 88//Hs. 43635: AA4 
47015 

R-NT2RP2004767//EST//4. 0e-57: 328: 81//Hs. 142796: N51 
423 

R-NT2RP2004775//ESTs//9. 4e-60: 326: 94//Hs. 1 15339: AA 
136774 

R-NT2RP2004791//ESTs//3. 2e-82: 367: 96//Hs. 141911: N6 
4013 

R-NT2RP2004799//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunlt (SCS) mRNA, partial c 30 
ds//8. Oe- 1 16: 564: 96//fls. 40820: AF058953 
R-NT2RP2004802//ESTs//6. 5e-l 11: 586: 94//Hs. 90375: W7 
4579 

R-NT2RP2004816//Homo sapiens H beta 58 homolog mRN 
A, complete cds//8.7e- 120: 584: 97//Hs. 67052: AF05417 
9 

R- NT2RP200484 1 //EST//3 . 8e-31: 323: 74//Hs. 147714: AI2 
19906 

R-NT2RP2004861//EST//0. 92: 147: 63//Bs. 23064: R20803 
R-NT2RP2004897//ESTs//l. 7e-46: 390: 80//Hs. 139225: H9 40 
6567 

R-NT2RP2004936//EST//0. 97: 176: 63//Hs. 137436: AA2805 
29 

R-nnruinnnnnnnn//ESTs//0. 059: 137: 64//Bs. 144109: AI 34 
5543 

R-NT2RP2004961//ESTs//1.8e-87:409: 100//fls. 138297:A 
A781941 

R-NT2RP2004962//ESTs//0. 0021 : 292: 59//Hs. 145917: AI 2 
75458 

R-NT2RP2004967//Buman mRNA for KIAA0118 gene, part 50 
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ial cds//7. 4e-51: 506: 75//Hs. 154326: D42087 
R-NT2RP2004978//ESTs//0. 95: 138: 63//Hs. 13619: W93496 
R-NT2RP2004982//ESTs//7. 8e-95: 468: 97//Hs. 22545: R43 
910 

R-NT2RP2004985 

R-NT2RP2004999//ESTs//2. 9e-94: 450: 98//Hs. 128766: AI 
419902 

R-NT2RP2005000 

R-NT2RP2005001//Homo sapiens mRNA for KIAA0615 pro 
tein, compl ete cds//9. 6e- 1 13: 577: 95//Hs. 155972: ABO 
14515 

R-NT2RP2005003//EST//1. 3e-75: 387: 96//Hs. 140843: R42 
235 

R-nminnnnnnnnn//Homo sapiens SEC63 (SEC63) mRNA, c 
omplete cds//3. le-116: 568: 97//Hs. 31575: AF100141 
R-NT2RP2005018//ESTs//7. 5e-46: 280: 90//fls. 126857: AA 
932161 

R-NT2RP2005020//ESTs//l . 6e- 105: 554: 94//Hs. 14846: AA 
148507 

R-NT2RP2005031//EST//3. le-79: 379: 99//Hs. 139709: AA2 
27887 

R-NT2RP2005037//ESTS//5. 3e- 102: 551 : 93//Hs. 26516: AA 
195220 

R-NT2RP2005038//ESTs//5. 8e- 101 : 566: 92//fls. 46964: N4 
9757 

R-NT2RP2005108 

R-NT2RP2005116//Homo sapiens mRNA for KIAA0664 pro 
tein, partial cds//2. 7e-105: 518: 97//Hs. 22616: AB014 
564 

R-NT2RP2005126//H. sapiens mRNA for RNA helicase (M 
yc-regulated dead boxprotein)//4.6e-69:464:85//Hs. 
100555: X98743 

R-NT2RP2005139//ESTs//l. 0e-108: 545: 95//Hs. 21006: AA 
523383 

R-NT2RP2005140//ESTs//4. 3e-90: 422: 99//Hs. 62180: AI 3 
41261 

R-NT2RP2005144//ESTS//0. 91: 162: 62//Hs. 52399: AI0757 
44 

R-NT2RP2005147//ESTs//4. 6e- 100: 502: 96//Hs. 27931: AA 
633438 

R-NT2RP2005159//ESTs//7. 5e- 105: 533: 95//Hs. 109819: A 
1357582 

R-NT2RP2005162//ESTs//6. 6e-83: 419: 96//Hs. 113998: H5 
0648 

R-NT2RP2005168//Hano sapiens mRNA for ElB-55kDa-as 
sociated protein//2.4e-101:513:95//fls. 155218: AJ007 
509 

R-NT2RP2005204//ESTs, Weakly similar to UBI QUI TIN- 
ACTIVATING ENZYME El HOMOLOG [H.sapiens]//1.9e-ll 
5: 577: 96//Hs. 7600: H98166 
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R-NT2RP2005227//Homo sapiens LIM protein mRNA, coo 
plete cds//l. Oe-45: 359: 82//Hs. 154103: AF061258 
R-NT2RP2005239//ESTs, Highly similar to NIFS-LIKE 
54.5 RD PROTEIN [Saccharomyces cerevisiae]//1.0e- 
47: 245: 97//Hs. 21090: AA418587 
R-NT2RP2005254//ESTs//3. 3e- 1 1 1 : 581 : 94//Hs. 22549: AA 
524503 

R-NT2RP2005270//ESTs, Highly similar to HYP0THETI 
CAL 67.6 RD PROTEIN ZK637.3 IN CHROMOSOME III [Cae 
norhabditis elegans]//l. le-79: 412: 95//Hs. 23047: N66 10 
596 

R-NT2RP2005276//ESTs//4. 6e-85: 426: 96//Hs. 24550: AA3 
16272 

R-NT2RP2005287//ESTs//l . 7e- 109: 565: 94//Hs. 61976: AI 
279001 

R-NT2RP2005288//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds//2.4e-125:594:98// 
Hs. 27007: AF060219 

R-NT2RP2005289//Homo sapiens mRNA for XPR2 protein 
//4. 9e- 112: 545: 96//Hs. 44766: AJ007590 20 
R-NT2RP2005293//ESTs//5. le- 116: 538: 99//Hs. 62180: AI 
341261 

R-NT2RP2005315//ESTs//l. 4e-82: 415: 97//Hs. 155829: AA 
018338 

R-NT2RP2005325//Human UM-homeobox domain protein 
(hLH-2) mRNA, completecds//2.5e-45: 272:91//Hs. 156 
9:U11701 

R-NT2RP2005336//ESTs//l. 9e-93: 444: 99//Hs. 110966: AA 
151699 

R-NT2RP2005344//Homo sapiens GDP-L-fucose pyrophos 30 
phorylase (GFPP) mRNA, complete cds//0. 011: 463: 58// 
Hs. 150926: AF017445 

R-NT2RP2005354//ESTs//7. 2e-22: 148: 91//Hs. 153783: HI 
4544 

R-NT2RP2005360//ESTs//0. 048: 225: 60//Hs. 7602: AA0992 
47 

R-NT2RP2005393//Homo sapiens mRNA for KIAA0761 pro 
tein, partial cds//2.9e-41: 248: 82//Hs. 93121: AB0183 
04 

R-NT2RP2005407//ESTs, Weakly similar to 0SH1 PR0TE 40 
IN [Saccharomyces cerevisiae]//2.5e-75:461:88//Hs. 
70849: AA121697 

R-NT2RP2005436//ESTs, Weakly similar to HYPOTHETIC 
AL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II [C.ele 
gans] //8. le-96: 491 : 95//Hs. 7194: AI 185631 
R-NT2RP2005441//ESTs//l. le- 110: 548: 96//Hs. 5209: AA7 
80068 

R-NT2RP2005453//ESTs//0. 94: 352: 58//Hs. 25870: H14423 
R-NT2RP2005457//ESTs//2. le-46: 236: 97//Hs. 19522: AA9 
75096 50 
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R-NT2RP2005464//ESTs//l. 8e-72: 349: 99//Hs. 44045: N51 
307 

R-NT2RP2005465//ESTs//0. 0058: 322: 58//Hs. 127009: AI 3 
78936 

R-NT2RP2005472//ESTs//0. 47: 309: 60//Hs. 144838: AI 222 
019 

R-NT2RP2005476//ESTs//5. le-40: 205: 98//Hs. 101577: AI 
168526 

R-NT2RP2005490//ESTs//l . 3e-70: 364: 96//Hs. 134382: AA 
083573 

R-NT2RP2005491//EST//0. 012: 220: 60//Hs. 144448: AA812 
455 

R-NT2RP2005495//ESTs//l. 2e-86: 501: 91//Hs. 99445: R93 
540 

R-NT2RP2005496//ESTs//3. 2e-34: 263: 81//Hs. 70279: AA7 
57426 

R-NT2RP2005498//ESTs, Highly similar to PROTEIN P 
HOSPHATASE PP2A, 55 KDREGULATORY SUBUNIT, NEURONAL 
ISOFORM [Oryctolagus cuniculus]//2.3e-45:284:88// 
Hs. 85752: AI 138993 

R-NT2RP2005501//ESTs//2. 5e-84: 404: 98//Hs. 143812: AI 
141755 

R-NT2RP2005509//ESTs, Highly similar to HYPOTHETI 
CAL 37.2 KD PROTEIN C12C2.09C IN CHROMOSOME I [Sch 
izosaccharomyces pombe]//8. 2e-36: 215: 92//Hs. 5298: A 
A725071 

R-NT2RP2005520//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds//3.2e-110:5 
70: 94//Hs. 119023: AF092563 

R-NT2RP2005525//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY SQ WARNING ENTRY !!!! [H. sapiens]//!. 3e- 8 
4: 433: 95//Hs. 36942: AA524535 
R-NT2RP2005531//EST//0. 98: 64: 70//Hs. 146573: AI 13985 
6 

R-NT2RP2005539//Homo sapiens mRNA for NSl-binding 
protei n (NS1-BP) //8. 8e- 108: 560: 94//Hs. 159597: AJ012 
449 

R-NT2RP2005540//Homo sapiens mRNA for KIAA0494 pro 
tei n, compl ete cds//l . 7e- 1 15: 583: 96//Hs. 62515: ABOO 
7963 

R-NT2RP2005549//EST//0. 61: 111: 62//Hs. 147482: AI2155 
72 

R-NT2RP2005555//ESTs//6. 6e- 108: 507: 99//Hs. 68613: AI 
357567 

R-NT2RP2005557//ESTs//3. le-105: 495: 99//Hs. 105985: A 
A885169 

R-NT2RP2005581//ESTs//l . 7e-79: 445: 92//Hs. 138152: HO 
3240 

R-NT2RP2005600//ESTs//l. 3e-38: 192: 100//Hs. 48329: W9 
2733 
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R-NT2RP2005605//ESTs//7. 6e-87: 409: 99//Hs. 45005: AA9 
75060 

R-NT2RP2005620//ESTs//2. 9e-96: 463: 97//Hs. 7407: AI 37 
6788 

R-NT2RP2005622//ESTs//l . 8e- 104: 497: 98//Hs. 22595: AA 
394229 

R-NT2RP2005637//EST//2.5e-20: 163: 71//Hs. 161164: AI4 
18211 

R-NT2RP2005640//ESTs//5. 0e-99: 473: 98//Hs. 23467: AA7 
08740 10 
R-NT2RP2005645//ESTs//9. 5e-23: 231: 77//Hs. 5534: AA19 
5173 

R-NT2RP2005651//ESTs, Highly similar to XFIN PROT 
EIN [Xenopus 1 aevis]//2.9e- 103: 525 :96//Hs. 70589 :AA 
868470 

R-NT2RP2005654//Insulin-like growth factor binding 
protein 2//0. 94: 223: 60//Hs. 162: XI 6302 
R-NT2RP2005669//Homo sapiens nitrilase 1 (NIT1) mR 
NA, compl ete cds//2. 7e- 14: 87: 100//Hs. 146406: AF0699 
87 20 
R-NT2RP2005675//Homo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds//5.8e-91:434:98// 
Hs. 25664: AF089814 

R-NT2RP2005683//ESTs//l . 5e-98: 494: 96//Hs. 22595: AA3 
94229 

R-NT2RP2005690//ESTs//4. 8e-43: 286: 86//Hs. 150727: AI 
292236 

R-NT2RP2005694//EST//3. le-82: 386: 100//Hs. 149391: AI 
273643 

R-NT2RP2005701//ESTs, Highly similar to BUTYR0PHI 30 
LIN PRECURSOR [Bos taurus]//2.8e-68:376:93//Hs.909 
5:AA532630 

R-NT2RP2005712//Homo sapiens mRNA for KIAA0799 pro 
tein, partial cds//1.3e-105: 503: 98//Hs. 61638: AB018 
342 

R-NT2RP2005719//ESTs, Weakly similar to GPI-anchor 
ed protein pl37 precursor [H.sapiens]//5.4e-105:50 
0:98//Hs. 14298: AI 417523 

R-NT2RP2005722//EST//6. 5e-76: 395: 94//Hs. 142150: AA2 
23982 40 
R-NT2RP2005723//ESTs//l. 5e-84: 452: 93//Hs. 91753: R44 
455 

R-NT2RP2005726//ESTs//3. 5e-64: 500: 82//Hs. 100526: AI 
223153 

R-NT2RP2005741//ESTs//4. 7e-60: 333: 93//Hs. 107242: R4 
0258 

R-NT2RP2005748//ESTs//3. 4e- 102: 498: 97//Hs. 82660: N7 
8064 

R-NT2RP2005752//Homo sapiens TNFR-related death re 
ceptor-6 (DR6) mRNA, complete cds//4.3e-42:223:96/ 50 



&m 2002-191363 
4096 

/Hs. 159651 :AF068868 

R-NT2RP2005753//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds//1.2e-104:494:98//Hs. 
26285: AF082516 

R-NT2RP2005763//ESTs//l. le-97: 456: 99//Hs. 65412: AI 3 
62163 

R-NT2RP2005767//ESTs//8. Oe-38: 204: 96//Hs. 18460: AA1 
93463 

R-NT2RP2005773//ESTs, Highly similar to PYRR0UNE 
-5-CARB0XYLATE REDUCTASE [Homo sapiens]//5.4e-112: 
559:96//Hs. 14214: AI 189379 

R-NT2RP2005775//ESTs, Highly similar to NEUR0LYSI 
N PRECURSOR [Sus scrofa] //3.0e- 108: 544 :96//Hs. 2215 
1: AI 214321 

R-NT2RP2005781//ESTs//l . 7e-43: 217: 99//Hs. 144391 : AA 
365664 

R-NT2RP2005784//EST//0. 0071: 217: 60//Hs. 117332: AA69 
9724 

R-NT2RP2005804//ESTS//8. 8e-107: 512: 98//Hs. 15496: W4 
4398 

R-NT2RP2005812//ESTs//9. Oe-76: 359: 99//Hs. 1 13937: AI 
298746 

R-NT2RP2005815//ESTs//5. 5e-76: 363: 99//Hs. 136230: AA 
594981 

R-NT2RP2005835//ESTs//l. 5e-100: 541: 94//Hs. 86813: N2 
5122 

R-NT2RP2005841//ESTs//2. 8e-105: 556: 92//Hs. 69993: AA 
628403 

R-NT2RP2005853//EST//2. Oe-13: 219: 70//Hs. 134016: AI0 
76062 

R-NT2RP2005857//ESTs//l . Oe- 115: 576: 96//Hs. 30663: AI 
338462 

R-NT2RP2005859//ESTs//7. 3e-116: 571:97//Hs. 85986: AA 
195105 

R-NT2RP2005868//EST//0. 00023: 320: 61//Hs. 149689: AI 2 
84133 

R-NT2RP2005890//ESTs//l. Oe-96: 466: 98//Hs. 122579: AA 
766315 

R-NT2RP2005901//ESTs//8. 3e- 116: 548: 98//Hs. 66296: AI 
125268 

R-NT2RP2005908//ESTs, Weakly similar to weakly sim 
ilar to gastrula zincfinger protein [C.elegans]// 
2. 4e-73: 397: 94//Hs. 16667: T92427 
R-NT2RP2005933//ESTs, Highly similar to nucleopori 
n p54 [R.norvegicus]//2.8e- 114: 560: 97//Hs. 9082: AA8 
73170 

R-NT2RP2005942//ESTs//5. 6e- 1 17: 582: 96//Hs. 1461 23: A 
1338419 

R-NT2RP2005980//ESTs//6. 9e< 101 : 478: 98//Hs. 43145: AA 
776988 



(2050) 

4097 

R-NT2RP2006023//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//8.5e-51:398:80//Hs. 113283: AFO 18080 
R-NT2RP2006038//ESTs//0. 025: 284: 59//Hs. 97852: AA404 
347 

R-NT2RP2006043//ESTs, Weakly similar to HYPOTHETIC 
AL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II [C.ele 
gans]//l. 2e-50: 278: 94//Hs. 7194: AI 185631 
R-NT2RP2006052//ESTs//5. Oe-52: 272: 95//Hs. 99545: AA4 
61492 

R-NT2RP2006069//ESTs//l . 8e-90: 495: 93//Hs. 43654: AA5 10 
22714 

R-NT2RP2006071//ESTs//l. 5e-38: 218:94//Hs. 107882:W7 
2093 

R-NT2RP2006098//ESTs//2. 9e- 105: 540: 95//Hs. 26860: N5 
6918 

R-NT2RP2006100//Human organic anion transporting p 
olypeptide (OATP) mRNA, complete cds//0. 031: 254:62 
//Hs. 46440: U21943 

R-NT2RP2006103//ESTs//l. 5e-86: 416:98//Hs. 1521 14: AA 
401365 20 
R-NT2RP2006141//ESTs//5. 3e-88: 432: 98//Hs. 77480: AA1 
00522 

R-NT2RP2006166//Homo sapiens LIM protein mRNA, com 
plete cds//2. 8e-17: 255: 72//Hs. 154103: AF061 258 
R-NT2RP2006184//ESTs//8. 4e- 101 : 487: 98//Hs. 58009: W6 
9435 

R-NT2RP2006186//Homo sapiens mRNA for RIAA0654 pro 
tein, partial cds//6. le- 110: 553: 95//Hs. 109299: AB01 
4554 

R-NT2RP2006196//Human clone 23960 mRNA sequence// 30 
0. 0037: 48: 100//Hs. 151293: U79276 
R-NT2RP2006200//ESTs//6. 5e-77: 398: 96//Hs. 163953: RO 
1398 

R-NT2RP2006219//H. sapiens mRNA for DGCR6 protein// 
1. 2e-94: 532:90//Hs. 153910: X96484 
R-NT2RP2006237//ESTs//l. 2e-57: 305: 95//Hs. 86149: AI3 
41312 

R-NT2RP2006238//ESTs, Highly similar to rA8 [R.nor 
vegicus]//l. 5e-29: 183: 91//Hs. 4048: AA404253 
R-NT2RP2006258//ESTs//3. 2e-87: 462: 94//Hs. 141556: N4 40 
9928 

R-NT2RP2006261//ESTs//3. 4e-57: 326: 92//Hs. 22523: W02 
999 

R-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, c 
ompl ete cds//4. 7e-96: 481 : 97//Hs. 3404: AF035262 
R-NT2RP2006320//EST//3. 4e-21: 335: 65//Hs. 141603: N66 
015 

R-NT2RP2006321//ESTs, Moderately similar to karyop 

herin beta 3 [H. sapi ens] //1.9e-89: 460: 96//Hs. 2188 

9: N78664 50 
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R-NT2RP2006323//ESTs//3. 5e-91: 439: 98//Hs. 61697: AIO 
81771 

R-NT2RP2006333//ESTs//4. 9e-38: 301: 82//Hs. 155999: AA 
196412 

R-NT2RP2006334//EST//3. le-45: 264: 91//Hs. 149599: AI2 
82321 

R-NT2RP2006365//ESTs//2. 9e-81: 417: 95//Hs. 11814: W44 
411 

R-NT2RP2006393//Cytochrome P450, subfamily I (arom 
atic compound- inducible), polypeptide 2//3.9e-48:4 
03:77//Hs. 1361:M55053 

R-NT2RP2006436//Homo sapiens mRNA for small GTP-bi 
nding protein, complete cds//1.4e-27:155:76//Hs.ll 
5325:084488 

R-NT2RP2006441//ESTs//6. Oe- 108: 529: 97//Hs. 101282: N 
45092 

R-NT2RP2006454//ESTs//9. 2e-20: 110: 99//Hs. 144687: AI 
341146 

R-NT2RP2006456//ESTs//7. le-91: 508: 92//Hs. 12488: W63 
595 

R-NT2RP2006464//Homo sapiens mRNA for AND-1 protei 
n//2. le- 109: 524: 97//Hs. 72160: AJ006266 
R-NT2RP2006467//EST//0. 99: 140: 61//Hs. 146958: AI 1744 
78 

R-NT2RP2006472//ESTs//3. 3e-92: 473: 95//Hs. 29216: AA9 
16679 

R-NT2RP2006534//ESTs//l. 2e-83: 394: 99//Hs. 162116: AA 
524947 

R-NT2RP2006554//ESTs//l. Oe-87: 460: 95//Hs. 47095: AA1 
81474 

R-NT2RP2006565//ESTs//3. 2e-24: 129: 100//Hs. 13499: AI 
299886 

R-NT2RP2006571//ESTs//2. 6e-56: 306: 94//Hs. 98370: AA3 
16622 

R-riniumnnniinnn//ESTs//2.0e-112: 533:98//Hs. 18685: AI 
393829 

R-NT2RP2006598//ESTs, Weakly similar to retinoid X 
receptor interactingprotein [M.musculus]//4. le-10 
9: 542: 97//Hs. 7889: AI337U2 

R-NT2RP3000002//ESTs//l. 3e-08: 399: 59//Hs. 126044: AI 
301598 

R-NT2RP3000031//Homo sapiens mRNA for hi stone deac 
etylase-like protein (JH21)//1. 9e-116: 560: 97//Hs. 6 
764: AJ01 1972 

R-NT2RP3000046//Small inducible cytokine A5 (RANTE 
S)//l. 9e-57: 312: 85//Hs. 155464: AF088219 
R-NT2RP3000047//EST//0. 91: 130: 66//Hs. 140208: AA7022 
!3 

R-NT2RP3000050//ESTs, Weakly similar to putative p 
150 [H. sapi ens] //3. le-41:249:90//Hs. 156155: AI 22220 
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R-NT2RP3000055//EST//2. 4e-19: 146: 86//Hs. 160497: AI2 
55095 

R-NT2RP3000072//ESTs//2. 2e-82: 424: 96//Hs. 21542: N49 
574 

R-NT2RP3000080//ESTs//2. le-29: 186:89//Hs. 153372: AA 
424029 

R-NT2RP3000085//ESTs//4. 5e- 101: 482: 98//Hs. 47649: AA 
838715 

R-NT2RP3000109//ESTs//9. 5e-97: 455: 99//Bs. 17731: AI3 10 
42241 

R-NT2RP3000134//EST//4. 7e-106: 497:99//Hs. 125531:AA 
884000 

R-NT2RP3000142//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds//1.2e-116: 578: 96//Hs. 13273: AB011 
164 

R-NT2RP3000149//ESTs//7. 7e-62: 361: 90//Hs. 6649: N934 
18 

R-NT2RP3000186 

R-NT2RP3000197//ESTs//l. 5e-75: 436: 91//Hs. 140931: R5 20 
1882 

R-NT2RP3000207//ESTs//l . 3e-98: 468: 98//Hs. 126908: AA 
933091 

R-NT2RP3000220//ESTs//2. 2e-27: 144:99//Hs. 106861: R6 
1306 

R-NT2RP3000233//EST//7. 8e-77: 368: 99//Hs. 49075: N648 
17 

R-NT2RP3000235//ESTs//0. 43: 82: 74//Hs. 132828: AI 0328 
•19 

R-NT2RP3000247//EST//2. 2e-97: 459: 99//fls. 127928: AA9 30 
69239 

R-NT2RP3000251 

R-NT2RP3000252//ESTs, Weakly similar to LpglSp [S. 
cerevisiae]//2. 0e-108: 532: 97//Bs. 111086: AI 379177 
R-NT2RP3000255//EST//0. 67: 93: 67//Hs. 120579: AA74307 
3 

R-NT2RP3000267//ESTs//8. 5e-108: 542: 95//Hs. 24984: AA 
534446 

R-NT2RP3000299//ESTs, Weakly similar to enhancer o 
f fomentation 1 [H.sapiens]//3.6e-103: 516:96//Hs. 40 
4894: AI 191323 

R-NT2RP3000312//ESTs//l. 3e-100: 493: 97//Hs. 29379: AI 
094117 

R-NT2RP3000320//ESTs//3. 2e-95: 538: 91//Hs. 1 18793: AA 
192438 

R-NT2RP3000324 

R-NT2RP3000333//ESTs//6. Oe-39: 194: 100//Hs. 119238: A 
A476267 

R-NT2RP3000341//ESTs//0. 51: 251: 61//Hs. 94090: AA7776 
89 50 
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R-NT2RP3000348//EST//1 . 8e-80: 389: 98//Hs. 145944: AI 2 
76225 

R-NT2RP3000350//ESTs, Weakly similar to LpglSp [S. 
cerevisiae]//3. le-110: 556:96//Hs. 111086: AI 379177 
R-NT2RP3000359//EST//4. 9e-61: 340: 92//Hs. 126495: AA9 
13741 

R-NT2RP3000361//ESTs, Weakly similar to PRE-MRNA S 
PUCING FACTOR PRP6 [S.cerevisiae]//4.8e-91:439:97 
//Hs. 31334: AI 144423 

R-NT2RP3000366//EST//0. 20: 392: 57//fls. 149652: AI 2833 
03 

R-NT2RP3000397//EST//8. 7e-26: 150: 94//Hs. 124617: AA8 
55106 

R-NT2RP3000403//Homo sapiens formin binding protei 
n 21 mRNA, complete cds//4.2e-lll: 529: 98//Es. 2830 
7:AF071185 

R-NT2RP3000418//EST//3. 3e-09: 202: 67//Hs. 1 17189: AA6 
82947 

R-NT2RP3000433 

R-NT2RP3000439//ESTs//3. le-79: 426: 92//Hs. 26548: W26 
340 

R-NT2RP3000441//ESTs//6. 3e-84: 420: 97//Bs. 137482: AA 
421254 

R-NT2RP3000449//ESTs//4. 9e-93: 435: 99//Hs. 54617: AI3 
79102 

R-NT2RP3000451//ESTs//2. 3e-89: 439: 97//Hs. 9196: AA74 
8492 

R-NT2RP3000456//Homo Sapiens (clone B3B3E13) chrom 
osome 4pl6.3 DMA fragment/71. 8e- 23: 347: 70//Hs. 1149 
63:L34408 

R-NT2RP3000484//Heparin cofactor II//0.98: 166:62// 
Hs. 1478:158600 

R-NT2RP3000487//ESTs//0. 012: 384: 60//Hs. 88684: AA885 
141 

R-NT2RP3000512//Homeo box B3//2. Oe-69: 377: 93//Hs. 4 
9931:X16667 

R-NT2RP3000526//ESTs//l . 6e-91 : 432: 99//Hs. 38042: AA1 
87151 

R-NT2RP3000527//ESTs//l . 2e- 100: 518: 94//Hs. 104557: A 
1078161 

R-NT2RP3000531//ESTs, Weakly similar to TH1 protei 
n [D,melanogaster]//0. 95: 85: 71//Hs. 5184: AA709151 
R-NT2RP3000542//ESTs//2. 6e-53: 375: 84//Hs. 44158: N30 
180 

R-NT2RP3000561//EST//1. le-13: 170: 75//Hs. 148421:AI1 
98036 

R-NT2RP3000562//Human mRNA for KIAA0233 gene, comp 
lete cds//0. 97: 141: 68//Hs. 79077: D87071 
R-NT2RP3000578//ESTs//2. 6e-68: 324: 100//Hs. 5445: AA7 
79447 
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R-NT2RP3000582//ESTs//2. le-25: 131:80//Hs. 152465: AA 
563785 

R-NT2RP3000584//ESTs//l. 8e-97: 460: 99//Hs. 120698: AI 
241511 

R-NT2RP3000590//ESTs//2. Oe-97: 453: 100//Hs. 105355: A 
A953817 

R-NT2RP3000592//ESTs//2. 8e-91: 432: 99//Hs. 144304: AI 
190916 

R-nnnnnnnnnnnn//Human mRNA for RIAA0314 gene, part 
ial cds//l. 5e-09: 447: 58//Hs. 155045: AB002312 10 
R-NT2RP3000599//ESTs//3. ( 8e-93: 437: 99//Hs. 23971: AA8 
29880 

R-NT2RP3000605//ESTs//4. 2e-lll: 554: 96//Hs. 40780: AA 
422049 

R-NT2RP3000622//ESTs//2. 0e-100: 473: 99//Hs. 11387: AI 
127394 

R-NT2RP3000624//ESTs, Weakly similar to KIAA0256 
[H. sapiens] //5. 4e-l 15: 545: 98//Hs. 4857: AI 090739 
R-NT2RP3000628//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//4.3e-49: 397: 80//Hs. 15519: AB018 20 
315 

R-NT2RP3000632//ESTs, Moderately similar to cyclin 
-selective ubiquitin carrier protein [H.sapiens]// 
6. 3e-92: 434: 99//Hs. 152517: AA719022 
R-NT2RP3000644//ESTs//l. Oe-44: 306: 84//Hs. 155498: W2 
7084 

R-NT2RP3000661//ESTs//3. le-95: 470: 97//Hs. 126069: W7 
6185 

R-NT2RP3000665//ESTs//3. 3e-95: 503: 94//Hs. 34313: W81 
185 30 
R-NT2RP3000685//ESTs//2. 7e-99: 515: 94//Hs. 9711: R608 
73 

R-NT2RP3000690//ESTs//3. 3e-88: 414: 99//Hs. 146589: AI 
085578 

R-NT2RP3000736 

R-NT2RP3000742//ESTs, Highly similar to 1-PH0SPHA 
TI DYLI N0SI T0L- 4 , 5- BI SPHOSPHATE PHOSPHODIESTERASE D 
ELTA 1 [Rattus norvegicus]//1.8e-07: 114: 75//Hs. 136 
065:W21960 

R-NT2RP3000753//ESTs//3. le-99: 461 : 100//Hs. 150901 : A 40 
1310447 

R-NT2RP3000759//ESTs//2. 0e-74: 384: 95//Hs. 104222: AA 
207243 

R-NT2RP3000815//ESTs//8. 5e-97: 455: 99//Hs. 158897: AI 
378583 

R-NT2RP3000825//EST//0. 0089: 343: 59//Hs. 42897: N2081 
0 

R-NT2RP3000826//EST//3. 4e-33: 342: 74//Hs. 162236: AA5 
51582 

R-NT2RP3000836//ESTs//6. 8e-24: 181 : 84//Hs. 134464 : AI 50 
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R-NT2RP3000841//ESTs//4. 5e-93: 491: 93//Hs. 23618: H98 
082 

R i NT2RP3000845//ESTs//2. 4e-88: 473: 93//Hs. 8312: AA81 
3022 

R-NT2RP3000847//ESTs//9. 3e-89: 460: 95//Hs. 154106: AI 
051657 

R-NT2RP3000850 

R-NT2RP3000852//Fibri 1 1 i n 2//0. 55: 237: 63//Hs. 7943 
2: U03272 

R-NT2RP3000859//ESTs//l. 4e-96: 509: 94//Hs. 7187: AA57 
6895 

R-NT2RP3000865//EST//4. 8e-23: 461: 66//Hs. 162088: AA5 
05741 

R-NT2RP3000868//ESTs//5. 4e-78: 430: 93//Hs. 102796: N7 
0837 

R-NT2RP3000869//ESTs//8. 5e-77: 397: 94//Hs. 84484: AIO 
14673 

R-NT2RP3000875//Mevalonate kinase//3. 8e-78: 531: 84/ 
/Hs. 75138: M88468 

R-NT2RP3000901//ESTs//2. le-95: 466: 97//Hs. 10647: AA4 
28217 

R-NT2RP3000904//ESTs//l . 6e- 79: 380: 99//Hs. 100850: AA 
479385 

R-NT2RP3000917//ESTs, Highly similar to mouse Dhml 
protein [M. musculus]//9. 5e-113: 566: 96//Hs. 5900: AA 
035728 

R-NT2RP3000919 

R-NT2RP3000968//40S RIB0S0MAL PROTEIN S15A//1.5e-2 
5:375:71//Hs.2953:X84407 

R-NT2RP3000980//ESTs//3. 3e-72: 364: 96//Hs. 9536: AA11 
4178 

R-NT2RP3000994//ESTS//3. 5e-lll: 537: 97//Hs. 21146: AA 
683542 

R-NT2RP3001004//ESTs//9. 6e-91: 456: 96//Hs. 58974: W87 
405 

R-NT2RP3001007//ESTs//6. 7e-99: 482: 97//Hs. 1 17737: AI 
088029 

R-NT2RP3001055//ESTs//0. 0012: 294: 60//Hs. 66479: AA86 
3044 

R-NT2RP3001057//ESTs, Highly similar to ZINC FING 
ER PROTEIN HF.12 [Homosapiens]//5.6e-102:486: 99//H 
s. 145956: AA007349 

R-NT2RP3001081//Retinal pigment epithelium-specifi 
c protein (65kD)//0. 0012: 447: 58//Hs. 2133: U18991 
R-NT2RP3001084//ESTs//4. 3e- 102: 528: 96//Hs. 25277: W8 
7874 

R-NT2RP3001096//ESTs//l. le-110: 540: 96//Hs. 42824: AA 
873182 

R-NT2RP3001 107//ESTs//7. 6e- 100: 478: 98//Hs. 99669: AA 
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R-nnnnnnnnnnnn//DNA polymerase gamma//0.0014:50: 10 
0//Hs. 80961: U60325 

R-NT2RP3001111//ESTs, Weakly similar to Trf-proxim 
al protein [D.melanogaster]//3.2e-104:543:95//Hs.9 
3796: C06063 

R-NT2RP3001 1 13//ESTs//3. 3e- 100: 467: 99//fls. 97757: AA 
401575 

R-NT2RP3001 1 15//0xytoci n receptor//7. 9e-30: 505: 67/ 
/Hs.2820:X64878 10 
R-NT2RP3001 1 16//ESTs//4. 6e-41: 229: 96//Hs. 58412: W74 
779 

R-NT2RP3001 1 19//ESTs//6. 9e-88: 478: 92//Hs. 19469: AA2 
03180 

R-NT2RP3001 120//ESTs//3. le-82: 430: 93//Hs. 110956: AI 
190166 

R-NT2RP3001126//ESTs//4. 4e-52: 264: 96//fls. 25264: R78 
188 

R-NT2RP3001 133//ESTs//4 . 7e- 105: 541 : 94//Hs. 73239: AA 
573761 20 
R-NT2RP3001140//Homo sapiens mRNA for KIAA0762 pro 
tein, partial cds//2.6e-115: 549: 97//Hs. 5378: AB0183 
05 

R-NT2RP3001147//ESTs, Highly similar to GTPASE AC 

TIVATING PROTEIN ROTUND [Drosophila melanogaster]/ 

/9. 6e-113: 552: 97//Hs. 23900: U82984 

R-NT2RP3001 150//ESTs//2. 9e-90: 444: 97//Hs. 99601 : AA7 

60717 

R-NT2RP3001155//Homo sapiens mRNA for AND-1 protei 
n//9. 4e-118: 563: 98//Hs. 72160: AJ006266 30 
R-NT2RP3001176//ESTs//l . 8e- 110: 534: 98//Hs. 58650: AI 
074460 

R-NT2RP3001214//ESTS//1. 7e-109: 545: 96//Hs. 24481: AA 
573139 

R- NT2RP300 1 2 1 6//EST//0 . 00098: 128: 66//Hs. 160493: AI 2 
54963 

R-NT2RP3001221//EST//0.010: 106:66//Hs. 147774: AI221 
196 

R-NT2RP3001232//ESTs//l. 5e- 101: 518: 94//Hs. 21630: AA 
778399 40 
R-NT2RP3001236//ESTs, Highly similar to RIAA0377 
[H. sapiens]//2. 8e-89: 462: 95//Hs. 116793: AA779588 
R-NT2RP3001239//ESTs. Moderately similar to NEURA 
XI N [Rattus norvegicus]//5.2e-82: 466: 91//Hs. 66048: 
AA524416 

R-NT2RP3Q01245//EST//0. 53: 237: 62//Hs. 161 131 : AI 4176 
31 

R-NT2RP3001253//ESTs//l. 7e- 105: 535: 96//Hs. 42315: AI 
222997 

R-NT2RP3001260//EST//0. 16: 144: 62//Hs. 126856: AA9321 50 
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R-NT2RP3001268//Human Aacll (aacll) mRNA, complete 
cds//0. 12: 494: 59//Hs. 151031: U83857 
R-NT2RP3001272//ESTs//l. 4e-92: 436: 99//Hs. 149831: AI 
383965 

R-NT2RP3001274//ESTs//3. 9e-81: 424: 95//Hs. 113184: N2 
5651 

R-NT2RP3001281//EST//3. le-60:298:98//Hs. 149230: AI 2 
47332 

R-NT2RP3001307//EST//0. 42: 215: 62//Hs. 126165: AA8686 
91 

R-NT2RP3001318//ESTs//4. le-74: 363: 97//Hs. 130832: H9 
2571 

R-NT2RP3001325//ESTs//l. 7e-106: 534: 96//Hs. 21214: H9 



R-NT2RP3001338//Human protein tyrosine phosphatase 
sigma mRNA, completecds/A). 22: 199: 63//Hs. 159534: U 
35234 

R-NT2RP3001339//Homo sapiens mRNA for KIAA0451 pro 
tei n, compl ete cds//3. 9e- 1 14: 566: 96//Hs. 18586: AB00 
7920 

R-NT2RP3001340//ESTs//l. le-72: 411: 92//Hs. 21135: W81 
653 

R-NT2RP3001355//ESTs//9. Oe- 103: 521 : 95//Hs. 99486: AA 
776798 

R-NT2RP3001374//ESTs//2. 7e-82: 395: 98//Hs. 1 17102: AA 
993090 

R-NT2RP3001383//ESTs//3.6e-10: 118: 78//Hs. 1 11055: AA 
169778 

R-NT2RP3001384//ESTs, Weakly similar to A-kinase a 
nchor protein 95, AKAP95 [R.norvegicus]//5.7e-92:5 
22: 90//Hs. 96200: AA218942 

R-NT2RP3001392//ESTs//5. 9e-62: 296: 100//Hs. 125034: A 
A907375 

R-NT2RP3001396//ESTs//3. 7e-lll: 528: 98//Hs. 22612: AA 
152232 

R-NT2RP3001398//ESTs//2. 6e-94: 449: 99//Hs. 146332: AI 
276628 

R-NT2RP3001399//ESTs//2. 6e-82: 401 : 97//Hs. 7932: AI 04 
1186 

R-NT2RP3001407//ESTs//2. 2e- 101 : 488: 97//Hs. 71573: AA 
496898 

R-NT2RP3001420//EST//7. 4e-44: 394: 79//Hs. 137041: AA8 
77817 

R-NT2RP3001426//Homo sapiens clone 24616 mRNA sequ 
ence//3. 6e- 106: 550: 94//Hs. 6957: AF052158 
R-NT2RP3001427//ESTs//l. 3e-87: 374: 97//Hs. 5457: H056 
92 

R-nnnnnnnnnnnn//Neurotrophic tyrosine kinase, rece 
ptor, type l//4.7e-96: 533: 91//Hs. 85844: X66397 
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R-NT2RP3001432//ESTs//l. 9e-102: 523: 95//Hs. 132978: A 
1041374 

R-NT2RP3001447//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//5. le 
-101:482: 98//Hs . 1 24 1 35 : AA9 1 0560 
R-NT2RP3001449//ESTs//2. 2e-99: 502: 96//Hs. 7834: N459 
94 

R-NT2RP3001453//Small inducible cytokine A5 (RANTE 
S)//8. le-45: 295: 85//Hs. 155464: AF088219 
R-NT2RP3001457//ESTs//l. 5e-52: 256: 99//Hs. 117982: AA 10 
644658 

R-NT2RP3001459//ESTs//3. 4e-62: 299: 99//Hs. 146098: AA 
167280 

R-NT2RP3001472//ESTs//4. 8e- 108: 540: 96//Hs. 69594: N3 
7009 

R-NT2RP3001490//ESTs//3. 5e-91: 549: 88//Hs. 6606: AA21 
1783 

R-NT2RP3001495//Human oxidoreductase (HHCMA56) mRN 
A, complete cds//1.4e-61:338:93//Hs.519:U13395 
R-NT2RP3001497//Homo sapiens multiple membrane spa 20 
nning receptor TRC8 (TRC8) mRNA, complete cds//6.8 
e- 1 12: 549: 97//Hs. 28285: AF064801 
R-NT2RP3001527//ESTs//4.4e-105: 543: 95//Hs. 158761: A 
A631047 

R-NT2RP3001529//Homo sapiens tapasin (NGS-17) mRN 
A, complete cds//7. 9e-59: 427: 83//Hs. 5247: AF029750 
R-NT2RP3001538//ESTs//l . 6e-94: 521 : 92//Hs. 6846: AA20 
9463 

R-NT2RP3001554//ESTs, Moderately similar to NEURA 
XIN [Rattus norvegicus]//2. 8e-76: 392: 95//Hs. 66048: 30 
AA524416 

R-NT2RP3001580//ESTs//3. 7e-82: 398: 98//Hs. 23490: N49 
477 

R-NT2RP3001587//Homa sapiens mRNA for HRIHFB2115, 
partial cds//l. 8e-09: 86: 88//Hs. 4311: AB015337 
R-NT2RP3001589//ESTS//0. 0029: 243: 62//Hs. 158924: AA6 
05194 

R-NT2RP3001607//EST//0. 00096: 76: 78//fls. 140319: AA74 
8328 

R-NT2RP3001608//ESTs//3. 8e- 105: 525: 96//Hs. 144655: A 40 
1279798 

R-NT2RP3001621//ESTs//3. 3e- 108: 535: 97//Hs. 47378: AI 
193598 

R-NT2RP3001629 

R-NT2RP3001634//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds//2. 7e- 109: 541 : 96//Hs. 9899: AF099149 
R-NT2RP3001642//ESTs//6. Oe- 105: 525: 96//Bs. 3376: AA9 
15989 

R-NT2RP3001646//ESTs//4. 8e-95: 523: 92//Hs. 64036: AA1 
27709 50 
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R-NT2RP3001671//ESTs//0. 0013: 367: 60//Hs. 106090: AA4 
57030 

R-NT2RP3001672//ESTs//3. 4e-37: 191: 98//Hs. 57475: AI 3 
82189 

R-NT2RP3001676//ESTs//l . 5e-81 : 408: 97//Hs. 142547: N6 
7648 

R-NT2RP3001678//ESTs//4. 3e-85: 405: 99//Hs. 121915: AI 
268225 

R-NT2RP3001679//ESTs//3. 4e- 100: 545: 93//Hs. 5943: AI 2 
22558 

R-NT2RP3001688//Human mRNA for KIAA0392 gene, part 
i al cds//8. 6e-46: 301 : 87//Hs. 40100: AB002390 
R-NT2RP3001690//ESTs//3. 3e-lll: 542: 97//Hs. 86149: AI 
341312 

R-NT2RP3001708//ESTs//l. 4e-96: 349: 95//Hs. 17975: AA8 
68618 

R-NT2RP3001712//ESTs//9. 3e-14: 102: 92//Hs. 78041: N29 
669 

R-NT2RP3001716//ESTs, Highly similar to BONE M0RP 
H0GENETIC PROTEIN 1 PRECURSOR [Mus musculus]//4. le 
-80: 444: 91//Hs. 6823: W18181 

R-NT2RP3001724//ESTs//l. 8e-109: 547: 96//Hs. 14570: AI 
422099 

R-NT2RP3001730//ESTs//4. le-98: 528: 92//Hs. 155115: AA 
669923 

R-NT2RP3001739//ESTs//4. 4e-87: 444: 94//Hs. 27239: W27 
810 

R-NT2RP3001752//ESTs//6. le-93: 490: 94//Hs. 4210: AA74 
0440 

R-NT2RP3001753//ESTs//2. 5e-82: 395:99//Hs. 126435: AA 
912968 

R-NT2RP3001764//ESTs, Weakly similar to protein-ty 
rosi ne phosphatase [H. sapi ens] //l . 2e-87: 450: 96//H 
s. 20281: N92517 

R-NT2RP3001777//ESTs//l. le-86:360:97//Hs. 100530: HO 
6725 

R-NT2RP3001782//Homo sapiens mRNA for KIAA0459 pro 
tein, partial cds//4.2e- 113: 549: 97//Hs. 28169: AB007 
928 

R-NT2RP3001792//ESTs, Weakly similar to F35C12.2 
[C.elegans]//1. le-21: 119: 99//Hs. 44268: AA455900 
R-NT2RP3001799//0X40L RECEPTOR PRECURS0R//2.8e-45: 
374: 79//Hs. 129780: X75962 

R-NT2RP3001819//ESTs//2. 6e-87: 432: 96//Hs. 10414: AI 2 
91292 

R-NT2RP3001844//ESTs//0. 024: 128: 67//Hs. 25131: N5011 
7 

R-NT2RP3001854//ESTs//l. 4e-92: 490: 92//Hs. 15165: N52 
900 

R-NT2RP3001855//ESTs//l . 9e-66: 361 : 93//Hs. 10043: D81 
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R-NT2RP3001896//ESTs//l . 4e-96: 343: 97//Hs. 24809: N73 
642 

R-NT2RP3001898//ESTs//4. le-90: 515:91//Hs.4867:AA52 
1180 

R-NT2RP3001915//ESTs//4. 4e-32: 175: 95//Hs. 24641: AA9 
54666 

R-NT2RP3001926//ESTs, Highly similar to NUCLEOLYS 
IN TIA-1 [Homo sapiens] //l.Oe- 40: 202: 100//Hs. 2470 
9: AI 123300 10 
R-NT2RP3001929//ESTs//6. 6e-84: 449: 94//Hs. 26962: AA6 
82781 

R-NT2RP3001931//ESTs//l. 0e-41: 214: 99//Hs. 32360: AA5 
34737 

R-NT2RP3001938//ESTs, Highly similar to SP0RULATI 
ON-SPECI FI C PROTEI N 1 [Saccharomyces cerevi si ae] // 
1 . 3e-95: 483: 96//Hs. 5771 : W74591 
R-NT2RP3001943//ESTs//l . 2e-23: 169: 88//Hs. 103930: AA 
160990 

R-NT2RP3001944//ESTs//2. 0e-90: 439: 97//Hs. 103380: AI 20 
291325 

R-NT2RP3001969//ESTs//0.95: 133:65//Hs. 131669: AI 025 
889 

R-NT2RP3001989//ESTs, Weakly similar to C01A2.4 
[C. elegans]//8. 9e-64: 310: 99//Hs. 11449: AI 201540 
R-NT2RP3002002//ESTs//2. le-95: 562: 89//Hs. 5997: AA89 
7088 

R-NT2RP3002004//H. sapiens mRNA for FAST kinase//l. 
6e-42: 335: 82//Hs. 75087: X86779 

R-NT2RP3002007//ESTs//0. 12: 184: 66//Hs. 94030: AA8467 30 
29 

R-NT2RP3002014//Small inducible cytokine A5 (RANTE 
S) //6. 8e-47: 291: 89//Hs. 155464: AF088219 
R-NT2RP3002033 

R-NT2RP3002045//ESTs//1.0e-92: 555:88//Hs. 10641 1:W2 
9081 

R-NT2RP3002054//EST//0. 45: 155: 63//Hs. 5656: D20426 
R-NT2RP3002056//ESTs//1.4e-95: 504:93//Hs. 17428: AI 3 
65221 

R-NT2RP3002057//Human mRNA for KIAA0152 gene, comp 40 
lete cds//0. 69: 127: 66//Hs. 90438: D63486 
R-NT2RP3002062 

R-nnnnnnnnnnnn//ESTs//2. le- 1 13: 552: 97//Hs. 9591 : AA0 
69657 

R-NT2RP3002081//ESTs//5. 5e-43: 212: 100//Hs. 124852: A 
A969139 

R-NT2RP3002097//EST//2. 3e- 10: 80: 91//Hs. 102717: N591 
48 

R-NT2RP3002102 

R-NT2RP3002108 50 
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R-NT2RP3002146//ESTs//5. 5e-58: 296: 97//Hs. 65328: AA6 
25385 

R-NT2RP3002147//EST//2. 5e-53: 387: 81//Hs. 147928: AI 2 
49703 

R-NT2RP3002151//ESTs, Highly similar to Gl TO S P 
BASE TRANSITION PROTEIN 1 H0M0L0G [Homo sapiens]// 
6. 2e- 107: 534: 96//Hs. 59523: AA602837 
R-NT2RP3002163//ESTs//2. 7e- 106: 520: 97//Hs. 21258: AA 
412293 

R-NT2RP3002165//ESTs//7. 4e-93: 479: 95//Hs. 27299: AIO 
74024 

R-NT2RP3002166//ESTs//l. 0: 261: 59//Hs. 132817: AA5937 
13 

R-NT2RP3002173//ESTs//2. 7e-93: 512: 92//Hs. 23648: H07 
120 

R-NT2RP3002181//ESTs//l. Oe-84: 435: 96//Hs. 47378: AI 1 
93598 

R-NT2RP3002244//ESTs//2. 7e-ll: 97: 89//Hs. 9412: W7244 
6 

R-NT2RP3002248//ESTs//4. 3e-90: 459: 95//Hs. 9848: AA13 
0588 

R-NT2RP3002255//ESTs//l . 3e-45: 289: 88//Hs. 9100: AA43 
1672 

R-NT2RP3002273//ESTs//2. 3e- 100: 489: 97//Hs. 8258: AA7 
44743 

R-NT2RP3002276//ESTs//l. 2e-50: 306: 91//Hs. 16160: AA7 
78171 

R-NT2RP3002303//ESTs//l. le-67: 323: 99//Hs. 129761: AA 
836898 

R-NT2RP3002304//ESTs//2. 8e-86: 405: 99//Hs. 29643: AA4 
18500 

R-NT2RP3002330//ESTs, Weakly similar to Gl TO S PH 
ASE TRANSITION PR0TEIN1 H0M0L0G [H. sapiens] //1.8e- 
19: 136:87//Hs. 106928: AI 041737 
R-NT2RP3002343//ESTs//l. 0e-42: 260: 93//Hs. 7797: W256 
67 

R-NT2RP3002351//Homo sapiens 9G8 splicing factor m 
RNA, complete cds//0. 0048: 221: 64//Hs. 556: L4 1887 
R-NT2RP3002352//Homo sapiens mRNA for protein enco 
ded by cxorf5 (71-7A)gene//5.8e-105:516:94//Hs.648 
3: Y16355 

R-NT2RP3002455//Homo sapiens mRNA for KIAA0678 pro 
tein, partial cds//1.5e-103: 524: 95//Hs. 12707: AB014 
578 

R-NT2RP3002484//Human APRT gene for adenine phosph 
oribosyl transferase//©. 54: 108: 71//Hs. 28914: Y00486 
R-NT2RP3002501//ESTs//2. 7e-96: 489: 95//Hs. 27335: N74 
185 

R-NT2RP3002512//ESTs, Weakly similar to HYPOTHETIC 
AL 31.0 RD PROTEIN R107.2 IN CHROMOSOME III [C.ele 
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gans] //3. 2e-90: 526: 90//fls. 8083: AA521436 
R-NT2RP3002529//ESTs, Highly similar to PUTATIVE 
VACUOLAR PROTEIN SORTING- ASSOCIATED PROTEIN C2G11. 
03C [Schi zosaccharomyces pombe] //3. 8e- 101 : 497: 96// 
Hs.6650:AA843246 

R-NT2RP3002545//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds//l. le-83: 438: 94//Hs. 19542: AB0182 
72 

R-NT2RP3002549//ESTs//3. 8e-98: 493: 96//Hs. 7358: AA19 
1673 10 
R-NT2RP3002566//Homo sapiens calcium-activated pot 
assi urn channel (KCNN3)mRNA t complete cds//0. 14: 18 
4: 63//Hs. 89230: AF031815 

R-NT2RP3002587//Homo sapiens RIAA0420 mRNA, comple 
te cds//2. Oe- 18: 138: 78//Hs. 129883: AB007880 
R-NT2RP3002590//ESTs//2. 9e-51: 290: 93//Hs. 162942: AI 
243850 

R-NT2RP3002602//Homo sapiens stannin mRNA, complet 
e cds//5. 5e-06: 58: 100//Hs. 76691 : AF070673 
R-NT2RP3002603 20 
R-NT2RP3002631//ESTs//4. 8e-54: 367: 85//Hs. 13109: AA1 
92514 

R-NT2RP3002659//ESTs//5. 3e-30: 229: 85//Hs. 152114: AA 
401365 

R-NT2RP3002660//ESTs//l. 9e-88: 452: 95//Hs. 120146: AA 
708573 

R-NT2RP3002663//EST//3. 2e-89: 469: 95//Hs. 105767: AA5 
25172 

R-NT2RP3002671//ESTs, Highly similar to EL0NGATI0 
N FACTOR 2 [Drosophi 1 amel anogaster] //5. 9e- 109: 537: 30 
97//Hs. 19348: AA151678 

R-NT2RP3002682//ESTs//2. 3e-98: 541: 91//Hs. 75844: AA1 
15502 

R-NT2RP3002687//ESTs//5. 5e- 103: 498: 97//Hs. 72782: AA 
910871 

R-NT2RP3002688//ESTs, Weakly similar to !!! I ALU S 
UBFAHQLY J WARNING ENTRY I!!! [H.sapiens]//5.0e-10 
1: 524: 95//Hs. 32580: AI 123601 
R-NT2RP3002701//EST//0. 87: 131: 63//Hs. 161916: AA4831 
69 40 
R-NT2RP3002713//ESTs//4. 7e- 106: 542: 95//Hs. 14479: AA 
160945 

R-NT2RP3002763//ESTs//l. 3e-54: 290: 94//Hs. 142031: AA 
809159 

R-NT2RP3002770//ESTs//0. 047: 275: 61//Hs. 122984: AA52 
6973 

R-NT2RP3002785//ESTs//2. 4e-52: 255: 99//Hs. 132959: AI 
376958 

R-NT2RP3002799//EST//8. 2e-61: 321 : 94//Hs. 140992: R71 
377 50 
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R-NT2RP3002810//EST//0. 19: 116:68//Hs. 121810: AA7752 
40 

R-NT2RP3002818//ESTs//l. 3e-109: 531: 98//Hs. 58924: AI 
348080 

R-NT2RP3002861//ESTs//2. 5e-84: 429: 95//Hs. 23920: AA9 
09678 

R-NT2RP3002869//EST//0. 00011: 116: 71//Hs. 161606: AAO 
19641 

R-NT2RP3002876//ESTs//0. 0024: 182: 63//Hs. 117306: AA6 
87262 

R-NT2RP3002877//Homo sapiens X-ray repair cross-co 
mplementing protein 2(XRCC2) mRNA, complete cds// 
8. le-14: 146: 72//Hs. 129727: AF035587 
R-NT2RP3002909//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds//l. 5e- 110: 570: 95//Hs. 6162: AB0183 
14 

R-NT2RP3002911//ESTs//3. 6e-92: 436: 99//Hs. 143917: AI 
206286 

R-NT2RP3002948//EST//1. 0: 102: 65//Hs. 144730: AI 19197 
5 

R-NT2RP3002953//ESTs//l . 8e- 107: 513: 98//Hs. 1 19693: A 
1201698 

R-NT2RP3002955//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0492//0. 23: 563: 56//Hs. 12733 
8: AB007961 

R-NT2RP3002969//ESTs. Weakly similar to LONG-CHAIN 
-FATTY-ACID— C0A LIGASE 1 [Saccharomyces cerevisia 
e]//2. Oe-56: 387: 86//Hs. 144597: W20143 
R-NT2RP3002972//ESTs//l . 7e-97: 502: 96//Hs. 7274: AA47 
6850 

R-NT2RP3002978//ESTs//8. 6e- 104: 498: 98//Hs. 1 18923: A 
A252116 

R-NT2RP3002988//EST//1. 2e-59: 315: 94//Hs. 157743: AI 3 
60553 

R-NT2RP3003008//ESTs//l. 4e-97: 515: 94//Hs. 6544: AA52 
4423 

R-NT2RP3003032//ESTs, Weakly similar to RETROVIRUS 
-RELATED POL P0LYPR0TEIN [Hus musculus]//3.0e-100: 
528: 94//Hs. 90353: N98551 

R-NT2RP3003059//ESTs//l. 7e-76: 398: 95//Hs. 102971: W0 
5355 

R-NT2RP3003061//ESTs//4. 9e-82: 414: 96//Hs. 99603: AI 1 
41912 

R-NT2RP3003068//ESTs, Weakly similar to M18.3 [C.e 
legans]//5. 9e-83: 392: 99//Hs. 101364: AA534439 
R-NT2RP3003071//ESTs//6. 3e-85: 399: 99//Hs. 109755: AA 



R-NT2RP3003078//ESTs//l. Oe-98: 471: 99//Hs. 7995: AI 35 
9466 

R-NT2RP3003101//EST//0. 032: 235: 60//Hs. 147920: AI 202 
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441 

R-NT2RP3003121//ESTs//3. Oe-47: 238: 97//Hs. 43559: AI0 
03520 

R-NT2RP3003133//EST//L 5e-77: 395: 96//Hs. 142150: AA2 
23982 

R-NT2RP3003138//ESTs, Highly similar to KINESIN-L 
IRE PROTEIN RIF4 [Musmusculus]//3.3e-107:535:96//H 
s. 27437: AA004208 

R-NT2RP3003139//ESTs//2. 5e-106: 504: 98//Hs. 106795: A 
1271632 10 
R-NT2RP3003150//ESTs//L 6e-99: 539: 91//Hs. 46500: AA1 
29774 

R-NT2RP3003157//ESTS//1 . 5e- 1 14: 563: 97//Hs. 58608: AA 
081007 

R-NT2RP3003185//ESTs//3. 9e-93: 443: 98//Hs. 9741 : AI 13 
1226 

R-NT2RP3003193//ESTs//2. Oe-37: 428: 71//Hs. 33354: AA1 
79944 

R-NT2RP3003197//ESTs//5. 8e-56: 312: 94//Hs. 7016: AA21 
5796 20 
R-NT2RP3003203//EST//0. 0073: 212: 63//Hs. 161355: AI42 
2634 

R-NT2RP3003204//ESTs//7. 4e-52: 253: 99//Hs. 120146: AA 
708573 

R-NT2RP3003212//ESTs//l. 8e-76: 401: 95//Hs. 29067: N26 
107 

R-NT2RP30O3230//ESTs, Highly similar to CORONIN 
[Dictyostelium discoideum]//2. Oe-40: 229: 93//Hs. 173 
77: AI 078151 

R-NT2RP3003242//ESTs//8. 3e-97: 458: 99//Hs. 23057: AI2 30 
90343 

R-NT2RP3003251//ESTs//l. 5e-60: 320: 95//Hs. 36495: AA1 
51628 

R-NT2RP3003264//ESTs//2. le- 103: 521 : 95//Hs. 4094: AA1 
73960 

R-NT2RP3003278//ESTs//8. 2e- 109: 536: 96//Hs. 23788: AA 
524061 

R-NT2RP3003282//Homo sapiens dynamin (DNH) mRNA, c 
omplete cds//2.4e-102:550:93//Hs. 11702:136983 
R-NT2RP3003290//EST//4. 3e-27: 372: 70//Hs. 159131: AI3 40 
84035 

R-NT2RP3003301//ESTs//4. 4e-56: 285: 97//Hs. 95370: AA6 
01055 

R-NT2RP3003302//EST//7. 2e- 10: 395: 63//Hs. 162554: AA5 
84818 

R-NT2RP3003311//ESTs//4. 2e-110: 538: 97//Hs. 62180: AI 
341261 

R-NT2RP3003313//ESTs//2. le- 106: 531 : 96//Hs. 22630: CO 
5931 

R-NT2RP3003327//ESTs//4. 3e- 102: 518: 95//Hs. 120355: A 50 
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A625445 

R-NT2RP3003330//ESTs//8. 6e- 104: 497: 97//Hs. 72071 : AI 
125289 

R-NT2RP3003344//ESTs//2. 5e- 105: 494: 99//Hs. 1 12188: A 
A872993 

R-NT2RP3003346//ESTs//l. 0: 123: 69//Hs. 116029: AA8131 
02 

R-NT2RP3003353//EST//0.0014: 162:68//Hs. 149191 :AI 24 
6155 

R-NT2RP3003377//EST//4.5e-15: 119:85//Hs. 148129: AA8 
85567 

R-NT2RP3003384//EST//0. 0057: 86: 74//Hs. 127735: AA962 
272 

R-NT2RP3003385//ESTs//0. 64: 347: 59//Hs. 5646: W72721 
R-NT2RP3003403//ESTs, Weakly similar to LINE-1 REV 
ERSE TRANSCRIPTASE H0M0LOG [H. sapiens] //2.2e- 24: 41 
8: 67//Hs. 139488: AI 124095 

R-NT2RP3003409//ESTs//5. 3e-98: 479: 97//Hs. 155198: AA 
767372 

R-NT2RP3003411//ESTs//4. 8e-86: 416: 97//Hs. 129059: AA 
126041 

R-NT2RP3003427//ESTs//7. 4e- 103: 510: 96//Hs. 25303: AA 
641023 

R-NT2RP3003433//ESTs//3. 5e-85: 405: 99//Hs. 63131: AA6 
64156 

R-NT2RP3003464//Hamo sapiens rab3-GAP regulatory d 
omain mRNA, complete cds//3. 6e-97: 479: 96//Hs. 1493 
4:AF004828 

R-NT2RP3003490//Homo sapiens mRNA for KIAA0725 pro 
tein, partial cds//4. le-102: 527: 93//Hs. 26450: AB018 
268 

R-NT2RP3003491//ESTs, Weakly similar to No definit 
i on 1 i ne found [C. el egans] Ilk. Oe- 106: 549: 94//Hs. 78 
86: AI 057529 

R-NT2RP3003500//Human RP3 mRNA, complete cds//0.6 
6: 401: 60//fls. 75307: U02556 

R-NT2RP3003543//Human clone A9A2BRB7 (CAC)n/(GTG)n 
repeat-containing mRNA//4. le-33: 217: 88//Hs. 8068: U 
00952 

R-NT2RP3003552//ESTs//3. le-106: 546: 94//Hs. 101754: A 
1123430 

R-NT2RP3003555//ESTs//3. 4e- 106: 537: 95//Hs. 85550: AA 
187681 

R-NT2RP3003564 

R-NT2RP3003572//ESTs//l. 2e-20: 122: 88//Hs. 8253: N487 
21 

R-NT2RP3003576//ESTs//2. 7e-71: 394: 94//Hs. 151136: R9 
9944 

R-NT2RP3003589//EST//0. 58: 242: 59//Hs. 130804: AA8947 
59 
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R-NT2RP3003625//ESTs//7. 6e-41: 349: 80//Hs. 140608: N5 
3448 

R-NT2RP3003656//Human LIH protein (LPP) mRNA, part 
ial cds//0. 26: 222: 60//Hs. 17217: U49957 
R-NT2RP3003659//ESTs//2. Oe- 1 13: 547: 97//Hs. 23389: AA 
769310 

R-NT2RP3003665//ESTs//l. 6e-80: 415: 95//Hs. 141084: HI 
1714 

R-NT2RP3003672 

R-NT2RP3003686//ESTs//6. 8e- 1 14: 552: 97//Bs. 43299: N2 10 
3036 

R-NT2RP3003701//ESTs//2. le-16: 282: 66//Hs. 115512: AI 
208768 

R-NT2RP3003716//ESTs//2. le-45: 195: 91//Hs. 41296: N71 
923 

R-NT2RP3003726//Homo sapiens mRNA for KIAA0757 pro 
tein, complete cds//5.6e-103: 492: 97//Hs. 48513: AB01 
8300 

R-NT2RP3003746//ESTs//l. 9e-85: 411: 98//Hs. 54835: AIO 
50863 20 
R-NT2RP3003795//EST//6. 2e-97: 459: 99//Hs. 134769: AIO 
89747 

R-NT2RP3003799//ESTs//2. 8e-62: 337: 94//Hs. 124023: HI 
8913 

R-NT2RP3OO38OO//PR0T0-ONCOGENE TYROSINE- PROTEIN RI 
NASE SRC//8.9e-108:551:95//Hs. 1 15742: AF077754 
R-NT2RP3003805//ESTs//2. 2e- 103: 490: 99//Hs. 9412: W72 
446 

R-NT2RP3003809//ESTs, Highly similar to SAV PROTE 
IN [Sulfolobus acidocaldarius]//3.4e-89:456:95//H 30 
s. 5555: AI 285198 

R-NT2RP3003819//Interleukin 10//3. 3e-43: 173: 89//H 
s.2180:M57627 

R-NT2RP3003825//ESTs//l . 6e-66: 485: 80//&. 7405: W277 
61 

R-NT2RP3003828//ESTs, Weakly similar to unknown 
[H. sapi ens] //9. 6e-98: 51 1 : 95//Hs. 26955: AI 333224 
R-NT2RP3003831//ESTs//2. 2e-38: 317: 79//Hs. 142173: AA 
757743 

R-NT2RP3003833//Homo sapiens clones 24718 and 2482 40 
5 mRNA sequence//5.2e-110: 541: 97//Hs. 25300: AF07061 
1 

R-NT2RP3003842//EST//9. 9e-44: 506: 70//Hs. 139093: AA1 
66888 

R-NT2RP3003846//ESTs//4. 6e- 10: 66: 100//Hs. 74924: AI 3 
32962 

R-NT2RP3003870//ESTs//3. 4e-82: 449: 92//Hs. 122691: AA 
152298 

R-NT2RP3003876//ESTs//l. 9e-89: 449: 96//Hs. 45046: N40 
170 50 
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R-NT2RP3003914//ESTs//l. 3e-99: 470: 98//Hs. 118966: AA 
926726 

R-NT2RP3003918//ESTs//l . 3e-79: 417: 94//Hs. 5005: W259 
33 

R-NT2RP3003932//ESTs//6. Oe-83: 427: 94//Hs. 93581: H50 
221 

R-NT2RP3003989//ESTs//4. 8e-76: 403: 93//Hs. 127243: W8 
0409 

R-NT2RP3003992//ESTs//2. 4e-88: 508: 90//Hs. 134200: Dl 
9593 

R-NT2RP3004013//ESTs//3. 7e-lll: 551: 97//Hs. 105108: A 
A781142 

R-NT2RP3004016//ESTs//l. 7e-81: 394: 98//Hs. 63368: AA6 
13714 

R-NT2RP3004041 

R-NT2RP3004051//ESTs//3. 5e-69: 386: 93//Hs. 51347: T72 
820 

R-NT2RP3004070//ESTs//5. 5e- 108: 552: 95//Hs. 23392: AI 
310139 

R-NT2RP3004078//ESTs//3. 3e-82: 443: 93//Hs. 26407: W45 
387 

R-NT2RP3004093//ESTs//4. 4e-83: 426: 94//Hs. 140932: AI 
262104 

R-NT2RP3004095//ESTs//0. 00013: 93: 78//Hs. 36567: AA26 
2045 

R-NT2RP3004110//ESTs, Weakly similar to similar to 
oxysterol- binding proteins: partial CDS [C.elegan 
s] //3. 5e-76: 402: 95//Hs. 55847: W31092 
R-NT2RP3004125//ESTs//9. 3e-74: 363: 97//Hs. 32988: C01 
696 

R-NT2RP3004145//ESTs//2. 6e-96: 451 : 99//Hs. 59584: AA5 
87334 

R-NT2RP3004148//ESTs//l. 3e- 10: 77: 92//Hs. 135890: AI 1 
83425 

R-NT2RP3004155//ESTS//1 . 7e- 1 10: 558: 96//Hs. 27003: AI 
279093 

R-NT2RP3004206//ESTs, Moderately similar to CROOK 
ED NECK PROTEIN [Drosophlla melanogaster]//1.8e-4 
0: 200: 100//Hs. 26089: AA1 95 126 
R-NT2RP3004207//ESTs, Weakly similar to gene SEZ-6 

[H.musculus]//1. le-41: 266: 89//Hs. 6314: AA522619 
R-NT2RP3004209//ESTs, Highly similar to PUTATIVE 
DBIQUITIN CARBOXYL-TERHI NAL HYDROLASE C13A11.04C 
[Schizosaccharomyces pombe]//3. 7e-112: 547: 97//Hs. 9 
9819: AI 346680 

R-NT2RP3004215//ESTs//l. le- 103: 541: 95//Hs. 124918: N 
64794 

R-NT2RP3004242//ESTs//4. 5e- 105: 524: 96//Hs. 29724: N4 
6252 

R-NT2RP3004246//EST//1 . 9e-07: 67: 91//Hs. 125687: AA88 
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R-NT2RP3004253//EST//2. 9e-88: 454: 94//Hs. 127713: AA9 
61628 

R-NT2RP3004258//ESTs, Weakly similar to PRE-MRNA S 
PLICING FACTOR SRP75 [Homo sapiens]//1.6e-89:468:9 
5//Hs.5117:AA831530 

R-NT2RP3004262//ESTs//4. le-86: 443: 96//Hs. 101393: T8 
7623 

R-NT2RP3004334//EST//0. 00057: 206: 63//Hs. 149388: AI 2 
73630 10 
R-NT2RP3004341//EST//0. 00042: 151: 68//Hs. 148498: AI2 
00264 

R-NT2RP3004348//Homo sapiens LIM protein mRNA, com 
plete cds//5. 9e-61: 299: 85//fls. 154103: AF061258 
R-NT2RP3004349//EST//3.6e-42: 175:88//Hs. 161917: AA4 
83223 

R-NT2RP3004378//ESTs//0. 27: 294: 60//fls. 66479: AA8630 
44 

R-NT2RP3004399//ESTS//5. 8e-99: 479: 98//Hs. 120234: AA 
732224 20 
R-NT2RP3004424//EST, Highly similar to F21G4.6 [C. 
elegans]//0. 30: 253: 58//Hs. 97184: AA385934 
R-NT2RP3004428//ESTs//2. 8e-48: 279: 91//Hs. 106826: W2 
5985 

R-NT2RP3004451//ESTs//4. 8e- 101 : 509: 96//Hs. 29725: W7 
4621 

R-NT2RP3004454//Homo sapiens mRNA for KIAA0448 pro 
tein, complete cds//9. 3e-108: 526: 98//Hs. 27349: AB00 
7917 

R-NT2RP3004466//ESTs//0. 25: 51: 90//Hs. 7778: AA195616 30 
R-NT2RP3004470//EST//0. 032: 70: 71//Hs. 147925: AI 2493 
32 

R-NT2RP3004472//ESTs//0. 0069: 430: 59//Hs. 116651: AA9 
93406 

R-NT2RP3004475//Homo sapiens mRNA for RIAA0456 pro 
tein, partial cds//5.0e- 107: 521 :97//Hs. 5003: AB0079 
25 

R-NT2RP3004480 

R-NT2RP3004490//ESTs//4. 7e-68: 354: 95//Hs. 163721: H4 
2504 40 
R-NT2RP3004498//ESTs, Moderately similar to 0RF2: 
functi on unknown [H. sapi ens] //3. 4e- 100: 508: 95//Hs. 
47393: AA218858 

R-NT2RP3004503//ESTs//4. 6e-90: 478: 93//Hs. 133998: AA 
994735 

R-NT2RP3004504//ESTs, Highly similar to cytoplasm! 
c polyadenylation element- binding protein [M.muscu 
lus] //l. 8e-83: 465: 92//Hs. 137064: AA318257 
R-NT2RP3004507//ESTs//l . 5e-98: 495: 96//Hs. 128905: AI 
051971 50 
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R-NT2RP3004527//EST//1. 6e-109: 535: 97//Hs. 149481: AI 
279865 

R-nnnnnnnnnnnn 

R-NT2RP3004544//EST//0. 035: 226: 60//Hs. 99195: AA4492 
32 

R-NT2RP3004566//ESTs//4. le-86: 455: 95//Hs. 13110: T67 
461 

R-NT2RP3004569//ESTs//2. 9e-94: 493: 94//Hs. 24948: AA9 
77674 

R-NT2RP3004572//ESTs//l . le-92: 437: 99//Hs. 24846: AI 4 
20493 

R-NT2RP3004578//ESTs//0. 98: 166: 64//Hs. 124593: AA854 
456 

R-NT2RP3004594//EST//5. 8e-89: 426: 98//Hs. 134213: AI0 
80213 

R-NT2RP3004617//ESTs//l. 4e-40: 226: 85//Hs. 15921: R71 
157 

R-NT2RP3004618//ESTs//l. 8e-38: 229: 90//Hs. 125153: AA 
453723 

R-NT2RP3004670//Homo sapiens GN6ST mRNA for long f 
onn of N-acetylglucosamine-6-O-sulfotransferase (G 
lcNAc6ST), complete cds//7.2e-57:291:95//Hs.8786:A 
B014680 

R-NT2RP4000008//ESTs//8. 9e- 1 19: 561 : 98//Hs. 25035: AI 
123335 

R-NT2RP4000023//EST//1. 2e-34: 271 : 80//Hs. 98300: AA41 
8560 

R-NT2RP4000035//Small inducible cytokine A5 (RANTE 
S) III. le-68: 320: 82//Hs. 155464: AF088219 
R-NT2RP4000049//Homo sapiens TRAIL receptor 2 mRN 
A, compl ete cds//6. 7e-60: 289: 82//Hs. 51233: AF016266 
R-NT2RP4000051//ESTs, Weakly similar to protein B 
[H. sapiens]//8. 3e-98: 462: 99//Hs. 10114: AI 345945 
R-NT2RP4000078//ESTs//0. 00068: 367: 60//Hs. 106090: AA 
457030 

R-NT2RP4000102//ESTs//9. 7e-50: 256: 97//Hs. 24266: R28 
287 

R-NT2RP4000109//Homo sapiens mRNA for MEGF5, parti 
al cds//l. le-107: 536: 96//Hs. 57929: AB011538 
R-NT2RP4000129//Homo sapiens mRNA for KIAA0483 pro 
tein, partial cds//3. 5e-112: 554: 97//Hs. 64691: AB007 
952 

R-NT2RP4000147//ESTs//3. 9e- 1 1 : 122: 80//Hs. 25584: AA6 
32014 

R-NT2RP4000150//EST//4. 4e-84: 510: 88//Hs. 144238: W52 
294 

R-NT2RP4000151//ESTs, Weakly similar to HYPOTHETIC 
AL 31.0 RD PROTEIN R107.2 IN CHROMOSOME III [C.ele 
gans]//5. 7e-93: 515: 92//Hs. 8083: AA521436 
R-NT2RP4000159//ESTs//0. 0019: 209: 65//Hs. 161816: AA4 
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R-NT2RP4000167//ESTs//2. le- 1 13: 549: 97//Hs. 109441: N 
66569 

R-NT2RP4000185//ESTs//0. 65: 232: 59//fls. 144445: AA807 
257 

R-NT2RP4000210//Homo sapiens mRNA for RIAA0700 pro 
tein, partial cds//l. 5e- 100: 505: 96//Hs. 13999: AB014 
600 

R-NT2RP4000212//ESTs//8. 5e- 14: 169: 75//Hs. 8520: AA08 
1788 10 
R-NT2RP4000214//Human mRNA for KIAA0392 gene, part 
ial cds//6. 2e-43: 272: 90//Hs. 40100: AB002390 
R-NT2RP4000218//ESTs//6. le-10: 335: 64//Hs. 105658: AA 
978185 

R-NT2RP4000243//Homo sapiens mRNA for cartilage-as 
sociated protein (CASP)//2. 9e- 70: 354: 96//Hs. 15548 
1:AJ006470 

R-NT2RP4000246//ESTs//7. le-26: 154: 94//fls. 14838: AA5 
02757 

R-NT2RP4000259//Homo sapiens clone 683 unknown mRN 20 
A, complete sequence//9. 3e-79: 379: 99//Hs. 43728: AF0 
91092 

R-NT2RP4000263 

R-nnnnnnnnnnnn//ESTs, Weakly similar to similar to 
Achlya ambisexual is antheridiol steroid receptor 
[C. elegans]//4. 7e-104: 525: 96//Hs. 152069: AA548972 
R-NT2RP4000312//ESTs//8. 2e-66: 319: 99//Hs. 35091: AI2 
71631 

R-NT2RP4000321//Homo sapiens clone 24453 mRNA sequ 
ence//1.3e-109:513:99//Hs. 13410: AF070524 30 
R-NT2RP4000323//ESTs//7. 7e-109: 534: 97//Hs. 34790: AA 
192760 

R-NT2RP4000355//ESTs//3. le-44: 320: 83//Hs. 141323: N8 
0390 

R-NT2RP4000360//Homo sapiens mRNA for KIAA0738 pro 
tei n, compl ete cds//7. 6e- 1 1 1 : 520: 99//Hs. 107479: ABO 
18281 

R-NT2RP4000367//Homo sapiens IkappaB kinase. compl e 
x associated protein (IKAP) mRNA, complete cds//2. 
8e-110: 527: 98//fls. 31323: AF044 195 40 
R-NT2RP4000370//ESTs//8. 9e-32: 166: 98//Hs. 70488: AI3 
01130 

R-NT2RP4000376//ESTs//6. 8e-99: 465: 99//Hs. 27182: AA6 
04498 

R-NT2RP4000381//ESTs//3. Oe-50: 280: 93//Bs. 8395: W273 
76 

R-NT2RP4000415//ESTs, Weakly similar to coded for 
by C. elegans cDNA yk30b3.5 [C.elegans]//3.9e-87:4 
99: 91//Hs. 26156: AA630975 

R-NT2RP4000417//ESTs, Moderately similar to HYP0T 50 
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HETICAL 91.2 KD PROTEIN IN RPS7A-SCH9 INTERGENIC R 
EGION [Saccharomyces cerevisiae]//8.9e-95:468:96// 
Hs. 93871 :AI 191318 

R-NT2RP4000424//ESTs//3. 7e-98: 473: 98//Hs. 24945: AI 1 
89011 

R-NT2RP4000448//ESTs//2. 6e-79: 446: 91//Hs. 25159: R60 
955 

R-NT2RP4000449//ESTs//3. 6e-98: 468: 98//Hs. 31176: AI0 
37953 

R-NT2RP4000455//Homo sapiens N- methyl -D- aspartate 
receptor 2D subunit precursor (NMDAR2D) mRNA, comp 
lete cds//0. 35: 153: 63//Hs. 113286: D77783 
R-nnnnnnnnnnnn//ESTs//4. 5e-89: 455: 96//Hs. 62638: AA1 
27740 

R-NT2RP4000480//ESTs//4. 9e-92: 431: 99//Hs. 121072: AI 
204167 

R-NT2RP40005Q0//ESTs, Weakly similar to HYPOTHETIC 
AL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME III [C.el 
egans] //l. 2e-40: 125: 97//Hs. 56124: AI424792 
R-NT2RP4000515//EST//6. 7e-30: 183: 90//Hs. 150710: AI 1 
22713 

R-NT2RP4000517//Aldehyde dehydrogenase 7//7.5e-28: 
183: 76//Hs. 83155: U10868 

R-NT2RP4000518//EST//0. 091: 178: 58//Hs. 133031: AI 049 
874 

R-NT2RP4000519 

R-NT2RP4000524//ESTs, Highly similar to rsec8 [R.n 
orvegicus] //3. 4e-93: 496: 93//Hs. 107394: H07126 
R-NT2RP4000528//EST//0. 84: 130: 66//Hs. 140208: AA7022 
13 

R-NT2RP4000541//EST//5. 2e-63: 337: 94//Hs. 156337: AI3 
37328 

R-NT2RP4000556//ESTs, Highly similar to 60S RIB0S0 
MAL PROTEIN Lll [R.norvegicus]//8.2e-92:448:98//H 
s. 25597: H93026 

R-NT2RP4000588//ESTs//3. 8e-94: 445: 98//Hs. 44077: N28 
840 

R-NT2RP4000614//ESTs//6. 5e-18: 159: 83//Hs. 24549: N57 
263 

R-NT2RP4000638//ESTs//2. 5e-46: 296: 87//Hs. 132722: AA 
618531 

R-NT2RP4000648//ESTs//2. 6e- 103: 559: 93//Hs. 23794: W8 
0393 

R-NT2RP4000657//ESTs//L 0: 189: 60//Hs. 87073: AA97270 
4 

R-NT2RP4000704//ESTs//2. 8e- 101 : 509: 96//Hs. 84824: AA 
935651 

R-NT2RP4000724//ESTs//l. 5e-83: 442: 94//Hs. 142114: AA 
205615 
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R-NT2RP4000728//ESTs//0. 84: 61: 75//Hs. 145334: AI 2513 
99 

R-NT2RP4000739//ESTs//8. 8e-80: 418: 94//Es. 42959: N21 
211 

R-NT2RP4000781//ESTs//l. 4e-79: 376: 99//Hs. 135458: AI 
081312 

R-NT2RP4000817//Homo sapiens mRNA for RIAA0470 pro 
tein, complete cds//3. le-106: 550: 94//Hs. 25132: AB00 
7939 

R-NT2RP4000833//ESTs//5. 8e-46: 309: 85//Hs. 163979: AA 10 
828834 

R-NT2RP4000837//ESTs//L 7e-l 12: 539: 97//Hs. 97718: AI 
334028 

R-NT2RP4000855//ESTs//l. le-95: 486: 95//Hs. 5345: AA98 
8104 

R-NT2RP4000865//EST//6. 2e-68: 412: 89//Ks. 142196: AA2 
58356 

R-NT2RP4000878//ESTs//L9e-80:417:95//Hs. 104716: AI 
023185 

R-NT2RP4000879//ESTs//l . 8e-42: 21 1 : 99//Hs. 89991 : AI 3 20 
74617 

R-nnnnnnnnnnnn//ESTs//l. 2e-89: 453: 97//Hs. 100182: N9 
2594 

R-nnnnnnnnnnnn//EST//9. 4e-06: 197: 63//fls. 145970: AI2 
77106 

R-NT2RP4000925//ESTs, Weakly similar to KIAA0405 
[H.sapiens]//5.9e-17: 134:85//Hs. 14146:W92235 
R-nnnnnnnnnnnn//ESTs//4. 3e-14: 84: 100//Hs. 155360: AA 
984683 

R-NT2RP4000928//Homo sapiens CDP-diacyl glycerol sy 30 
nthase 2 (CDS2) mRNA, partial cds//8.2e-108:548:95/ 
/Hs. 24812: AF069532 

R-NT2RP4000929//ESTs//l . 3e- 1 19: 567: 98//fls. 6271 7: AA 
044905 

R-NT2RP4000955//ESTs//3. 5e-10: 119: 78//Hs. 42946: N21 
111 

R-NT2RP4000973//ESTs//2. 8e-05: 93: 69//Hs. 155126: AA5 
63986 

R-NT2RP4000975//ESTs//4. 4e-58: 324: 95//Hs. 126070: AA 
045179 40 
R-NT2RP4000979//ESTs//3. 5e-42: 468: 73//Hs. 106210: AI 
193017 

R-NT2RP4000984//Homo sapiens clone 23770 mRNA sequ 
ence//8. 7e- 120: 570: 98//Bs. 12457: AF052123 
R-NT2RP4000989//ESTs//l. 3e-122: 581: 98//Hs. 10499: AA 
528018 

R-NT2RP4000996//ESTs//9. 2e- 1 13: 579: 94//Hs. 23762: N2 
6620 

R-NT2RP4000997//flomo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//l. le-28: 439: 68//H 50 
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s. 129735: AF010144 

R-NT2RP4001004//ESTs//3. 6e-78: 389: 98//Hs. 156290: AI 
016769 

R-NT2RP4001006//ESTs, Moderately similar to 0RF2: 
function unknown [H.sapiens]//6.6e-124:574:99//fls. 
47393: AA218858 

R-NT2RP4001010//EST//2. 8e-31: 194: 90//Hs. 161186: AI4 
18635 

R-NT2RP4001029//ESTs//4. 4e- 1 1 1 : 523: 99//Hs. 28423: AI 
336292 

R-NT2RP4001041//ESTs, Highly similar to LEUCYL-TR 
NA SYNTHETASE, OT0PLASMIC [Saccharomyces cerevisi 
ae] //3. 6e- 1 14: 569: 96//Hs. 6762: AA088424 
R-NT2RP4001057//Homo sapiens KIAA0399 mRNA, partia 
1 cds//2. Oe-51: 282: 94//Hs. 100955: AB007859 
R-NT2RP4001064//ESTs, Weakly similar to protein B 
[H.sapiens]//2. le-103:485:99//Hs. 10114: AI 345945 
R-NT2RP4001078 

R-NT2RP4001079//Homo sapiens mRNA for putative Ca2 
transport! ng ATPase, parti al //l . 7e- 1 19: 569: 98//H 
s. 106778: AJ010953 

R-NT2RP4001080//ESTs//7.6e-10:65: 100//Hs. 131694: AA 
927668 

R- nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds//5.9e-121: 548: 95//Hs. 13273: AB011 
164 

R-NT2RP4001095//ESTs//l . 5e- 113: 563: 96//Hs. 1 18732: A 
1344055 

R-NT2RP4001100//ESTs//2. Oe-46: 413: 79//Hs. 146314: R9 
9617 

R-NT2RP4001 1 17//EST//7. 4e-51: 294: 92//Hs. 7260: T2373 
7 

R-NT2RP4001122//ESTs//5. 4e-109: 509:99//Hs. 16390: AI 
052357 

R-NT2RP4001126//EST//0.97: 169:61//Hs. 148107: AA6934 
76 

R-NT2RP4001138//ESTs//3. 0e-110: 543:97//Hs. 57655: AI 
056890 

R-NT2RP4001143//ESTs, Highly similar to HYP0THETI 
CAL 52.9 KD PROTEIN INSAP155-YKR31 INTERGENIC REGI 
ON [Saccharomyces cerevisiae]//5.4e-113:573:96//H 
s. 5249: U55977 

R-NT2RP4001148//ESTs//3. le-103:490:98//Hs. 121282: A 
1091453 

R-NT2RP4001149//EST//1. 7e-50: 281: 93//Hs. 101727: H16 
171 

R-NT2RP4001150//ESTs//l. 9e-90: 422: 100//Hs. 125490: A 
1138884 

R-NT2RP4001159 

R-NT2RP4001 174//ESTs//2. 5e- 1 10: 526: 98//Hs. 1 16555: A 
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A639278 

R-nnnnnnnnnnnn//ESTs//l. le-25: 140:97//Hs. 83756: AI0 
02822 

R-NT2RP4001207//ESTs//4. 4e-70: 432: 89//Bs. 13109: AA1 
92514 

R-NT2RP4001210//ESTs//l. 4e-108: 509:99//Hs. 27021: AI 
359495 

R-NT2RP4001213//ESTs, Highly similar to ZINC FING 
ER PROTEIN 8 [Homo sapiens]//4.4e-123:624:95//Hs.2 
2744: AI 379892 10 
R-NT2RP4001219//ESTs//0. 0043: 142: 65//Hs. 6733: AI 160 
750 

R-NT2RP4001228//ESTs//4. 9e-101: 482: 98//Hs. 62684: AA 
806103 

R-NT2RP4001235//ESTs//3. 7e-105: 571: 93//Hs. 37706: AA 
005120 

R-NT2RP4001256//ESTs//l. le-12: 189: 74//Hs. 20621: W28 
255 

R-NT2RP4001260//EST//6. 9e-05: 313: 61//Hs. 116438: AA6 
48430 20 
R- NT2RP400 1 274//EST//0. 0020: 246:63//Hs. 149955: AI 28 
9933 

R-nnnnnnnnnnnn//ESTs//2. 9e-34: 213: 91//Hs. 43100: AA1 
86588 

R-NT2RP4001313 

R-NT2RP4001315//EST//6. le-38: 217: 93//Hs. 97832: AA40 
0892 

R-NT2RP4001339//ESTs//3. 8e-91: 430: 99//Hs. 34840: AI 2 
79612 

R-NT2RP4001345//ESTs//5. 3e-89: 443: 96//Hs. 6770: AA97 30 
2732 

R-NT2RP4001351//ESTs//6. Oe-78: 394: 97//Hs. 102796: N7 
0837 

R-NT2RP4001353//ESTs//4. 8e-06: 90: 82//Hs. 7778: AA195 
616 

R-NT2RP4001372 

R-NT2RP4001373//ESTs, Weakly similar to HYPOTHETIC 
AL 48.8 KD PROTEIN INTRK2-MRS4 INTERGENIC REGION 
[Saccharomyces cerevi si ae] //l . 7e- 108: 546: 96//Hs. 32 
271:AA203680 40 
R-NT2RP4001375//ESTs//2. 4e-19: 155: 87//Hs. 62119: AAO 
43299 

R- NT2RP400 1 379//EST//4 . 4e-29: 288: 72//Hs. 157848: AI3 
62501 

R-NT2RP4001389//ESTs, Highly similar to HYPOTHETI 
CAL 51.6 KD PROTEIN INPAP1-MRPL13 INTERGENIC RECIO 
N [Saccharomyces cerevisiae]//3.8e-79:438:93//Hs.2 
1938: W81045 

R-NT2RP4001407//ESTs//8. 3e- 1 12: 541 : 97//Hs. 22587: AA 
743132 50 
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R-NT2RP4001414//ESTs//8. 6e- 18: 117: 90//Hs. 90789: W27 
649 

R-NT2RP4001433//ESTs, Moderately similar to PROHIB 
ITIN [H. sapiens] //1. 6e-102: 498: 97//Hs. 62386: AA5129 
48 

R-NT2RP4001442//ESTs//8. 8e-104: 489: 99//Hs. 101619: A 
1339433 

R-NT2RP4001447 
R-NT2RP4001474 

R-NT2RP4001483//ESTs//2. le-100: 528: 92//Hs. 17860: AA 
706655 

R-NT2RP4001498//ESTs//l . le-97: 470: 98//Hs. 95744: AI 3 
92846 

R-NT2RP4001502//ESTs//6. 7e-73: 382: 96//Hs. 11874: N93 
511 

R-NT2RP4001507//ESTS//2. 6e-57: 302: 96//Hs. 65328: AA6 
25385 

R-NT2RP4001524//ESTs, Weakly similar to F13B12.1 
[C. elegans] III. 9e-107: 546: 96//Hs. 5570: AI 377863 
R-NT2RP4001529//ESTs//3. 3e-112: 524: 99//Hs. 28423: AI 
336292 

R-NT2RP4001547//ESTs, Weakly similar to NADH-UBIQU 
I NONE OXIDOREDUCTASE CHAIN 5 [Paramecium tetraurel 
i a] //2. 8e- 120: 566: 98//Hs. 108530: AA523928 
R-nnnnnnnnnnnn//ESTs, Weakly similar to CELL DIVIS 
ION CONTROL PROTEIN 68[S.cerevisiae]//1.4e-26: 184: 
88//Hs. 136189: AA133224 

R-NT2RP4001555//ESTs//l. le-95:445: 100//Hs. 134403: A 
A677552 

R-NT2RP4001567//ESTs//2. 8e- 106: 506: 98//Hs. 102708: A 
A292285 

R-NT2RP4001568//ESTs//6. 4e-55: 300: 94//Hs. 57442: N63 
437 

R-NT2RP4001571//ESTs//l. 3e-114: 556: 97//Hs. 30340: AA 
521251 

R-NT2RP4001574//ESTs//0. 0035: 120: 67//Hs. 96339: AA22 
5906 

R-NT2RP4001575 

R-NT2RP4001592//ESTs, Weakly similar to ISOLEUCYL- 
TRNA SYNTHETASE, MITOCHONDRIAL [S.cerevisiae]//8.7 
e- 1 12: 557: 97//Hs. 7558: AA526812 
R-NT2RP4001610//ESTs//6. 2e-77: 382: 96//Hs. 21543: AA1 
66776 

R-NT2RP4001614//ESTs//2. 8e-117: 565: 98//Hs. 9591: AAO 
69657 

R-NT2RP4001634//ESTs//2. Oe-39: 213: 96//Hs. 32360: AA5 
34737 

R-NT2RP4001638//Homo sapiens clone 23967 unknown m 
RNA, partial cds//1.7e-116: 559: 97//Hs. 5332: AF00715 
1 
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R-NT2RP4001644//ESTs, Moderately similar to MNK1 
[H. sapiens]//5. 3e-36: 192: 97//Hs. 5662: AA868361 
R-NT2RP4001656//ESTs, Highly similar to HYPOTHETI 
CAL 108.5 RD PROTEIN R06F6.2 IN CHROMOSOME II [Cae 
norhabdi ti s el egans] //l . le- 104: 525: 96//Hs. 20472: W2 
8734 

R-NT2RP4001677//ESTs//l . 8e- 106: 522: 97//Hs. 106390: A 
A156805 

R-NT2RP4001696//Human chromosome 8 BAC clone CIT98 
7SK-2A8 complete sequence//5. 7e-118: 583: 96//Hs. 155 10 
62:U96629 

R-NT2RP4001725//ESTs//2. 0e-ll: 141: 74//Hs. 117589: N2 
5941 

R-nnnnnnnnnnnn//ESTs, Weakly similar to UDP-GLUC0S 
E: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR [D.me 
1 anogaster] //3. 4e-73: 362: 97//Hs. 152332: AI 141922 
R-NT2RP4001739//ESTs//6.6e-59: 340:91//Hs. 122293: AA 
843692 

R-NT2RP4001753//Zinc finger protein 3 (A8-51)//5.6 
e- 1 13: 552: 96//Hs. 2481 : X78926 20 
R-NT2RP4001760//ESTs/72. 5e-94: 453: 98//Hs. 122579: AA 
766315 

R-NT2RP4001790//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 84 [H. sapiens]//2. Oe- 62: 326: 94//Hs. 11083 
9:W28098 
R-NT2RP4001803 

R-NT2RP4001822//ESTS//4. 4e-98: 526: 92//Hs. 96908: AI 1 
61133 

R-NT2RP4001823//ESTs//l . 7e-72: 357: 97//Hs. 144900: AI 
218434 30 
R-NT2RP4001828//ESTs//3. 3e- 101 : 536: 92/ IHs. 18851: AA 
857826 

R-NT2RP4001838//ESTs//4. 2e-58: 344: 90//Hs. 48723: N66 
663 

R-NT2RP4Q01849//EST//0. 24: 105: 71//Hs. 136747: AA7492 
10 

R-NT2RP4001889//Human mRNA for KIAA0118 gene, part 
ial cds//3. 4e-34: 212: 88//Hs. 154326: D42087 
R-NT2RP4001893//ESTs//3. 0e-58: 321 : 95//Hs. 158787: W7 
9602 40 
R-NT2RP4001896//EST//3. 8e-15: 108: 92//Hs. 160835: AI3 
45528 

R-NT2RP4001901//ESTs//l. 2e-110: 536: 97//Hs. 31443: AI 
018606 

R-NT2RP4001927//ESTs//2.1e-105:546:93//Hs. 73291 :AI 
417099 

R-NT2RP4001938//ESTs//2. 8e-40: 235: 78//Hs. 163641: R6 
1848 

R-NT2RP4001946//ESTs//l. 3e-29: 175: 93//Hs. 43703: AAO 
88436 50 
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R-NT2RP4001950//ESTs//4. 6e-95: 458: 98//Hs. 150890: AI 
341793 

R-NT2RP4001953//Clathrin, light polypeptide (Lcb)/ 
/2. 3e-62: 310: 82//Hs. 73919: X81637 
R-NT2RP4001966//ESTs, Weakly similar to tenascin-1 
ike protein [D.melanogaster]//8.3e-87:457:94//Hs.4 
1793:AA775879 

R-NT2RP4001975//ESTs//l. 9e-52: 281 : 94//Hs. 7704: W582 
52 

R-NT2RP4002018 

R-NT2RP4002047//ESTs, Highly similar to GTP-BINDI 
NG PROTEIN LEPA [Pseudomonas fluorescein] //4. 7e-0 
9: 90: 86//Hs. 41127: AA555184 

R-NT2RP4002052//ESTs//0. 054: 353: 60//Hs. 117510: AA90 
3738 

R-NT2RP4002058//EST//7.8e-26: 151:94//Hs. 124617: AA8 
55106 

R-NT2RP4002071//ESTs//6. 9e-99: 475: 98//Hs. 29216: AA9 
16679 

R-NT2RP4002075//ESTS//0. 67: 121: 65//Hs. 153939: AI 284 
198 

R-NT2RP4002078//ESTs, Highly similar to ZINC FING 
ER PROTEIN 35 [Homo sapiens]//1.6e-61:464:82//Hs. 1 
44228: N99507 

R-nnnnnnnnnnnn//ESTs, Weakly similar to HYPOTHETIC 
AL 139.1 RD PROTEIN C08B1L3 IN CHROMOSOME II [C.e 
1 egans] 111. 3e-56: 271 : 100//Hs. 6185: AA428565 
R-NT2RP4002083//ESTs//2. Oe- 108: 548: 96//Hs. 6120: W80 
407 

R-NT2RP4002408//ESTs//2. 6e-77: 391 : 96//Hs. 14014: AA7 
45592 

R-NT2RP4002791//ESTs//7. 9e- 101 : 527: 93//Hs. 22394: N3 
2555 

R-NT2RP4002888//ESTs, Highly similar to ENV POLYP 
ROTEIN [Avian spleen necrosis vinis]//l,9e-65:373: 
92//Hs. 31532: H18272 

R-NT2RP4002905//ESTs//l. 5e-107: 517: 98//Hs. 40460: N3 
6090 

R-0VARC1000001//Homo sapiens mRNA for KIAA0465 pro 
tein, partial cds//2. 8e- 115: 605: 94//Hs. 108258: ABOO 
7934 

R-0VARC1000004 

R-0VARC1000006//iSTs//l. 5e-19: 139: 89//Hs. 143034: AI 
126929 

R-OVARC1000013//ESTs//5. 9e-98: 531 : 93//Hs. 16470: AA1 
21635 

R-0VARC1000014//ESTs//0. 24: 243: 60//Hs. 19569: AA4642 
73 

R-OVARC1000017 

R-0VARC1000035//ESTs//0. 035: 252: 63//Hs. 134123: AI 07 
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R- OVARC 1 00005 8//B . sapiens mRNA for translin assort 
ated protein X//3.8e-46: 331: 83//Hs. 96247: X95073 
R-OVARC1000060//EST//2. 8e-28: 348: 71//Hs. 141728: W73 
041 

R-OVARC1000068//ESTs//3. 0e-83: 491 : 90//Hs. 29397: N51 
367 

R-OVARC1000071//ESTs//2. 5e-60: 321: 96//Bs. 25010: R67 
871 

R-0VARC1000085//Proteasoine component C5//8.6e-67:3 10 
66: 92//Bs. 75748: AL031259 

R-njinnnnimnnnn//ESTs//l . Oe- 1 11 : 526: 98//Hs. 129020: A 
1380703 

R-0VARC1000091//ESTs, Weakly similar to HOST CELL 
FACTOR CI [H. sapiens] //3.9e- 112: 596: 94//Hs. 20597: W 
58370R -OVARC 1 0 0 0 0 9 2 //EST s // 
5. le-18: 144:82 //H s . 10 9 14 
0 : AI 2 8 9 9 4 2 
R -OVARC 1 0 0 0 1 0 6 

R-OVARC 1 0 0 0 1 1 3//Homo sapi 20 
ens okadaic acid— indue ibl 
e phosphoprote in (O A 4 8 — 1 
8 ) mRNA, complete c d s // 8 . 
3 e - 1 0 2 : 4 9 5 : 9 7 //H s . 3 6 8 8 : A F 
0 6 9 2 5 0 

R-OVARC 1 0 00 1 1 4//H. sapiens 
mRNA for phosphoinositid 
e 3 - k i n a s e // 1. 7e-4 5 : 4 8 9 : 7 
4//H s. I 0 1 2 3 8 : Y 1 1 3 1 2 
R-OVARC 1 0 00 1 3 3//E ST//0. 0 0 30 
0 2 8:2 8 4:6 1 //H s. 3 0 5 4 7 :H054 

8 2 

R-OVARC 1 000 1 4 5//EST//3. 9e 
-4 0:2 0 1:9 9//H s. 1 5 6 1 4 8 :A13 
3 3 2 1 4 

R-OVARC 1 000 1 4 8//EST//0. 7 

9 : 1 5 0:6 2//H s . 100078 : T 0 5 0 9 
0 

R-OVARC 10 0 0 15 1 

R-OVARC 1 0 0 0 1 6 8//EST//1. 7e 40 
- 1 9: 14 2:9 0//H s. 38441 : H 660 

2 3 

R-OVARC 1 0 0 0 1 9 1 //E ST//0. 0 0 
7 2 : 2 9 2 : 6 3//H s. 1 3 2 4 9 2 :AA92 
2 6 2 9 

R-OVARC 1 0 00 1 9 8 //Homo sapi 
ens L I M protein mRNA, com 
plete cds//6, 1 e-4 4 : 3 3 9:8 1 
//H s . 1 5 4 1 0 3 : A F 0 6 1 2 5 8 
R-OVARC 1 0 0 0 2 0 9//ESTs, Mod 50 
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erately similar to ZINC F 
INGER PROTEIN 93 [H. sapie 
ns]//l. 1 e-3 2 : 1 9 6 : 9 2//H s. 6 
4 3 2 2 ": AA 1 4 2 8 6 4 

R-OVARC 1 0 0 0 2 1 2//E ST//0. 2 
0:178:61 //H s. 1 3 3 0 3 1 : AI049 
8 7 4 

R-OVARC1000240//ESTs//9. 0 
e -6 4 : 3 1 4 : 9 8//H s. 4 2 3 0 0 :AA2 
0 4 9 5 8 

R-OVARC 1 0 0 0 2 4 1//E ST//0. 00 
0 18:115:6 8//H s. 1 5 0 7 2 8 :AI 1 

2 3 13 0 

R-OVARC1 000288 //ESTs, Hig 
hly similar to HYPOTHET I 
CAL 54. 2 KD PROTEIN I NCDC 
12-ORC6 INTERGENIC REGION 
[Saccharomyces cerev i s ia 
e] //3. 3 e -7 4 : 4 0 3 : 9 3//H s. 10 
8117 :AI097079 

R-OVARC1 000302//EST//4. Oe 
- 1 4 : 1 0 2 : 90//Hs. 1 3 6 6 1 7 : AA 6 

3 0 4 7 6 

R-OVARC 1 00 0 3 0 4 //EST s, H i g 
hly similar to PUTATIVE 
GTP-BINDING PROTEIN MOV10 
[Mu s musculus] // 2 . 9 e - 3 7 : 
191 : 9 8//Hs. 2 0 7 2 5 : A I 0 2 7 7 7 7 
R-OVARC1 000309//ESTs//3. 6 
e-6 6 : 34 8 : 94//Hs. 9547 : AA53 
2 4 4 9 

R-OVARC 1 0 0 0 3 2 1//EST s//3. 6 
e-8 7 : 4 5 4 : 9 5//Hs. 1 1 044 5 :AA 
0 4 4 7 4 3 

R-OVARC 1 000 3 2 6//ESTs, Mod 
erately similar to lamina 
associated polypeptide 1 
C [R. norvegicus]//l. 3 e — 9 
8 : 4 8 8 : 9 6//H s. 1 2 5 7 4 9 :AI 377 
6 8 2 

R-0VARC1000335//ESTs//3. Oe- 115: 565: 97//Hs. 54835: AI 
050863 

R-0VARC1000347//EST//0. 0018: 145: 65//Hs. 136945: AA76 
5672 

R-0VARC1000384//ESTs//2. 8e-38: 253: 89//Hs. 15093: AA2 
03423 

R-0VARC1000408//ESTs//2. 6e-98: 515: 94//Hs. 119808: CO 
5928 

R-0VARC1000411//ESTs//3. 2e-82: 395: 98//Hs. 104747: AA 
406219 
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R-0VARC1000414//Landsteiner-Wiener blood group gly 
coprotein//l. 5e-27: 211: 79//Hs. 108287: L27670 
R- OVARC 1 000420//EST//2 . 8e-38: 255: 74//Hs. 138525: R99 
237 

R- OVARC 1 000427//EST//2 . 6e-58: 302: 96//fls. 122914: AA7 
67034 

R-0VARC1000431//ESTs//4. 9e- 108: 551 : 96//Hs. 11668: AI 
123426 

R-0VARC1000437 

R-0VARC1000440//ESTs//2. 9e-91: 456: 96//Hs. 93701: AIO 10 
18671 

R-0VARC1000442//Human high-affinity copper uptake 
protein (hCTRl) mRNA, complete cds//4.3e-45:320:84/ 
/Hs. 73614: U83460 

R-0VARC1000443//Homo sapiens mRNA for KIAA0683 pro 
tein, complete cds//3. 6e-79: 418: 94//Hs. 12334: AB014 
583 

R-0VARC1000461//ESTs//3. le-62: 342: 93//Hs. 23241: R46 
582 

R-0VARC1000465//ESTs//l . 7e-67: 349: 95//Hs. 127238: AA 20 
477576 

R-0VARC1000466//ESTs//l . 9e-66: 337: 95//fls. 5212: AI 42 
1211 

R-0VARC1000473//ESTs//5. 4e-89: 320: 99//Hs. 29173: AA1 
34926 

R-0VARC1000479//ESTs, Highly similar to TIP120 [R. 
norvegicus]//l. le-102: 514: 96//Bs. 1 1833: AI 299947 
R-0VARC1000486//ESTs//3. 9e-78: 405: 95//Bs. 98312: AA4 
24983 

R-0VARC1000496 30 
R-0VARC1000520//ESTs//l. 2e-20: 145: 88//Hs. 87456: AA4 
34484 

R-0VARC1000526//Small inducible cytokine A5 (RANTE 
S)//8. 9e-47: 217: 87//Hs. 155464: AF088219 
R-0VARC1000533//ESTs, Moderately similar to integr 
ase [H. sapiens] //8. 5e-48: 264: 92//Hs. 49860: AA702248 
R-0VARC10G0543//ESTs//5. 7e-74: 410: 94//Hs. 62817: AA0 
47021 

R-0VARC1000556//H. sapiens mRNA for ribosomal S6 ki 
nase//9. 5e-27: 202: 85//Hs. 90859: X85106 40 
R-OVARC1000557//EST//2.8e-18: 169: 79//Hs. 149101: AI2 
44285 

R-0VARC1000564//EST//2. 3e-34: 199: 92//Hs. 146637: AI 1 
41587 

R-0VARC1000573//Interleukin 10//4. 7e-42: 300: 83//H 
s.2180:H57627 

R-0VARC1000578//Small inducible cytokine A5 (RANTE 
S)//5. 2e-58: 392: 84//Hs. 155464: AF088219 
R-0VARC1000588//EST//1. 8e-41: 174: 85//Hs. 163333: AA8 
79053 . 50 



M2 00 2- 1 9 1 3 6 3 
4128 

R-0VARC1000605 

R-0VARC1000622//flomo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0501//6. 4e-47: 417: 77//Hs. 159 
897:AB007970 

R-0VARC1000640//H. sapiens mRNA for translin associ 
ated protei n X//1 . 9e-28: 366: 72//Hs. 96247: X95073 
R-0VARC1000661//Homo sapiens mRNA for KIAA0590 pro 
tein, complete cds//5. le-31: 162: 100//Hs. 111862: ABO 
11162 

R-0VARC1000678//EST//0. 92: 199: 60//fls. 122025: AA7784 
80 

R-nnnnnnnnnnnn//ESTs//0. 94: 416: 59//Hs. 130754: AA279 
522 

R-0VARC1000681//EST//9. 2e-21: 179:80//Hs. 132635: AIO 
32875 

R-0VARC1000689//Homo sapiens ataxin-7 (SCA7) mRNA, 
complete cds//0. 053: 160: 64//fls. 108447: AJ0005 17 
R-0VARC1000700//Homo sapiens KIAA0441 mRNA, comple 
te cds//7. le-09: 141: 73//Hs. 32511: AB007901 
R-0VARC1000703//ESTs//l. 7e-46: 298: 87//Hs. 138856: H4 
7461 

R-0VARC1000730//ESTs, Weakly similar to C27F2.7 ge 
ne product [C.elegans]//1.7e-17: 137: 86//Hs. 7049: AI 
141736 

R-0VARC1000746//ESTs//0. 16: 366:60//Hs. 136969: AA830 
918 

R-0VARC1000769//ESTs, Weakly similar to eukaryotic 
initiation factor eIF-2 alpha kinase [D.melanogas 
ter]//4. 6e-28: 430: 69//Hs. 42457: AA523306 
R-0VARC1000771//ESTs//l. 3e-87: 461: 94//Hs. 22399: AA5 
31016 

R-OVARC1000781//ESTs//8. 3e- 1 19: 572: 97//Hs. 41972: AA 
626793 

R-0VARC1000787//ESTs//7.4e-18: 115:93//Hs. 164036: AA 
845659 

R-0VARC1000800//MIT0CH0NDRIAL STRESS-70 PROTEIN PR 
ECURS0R//4. 9e-19: 119: 95//Hs. 3069: L11066 
R-OVARC1000802//ESTs//2. 2e-41: 383: 78//Hs. 161228: AI 
419764 

R-0VARC1000834//Homo sapiens mRNA for atopy relate 
d autoantigen CALC//1. 2e-106: 536: 95//Hs. 61628: Y177 
11 

R-OVARC1000846//Clathrin, light polypeptide (Lcb)/ 
/l . 6e-66: 282: 87//Hs. 73919: X81637 
R-0VARC1000850//Homo sapiens PB39 mRNA, complete c 
ds//l. 2e-115: 579: 96//Hs. 18910: AF045584 
R-0VARC1000862//EST//4. 3e-14: 129: 81//Hs. 150663: AA9 
23096 

R-0VARC1000876//ESTs//l . Oe- 115: 573: 96//Hs. 87287: AI 
150674 
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R-0VARC1000883//ESTs//3. 5e- 109: 523: 98//Hs. 28423: AI 
336292 

R-0VARC1000885//ESTs, Highly similar to HYPOTHETI 
CAL OXIDOREDUCTASE INROCC-PTA INTERGENIC REGION [B 
aci 1 1 us subti 1 1 s] 111. 9e-98: 525: 93//Hs. 10366: W21953 
R-0VARC1000886//ESTs//8. 2e-79: 417: 94//Hs. 7729: AA83 
0777 

R-0VARC1000891//ESTs//6. 8e-75: 401: 94//Hs. 5833: H154 
01 

R-0VARC1000897//ESTs//3. 5e-91: 440: 98//Hs. 125264: AA 10 
873350 

R-0VARC1000912 

R-0VARC1000915//ESTs//l. Oe-45: 328: 82//Hs. 163980: AA 
715814 

R-0VARC1000924//ESTs//l. Oe- 100: 501: 96//Hs. 30204: AA 
497127 

R-0VARC1000936//EST//3. Oe-74: 367: 98//Hs. 145098: AA4 
21696 

R-0VARC1000937//EST//1. le-53: 290: 95//Hs. 162846: AA6 
31215 20 
R-0VARC1000945//ESTs//4. 9e-51: 301: 89//Hs. 20100: W25 
794 

R-0VARC1000948//ESTs//3. 7e-67: 332: 98//Hs. 112570: AA 
621971 

R-0VARC1000959//Small inducible cytokine A5 (RANTE 
S)//7. 2e-44: 283: 86//Hs. 155464: AF088219 
R-0VARC1000960//Homo sapiens RIAA0395 mRNA, parti a 
1 cds//l . le-41 : 348: 80//Hs. 43681: AL022394 
R-OVARC1000971//EST//6.2e-05:126:70//Hs. 160491: AI 2 
54909 30 
R-0VARC1000984//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//3.5e-68:346:96//Hs.255 
44:AA532784 

R-0VARC1000996//EST//0. 12:92: 71//Hs. 117141: AA67881 
1 

R-0VARC1000999//Homo sapiens KIAA0414 mRNA, partia 
1 cds//l. 5e-44: 513: 73//Bs. 127649: AB007874 
R-0VARC1001000//ESTs//l. 8e-22: 198: 80//Hs. 140608: N5 
3448 

R-0VARC1001004//Human kpni repeat mrna (cdna clone 40 
pcd-kpni -4) , 3' end//l. 7e-28: 181: 77//Hs. 139107: K0 
0629 

R-0VARC1001010//EST//2. le-09: 92: 85//Hs. 147893: AI 22 
3270 

R-0VARC1001011//EST//2. 4e-14: 200: 75//Hs. 149290: AI2 
48117 

R-0VARC1001032//EST//2. 7e-29: 304: 73//Hs. 141733: W80 
630 

R-0VARC1001034//Homo sapiens apoptotic protease ac 
tivating factor 1 (Apaf-1) mRNA, complete cds//2.1 50 
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e-09: 137: 74//Hs. 77579: AF013263 
R-0VARC1001038//Homo sapiens TRIAD1 type I mRNA, c 
omplete cds//4. le-101: 501: 96//Hs. 9899: AF099149 
R-0VARC1001040//ESTs//2. 9e-87: 415: 99//Hs. 132812: AI 
032046 

R-0VARC1001044//ESTs//l. le-83: 432: 96//Hs. 55043: N94 
384 

R-0VARC1001051//60S RIB0S0MAL PROTEIN L41//1.2e-l 
6: 124: 88//Hs. 108124: Z12962 

R-0VARC1001055//ESTs//2. 4e-23: 238: 76//Hs. 141421: H9 
9231 

R-0VARC1001062//ESTs//3. 4e-92: 469: 96//Hs. 34658: N98 
652 

R-0VARC1001068//Homo sapiens Era GTPase A protein 
(HERA- A) mRNA, partialcds//7.3e-97:463:98//Hs.342 
6:AF082657 

R-0VARC1001072//ESTs//1.3e-34:227:89//Hs.l26704:W9 
5844 

R-OVARC1001074 

R-OVARC1001085//Human T-cell leukemia virus enhanc 
er factor//l. 0: 94: 69//Hs. 103126: U57029 
R-0VARC1001092//Homo sapiens mRNA for JM5 protein, 
complete CDS (clone IMAGE 53337, LLNLcll0F1857Q7 
(RZPD Berlin) and LLNLcllOG0913Q7 (RZPD Berlin))// 
1. 4e-96: 325: 98//Hs. 21753: AJ005897 
R-0VARC1001113//Homo sapiens diaphanous 1 (HDIA1) 
mRNA, compl ete cds//3. 3e-75: 386: 95//Hs. 26584: AF051 
782 

R-0VARC1001117//Human G protein-coupled receptor 
(STRL22) mRNA, completecds//3.9e-37:283:84//Hs.464 
68: U45984 

R-0VARC1001118//ESTs//5. 3e-99: 485: 97//Hs. 130815: AA 
936548 

R-0VARC1001129//ESTs//9. 8e-66: 351: 95//Hs. 18616: T99 
312 

R-0VARC1001161//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SX WARNING ENTRY III! [H.sapiens]//2. 
2e-66: 346: 95//Hs. 53263: AA173226 
R-0VARC1001162//EST//1. 5e-44: 376: 80//Hs. 161917: AA4 
83223 

R-0VARC1001167//ESTs//4. 7e-110: 548: 96//Hs. 35254: AI 
133727 

R-0VARC1001169//ESTS//0. 22: 152: 68//Hs. 149424: AI 274 
200 

R-0VARC1001170//Small inducible cytokine A5 (RANTE 
S)//l. 8e-42: 305: 84//Hs. 155464: AF0882 19 
R-0VARC1001173//EST//2. 5e-35: 182: 84//Hs. 161917: AA4 
83223 

R-0VARC1001180//Human macrophage-derived chemokine 
precursor (MDC) mRNA, complete cds//6.6e-64:247:80 
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//fls. 97203: U83171 

R-0VARC1O01 188//ESTs//4. le- 18: 296: 69//fls. 139197: AA 
228343 

R-0VARC1001200//ESTs//2. Oe-28: 207: 85//Hs. 35121: AA8 
77826 

R-0VARC1001232//ESTs//3. 2e-61: 358: 91//Hs. 6449: W950 
25 

R-0VARC1001240//ESTs//6. 7e-45: 316: 85//Hs. 121675: AA 
629668 

R-0VARC1001243//ESTs//2. 3e-86: 409: 99//Hs. 163091: AA 10 
742361 

R-0VARC1001261//ESTs//0.63: 125:64//Hs. 155743:AI344 
166 

R-0VARC1001268//ESTs//8. le-20: 113: 98//Hs. 109477: AA 
477929 

R-0VARC1001270//ESTs//l . 5e- 107: 530: 97//Hs. 62905: AA 
460708 

R-0VARC1001271//ESTS//4. 5e-36: 401: 72//Hs. 20190: AA5 
25532 

R-0VARC1001282//EST//4. 0e-91: 428: 99//Hs. 145599: AI 2 20 
63113 

R-0VARC1001296//ESTs//2. 6e-63: 301: 100//Hs. 125753: A 
A740885 

R-nnnnnnnnnnnn//Hoino sapiens mRNA for KIAA0518 pro 
tein, partial cds//3. 8e-70: 334: 100//Hs. 23763: AB011 
090 

R-0VARC1001329//Clathrin, light polypeptide (Lcb)/ 
/l. 3e-68: 304: 83//Hs. 73919: X81637 
R-0VARC1001330//Proline arginine-rich end leucine- 
ri ch repeat protei n//l . 0: 147: 63//Hs. 76494: U41344 30 
R-0VARC1001339//Sraall inducible cytokine A5 (RANTE 
S)//5. 0e-48: 452: 76//Hs. 155464: AF088219 
R-0VARC1001341//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SQ WARNING ENTRY !!!! [H. sapiens] //6. 
9e-85: 464: 93//Hs. 23651: AA650356 
R-0VARC1001342//40S RIB0S0MAL PROTEIN S8//4.9e-ll 
0: 568: 95//Hs. 118690: X67247 

R-0VARC1001344//EST//3. 6e-44: 341 : 81//Hs. 162197: AA5 
35216 

R- OVARC 1 00 1 357//TUM0R- ASSOCI ATED ANTIGEN L6//9.8e- 40 
44: 250: 93//fls. 3337:190657 

R-0VARC1001360//ESTs//5. 2e- 1 10: 534: 98//Hs. 24743: AA 
843844 

R-0VARC1001369//ESTs//l. 7e-98: 478: 97//Hs. 7729: AA83 
0777 

R-OVARC1001372//ESTs//2. 6e-97: 456: 99//Hs. 153648: AI 
341415 

R-0VARC1001376//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//l. le-53: 344: 72//Hs. 153468: AB01 
1147 50 
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R-0VARC1001381//ESTs//5, le-19:200:66//Hs. 1 14031 :AA 
700958 

R-0VARC1001391 

R-nnMiumnnnnn//ESTs//0. 0039: 48: 95//Hs. 117964: N209 
13 

R-0VARC1001417//Homo sapiens EXLM1 mRNA, complete 
cds//3. 2e-lll: 561: 95//Hs. 21586: AB006651 
R-0VARC1001419 

R-0VARC1001425//EST//5. 7e-20: 395: 66//Hs. 159707: AI 3 
93136 

R-0VARC1001436//ESTs//9. 6e-90: 427: 99//Hs. 6982: AA62 
2427 

R-0VARC1001442//ESTs//l. le-66:317: 100//Hs. 18437: AI 
206345 

R-0VARC1001453//ESTs//2. Oe-20: 163: 84//Hs. 133503: AA 
628592 

R-0VARC1001476//EST//0. 23: 125: 66//Hs. 71444: AA13170 
0 

R-0VARC1001480//ESTs//3. le-56: 181: 97//Hs. 40109: AA9 
28694 

R-OVARC1001489//ESTs//l . 0: 297: 58//Hs. 86723: AA39308 
9 

R-0VARC1001496//Homo sapiens C- terminal binding pr 
otein 2 mRNA, completecds//3.0e-117:585:96//Hs.653 
4:AF016507 

R-0VARC1001506//Small inducible cytokine A5 (RANTE 
S)//l. 8e-48: 283: 90//fls. 155464: AF088219 
R-0VARC1001525//EST//0. 80: 170: 60//Es. 157398: AI 3645 
39 

R-0VARC1001542//Homo sapiens hJTB mRNA, complete c 
ds//l . 6e- 1 1 1 : 566: 95//Hs. 6396: AB016492 
R-0VARC1001547//ESTs//5. 7e-105: 564: 93//Hs. 68835: AA 
088388 

R-0VARC1001577//Homo sapiens SRp46 splicing factor 
retropseudogene mRNA//4.4e-20: 150:89//Hs. 155160: A 
F031166 

R-0VARC1001600//Human mRNA for KIAA0118 gene, part 
ial cds//8. 6e-21: 282: 72//fls. 154326: D42087 
R-OVARC1001610//ESTs//4. 6e-108: 555: 95//Hs. 44295: N3 
2019 

R-0VARC1001611//ESTS//0.0021: 117:71//Hs. 135568:AA9 
72965 

R-0VARC1001615//Homo sapiens KIAA0409 mRNA, partia 
1 cds//9. 2e-19: 114: 78//Hs. 5158: AB007869 
R-0VARC1001668//ESTs//1.0: 127:69//Hs. 153290: AI 0226 
59 

R-0VARC1001702//ESTs//4. 8e-44: 225: 97//Hs. 96855: AA3 
46854 

R-0VARC1001703//ESTs//2. 3e-89: 426: 99//fls. 27099: W60 
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R-0VARC1001711//ESTs//l. 9e-57: 251: 99//Hs. 9732: AA52 
7784 

R-0VARC1001726//ESTs, Highly similar to APICAL PR 
OTEIN [Xenopus laevis]//1.2e-27:236:81//Hs. 15485: A 
A046954 

R-0VARC1001731//Tropomyosin 4 (fibroblast)//7.9e-7 
4:422:90//Hs. 102824: X05276 

R-0VARC1001745//Human mRNA for tryptophan hydroxyl 
ase (EC 1. 14. 16.4) //l. 7e-62: 300: 83//Hs. 144563: AF05 
7280 10 
R-nnnnnnnnnnnn//ESTs, Weakly similar to N- TERMINAL 
ACETYLTRANSFERASE 1 [S.cerevisiae]//6.8e-100:540: 
92//Hs. 1 1 774 1 : AA903456 

R-0VARC1001766//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, cample 
te cds//l. le-109: 567: 94//Hs. 155377: U97670 
R-nnnnnnniuinnn//Homo sapiens mRNA for KIAA0675 pro 
tein, complete cds//2. Oe- 109: 529: 97//Hs. 15869: AB01 
4575 

R-0VARC1001768//ESTs//3. 5e-59: 327: 94//Bs. 107923: H6 20 
6127 

R-0VARC1001791//ESTS//1. 3e-lll: 565: 96//Hs. 6107: AA1 
60604 

R-0VARC1001795//ESTs//2. 8e-97: 526: 93//Hs. 72158: AA1 
56978 

R-0VARC1001802//Homo sapiens DEC- 205 mRNA, complet 
e cds//4. 8e-36: 276: 81//Hs. 153563: AF011333 
R-0VARC1001805//ESTs//4. le-78:375:98//Hs. 126902: AI 
374688 

R-0VARC1001812//EST//4. 8e-45: 349: 80//Hs. 162677: AA6 30 
04831 

R-0VARC1001813//Homo sapiens mRNA for KIAA0538 pro 
tein, partial cds//2. le-15: 519: 63//Hs. 25639: AB01 11 
10 

R-0VARC1001820//ESTs//9. 5e-50: 314: 80//Hs. 140491: W5 
2705 

R-0VARC1001828//ESTs//0. 11: 186: 63//fls. 29055: AI3746 
21 

R-0VARC1001846//ESTs//0.34: 134:66//Hs. 152992: AI242 
160 40 
R-0VARC1001861//ESTs//2. 3e-19: 120: 92//Hs. 42225: N31 
809 

R-0VARC1001873//Homo sapiens clones 24718 and 2482 
5 mRNA sequence//1.9e-105: 571: 91//Hs. 25300: AF07061 
1 

R-0VARC1001879//EST//1.3e-24: 185:85//Hs. 136617:AA6 
30476 

R-0VARC1001880//Homo sapiens mRNA for RIAA0575 pro 
tein, complete cds//2. 2e-49: 302: 90//Hs. 153468: AB01 
1147 50 
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R-0VARC1001883//ESTs//l. Oe-51: 295: 93//Hs. 164059: AA 
447310 

R-0VARC1001900//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cds 
//l. 6e-87: 346: 90//Hs. 6216: AF061749 
R-0VARC1001901//ESTs//6. 8e-24: 132: 98//Bs. 130797: AA 
904435 

R-0VARC1001911//ESTs//l. le-88: 491: 92//Hs. 32343: W73 
855 

R-0VARC1001916//ESTs//7. 9e-97: 491: 95//Hs. 24989: H97 
842 

R-0VARC1001928 

R-0VARC1001942//ESTs, Weakly similar to N- TERMINAL 
ACETYLTRANSFERASE 1 [S.cerevisiae]//2.5e-39:253:8 
8//Hs. 1 1 774 1 : AA903456 

R-0VARC1001943//ESTs//9. 3e-13: 78: 100//Hs. 143680: W3 
8637 

R-0VARC1001949//ESTs, Highly similar to ZINC FING 
ER PROTEIN 8 [Homo sapiens]//8.3e-96:498:94//Hs.22 
744: AI 379892 

R-0VARC1001950//EST//1. 3e-35: 236: 81//Hs. 132635: AI0 
32875 

R-0VARC1001987//ESTs//5. 6e-94: 514: 92//Hs. 21148: AI 1 
83729 

R-0VARC1001989//ESTs//9. 7e-46: 228: 99//Hs. 127046: AA 
935887 

R-0VARC1002044//ESTs//3. 4e-45: 303: 85//Hs. 132722: AA 
618531 

R-0VARC1002050//Homo sapiens mRNA for KIAA0465 pro 
tein, partial cds//4.4e-109: 542: 96//Hs. 108258: AB00 
7934 

R-0VARC1002066//ESTs//8. 5e-97: 455: 99//Hs. 135477: AI 
088556 

R-0VARC1002082//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//8. le-47: 340: 82//Hs. 15519: AB018 
315 

R-0VARC1002107//ESTs//5. 9e- 103: 498: 98//Hs. 157207: A 
A629860 

R-0VARC1002127//ESTs//3. Oe-87: 419: 98//Hs. 127833: AI 
347130 

R-0VARC1002138//ESTs, Weakly similar to HYPOTHETIC 
AL 54.7 KD PROTEIN C07A9. 1 IN CHROMOSOME III [Caen 
orhabditis elegans]//1.7e-102:485:98//Hs. 137516: AA 
805691 

R-0VARC1002143//ESTs//l. 3e-79: 428: 92//Hs. 158126: W2 
6825 

R-0VARC1002156//ESTs//l. 6e-38: 198: 98//Hs. 22957: AA4 
78923 

R-0VARC1002158//ESTs//7. 3e-81: 412: 96//Hs. 12211: AA9 
08631 
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R-0VARC1002165//ESTs//l . 8e-09: 154: 72//Hs. 49354: AA4 
24160 

R-0VARC1002182//ESTs//4. 3e-80: 465: 91//Hs. 77067: AAO 
40478 

R-PLACE1000004//ESTs, Weakly similar to TEICH0IC A 
CID BIOSYNTHESIS PROTEIN A [Bacillus subtilis]//7. 
5e-32: 164: 99//Hs. 144194: AA706337 
R-PLACE1000005//EST//0. 37: 212: 60//Hs. 127020: AA9349 
20 

R-PLACE1000007//Homo sapiens clone 24422 mRNA sequ 10 
ence//3. 8e- 16: 100: 97//Hs. 109268: AF070557 
R-PLACE1000014//EST//9. 6e-44: 344: 77//Hs. 161917: AA4 
83223 

R-PLACE1000031//ESTs//2. 2e-32: 374: 70//Hs. 117969: H9 
4870 

R-PLACE1000040//ESTs//0. 00017: 316: 59//Hs. 23342: AI 3 
10440 

R-PLACE1000048//Human Une-1 repeat mRNA with 2 op 
en reading frames//4. 8e- 79: 519: 86//Hs. 23094: M19503 
R-PLACE1000050//ESTs//9. 7e-90: 453: 96//Hs. 27410: N25 20 
612 

R-PLACE1000061//Ribosomal protein L37a//5.5e-22: 12 
6:97//Hs. 1946:L06499 

R-PLACE1000066//ESTs, Weakly similar to coded for 
by C. elegans cDNA ykl0cl0.3 [C.elegans]//1.4e-61: 
331: 94//Hs. 30026: AI 356771 

R-PLACE1000078//ESTs//2. 6e-30: 212: 85//Hs. 89312: AA1 
67659 

R-PLACE1000081 

R-PLACE1000094 30 
R-PLACE1000133//ESTs//4. 4e-87: 448: 94//Hs. 93748: AA8 
84505 

R-PLACE1000142//ESTs, Weakly similar to enoyl-CoA 
hydratase [B. sapi ens] //5. 5e- 103: 538: 94//Hs. 9670: AA 
632135 

R-PLACE1000184//Homo sapiens estrogen- related rece 
ptor gamma mRNA, complete cds//4. le-114: 594: 94//H 
s. 151017: AF058291 

R-PLACE1000185//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//2.0e-19: 114: 95//Hs. 703 40 
6:W22072 

R-PLACE1000213//ESTs//9. 4e-99: 494: 96//Hs. 24398: AI 2 
62946 

R-PLACE1000214//ESTs//5. 3e-98: 466: 98//Hs. 28661: AA8 
05916 

R-PLACE1000236//Human BENE mRNA, partial cds//1.7e 
-19: 162: 84//Hs. 85889: U17077 
R-PUCE1000246//EST//0.026: 134:66//Hs. 135611:Z2154 
5 

R-PLACE1000292//ESTs//2. 5e-80: 418: 96//Hs. 138233: N5 50 
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7912 

R-PLACE1000332//EST//1. 7e-82: 422: 96//Hs. 1 18637: T61 
940 

R-PIACE1000347//ESTs//8. 5e-36: 180: 100//Hs. 6377: AA6 
32424 

R-PUCE1000374//ESTs//2. 8e-90: 434: 98//Hs. 161785: AI 
423126 

R-PLACE1000380//ESTS//1 . Oe-81 : 399: 97//Hs. 47105: AI 3 
34994 

R-PUCE1000383//ESTs//3. 7e-75: 405: 94//Bs. 23200: AA2 
03708 

R-PLACE1000401//ESTs//l. 4e-16: 212: 72//Hs. 151665: AA 
020959 

R-PLACE1000406//ESTs//2. le-51: 259: 97//Hs. 129651: N5 



R-PLACE1000420//ESTs//7. 7e-92: 471: 95//Hs. 144407: AA 
737799 

R-PLACE1000421//ESTs//2. 9e-14: 282: 67//Hs. 142068: AA 
176125 

R-PLACE1000424//EST//2. 9e-35: 453: 70//fls. 162404: AA5 
73131 

R-PLACE1000435//Homo sapiens protein phosphatase w 
ith EF- hands- 2 long form (PPEF-2) mRNA, complete c 
ds//l . 6e-47: 472: 77//Hs. 113259: AF023456 
R-PLACE1000444//ESTs, Moderately similar to platel 
et glycoprotein lib precursor [H. sapiens] //2.0e- 5 
8: 410: 81//Hs. 97579: AA398118 
R-PLACE1000453//ESTS//2. 3e-85: 442: 95//Hs. 9725: AA03 
9793 

R-PLACE1000481//ESTs, Weakly similar to Ndr protei 
n ki nase [H. sapi ens] //3. 2e- 109: 549: 95//fls. 19074: U6 
9566 

R-PLACE1000492//ESTs, Highly similar to vacuolar p 
rotein sorting homologr-vps33b [R.norvegicus]//3.5 
e-83: 435: 94//Hs. 26510: AA700425 
R-PLACE1000540//ESTs//3. 2e-58: 281 : 99//Hs. 1 18270: AA 
844729 

R-PLACE1000547//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds//2. 2e- 32: 208: 88//Hs. 153026: AB014 
540 

R-PLACE1000562//ESTs, Weakly similar to HYPOTHETIC 
AL 23.0 KD PROTEIN INIXR1-TFA1 INTERGENIC REGION 
[Saccharomyces cerevi si ae] III . 9e-26: 220: 81//Hs. 163 
791:W25348 

R-PLACE1000564//ESTs//l. le-54: 302: 92//Hs. 158520: AI 
380485 

R-PLACE1000583//Human mRNA for KIAA0355 gene, comp 
lete cds//5.5e-43:404: 7 5//H s . 1 5 3 0 1 4: 
AB002353 

R — nnnnnnnnnnnn//Guany I a te 
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binding protein 1, inter 
feron— inducible, 67k D/ / 6 . 
le- 7 9 : 5 4 2 : 8 2//Hs. 6 2 6 6 1 :M5 
5 5 4 2 

R — PLACE 1 00059 6//EST s//0. 0 
0 2 8 : 3 6 4 : 5 9//H s. 1 0 6 0 9 0 : AA4 
5 7 0 3 0 

R-PLACE100059 9//Huma n mRN 
A for KIAA0118 gene, part 
ial cds//4. 3 e - 4 9 : 2 9 5 : 9 0// 10 
Hs. 1 5 4 3 2 6 :D4 2 0 8 7 
R-PLACE 1 0 0 0 6 1 0//ESTs//0. 0 
0 1 0 : 1 0 4 : 7 4//H s. 17413 :N453 

0 1 

R-PLACE 1 0 0 0 6 3 6//EST s//l. 8 
e -6 4 : 3 4 0 : 9 5//H s. 1 0 0 8 9 5 : AA 
4 7 9 3 0 8 

R-PLACE 1 00065 3//Homo s a p i 
ens N — acetylglucosamine — p 
hosphate m u t a s e mRNA, comp 20 

1 e t e c d s // 5. 3e-1 0 1 : 5 0 6 : 9 6 
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5 4 8 5 

R-PLACE 1000716 

R-PLACE 1 000 7 4 8//ESTs//8. 9 40 
e-8 7 : 4 6 6 : 9 3//H s. 2 5 2 4 5 : AA 1 
7 6 7 0 1 

R-PLACE 1 00074 9//EST//0. 01 
9:186:61 / /W s. 135443:AI077 
3 9 6 

R-PLACE 1 0 0 0 7 5 5//ESTs, We a 
kly similar to HYPOTHETIC 
AL HE L I CASE K12H4. 8 I NCHR 
OMOSOME III [C. elegans]// 
3. 9 e -4 0 : 2 2 4 : 9 4//H s. 8 7 8 8 9: 50 
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AA2 6 2 0 0 8 

R-PLACE100076 9//Homo sapi 
ens clone 24566 mRNA sequ 
ence//6. 5 e - 2 7 : 5 3 1 : 6 6//H s . 
133342 : AF 0 7 0 5 3 6 
R-PLACE100078 5//Homo sapi 
ens mRNA for KIAA0648 pro 
tein, partial cd s//8. 5 e — 1 
0 3 : 5 1 3 : 9 6//H s. 3 1921: ABO 14 
5 4 8 

R-PLACE 1 0 00 7 8 6//EST s//5. 2 
e-9 3 : 4 4 9 : 9 7//H s. 5 8 3 8 9 :W74 
4 8 2 

R — nnnnnnnnnnnnX/H. sap i en s 
mRNA for chemokine H C C — 1 
//0. 8 8 : 2 0 1 : 6 0//H s. 2 0 1 4 4: A 
F 0 8 8 2 1 9 

R-PLACE 1 000 7 9 8//EST s//l. 1 
e-9 7 : 5 0 8 : 9 4//Hs. 139119 :N3 
2 18 9 

R-PLACE1000841//ESTs, Highly similar to guanine nu 
cleotide regulatory protein [H.sapiens]//7.7e-31:2 
20: 86//HS. 117576: R33135 

R-nnnniinnnnnnn//ESTs//l. 8e-87: 459: 94//Hs. 43100: AA1 
86588 

R-PLACE1000856//ESTS//0. 0084: 224: 59//Hs. 145906: AI 2 
75039 

R-PLACE1000863//ESTs, Highly similar to PUTATIVE 
40S RIBOSOMAL PR0TEINYHR148W [Saccharomyces cerevi 
siae]//2. 2e-92: 467: 95//Hs. 6118: AI 141558 
R-PLACE1000909//ESTs//4. 7e-89: 435: 97//Hs. 95744: AI 3 
92846 

R-PLACE1000931//EST//1. 9e-28: 261: 73//Hs. 135545: AIO 
97091 

R-PLACE1000948//ESTs//0. 034: 329: 58//Hs. 1 14851 : AA60 
8697 

R-PLACE1000972//EST//3. 3e-24: 264: 74//Es. 130321: AIO 
02941 

R-PLACE1000977//EST//0.085: 153:65//Hs. 131646: AI025 
689 

R-PLACE1000979 

R-PIACE1001000//ESTs//4. 7e-56: 284: 96//Hs. 1 17978: AA 
810725 

R-PLACE1001007//ESTs, Moderately similar to MNK1 
[H. sapiens] //5. 2e-63: 343: 93//Hs. 5662: AA868361 
R-PLACE1001010//EST//0. 96: 53: 71//Hs. 96973: AA351146 
R-PLACE1001015//0xytocin receptor//2. 8e-25: 308: 71/ 
/Hs.2820:X64878 

R-PLACE1001024//ESTs//5. Oe- 12: 79: 96//Bs. 97910: AA40 
4736 
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R- PLACE 100 1 036//ESTs//4 . Oe-15: 301: 65//Hs. 137947: AI 
025762 

R-PLACE1001062//ESTs//5. 2e-15: 199: 73//Hs. 138982: AA 
056120 

R-PLACE1001076//ESTs//3. 9e-84: 406: 98//Hs. 115455: AA 
678124 

R-PLACE1001088//ESTs//3. Oe- 106: 518: 97//Hs. 158964: A 
A639580 

R-PLACE1001092//Homo sapiens SEC63 (SEC63) mRNA, c 
omplete cds//0. 035: 259: 59//Hs. 31575: AF100141 10 
R-PLACE1001104//ESTs//6. le-115: 582:95//Hs. 10972: AA 
164268 

R-PLACE1001 1 18//ESTs//6. 9e-81 : 440: 93//Hs. 5383: AA91 
3610 

R-PLACE1001 136//ESTs//7. 4e-41 : 168: 83//Hs. 951 15: AA2 
06594 

R-PLACE1001 168//ESTs//3. 9e-21 : 1 16: 99//Hs. 5897: AA14 
8834 

R-PLACE1001171//ESTs, Highly similar to CYTOCHROME 
B-245 LIGHT CHAIN [H.sapiens]//0.91:77:71//Hs. 115 20 
211: AA287527 

R-PLACE1001 185//ESTS//1 . 5e-65: 330: 96//Hs. 26368: AA7 
89297 

R-PLACE1001238//ESTs, Moderately similar to RNA po 
lymerase I associatedf actor [M.musculus]//1.9e-99: 
512: 94//Hs. 24884: AA176812 

R-PLACE1001241//ESTs//l. le-81: 446: 93//Hs. 42278: AIO 
73464 

R-PLACE1001257//EST//6. 4e-46: 298: 87//Hs. 162404: AA5 
73131 30 
R-PLACE1001272//ESTs//0. 31: 158: 61//Hs. 42960: N95371 
R-PLACE1001279//ESTs//l . 8e-77: 376: 97//Hs. 29276: AA4 
27780 

R-PLACE1001280//ESTs//l. le-30: 134: 89//Hs. 163492: AI 
334460 

R-PLACE1001294//ESTs, Moderately similar to GAMETO 
GENESIS EXPRESSED PROTEIN GEG-154 [M.musculus]//2. 
7e-22: 181: 84//Hs. 48320: AA149548 
R-PLACE1001304//ESTs, Weakly similar to ZINC FINGE 
R PROTEIN 135 [H.sapiens]//4.2e-34: 195: 92//Hs. 8627 40 
6:W27601 

R-PLACE1001311//ESTs//9. le-91: 438: 97//Hs. 41055: AI3 
39056 

R-PLACE1001323//Human transmembrane 4 superfamily 
protein (SAS) mRNA, complete cds//5.5e-44:215:86// 
Hs. 50984: U01 160 

R-PLACE1001351//ESTs//2. 4e-101: 494: 97//Hs. 23944: AI 
097077 

R-PLACE1001366//Small inducible cytokine A5 (RANTE 
S) //8. 7e-43: 284: 85//Hs. 155464: AF088219 50 
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R-PLACE1001377//Homo sapiens ADAM 10 (ADAM10) mRNA, 
compl ete cds//2. 3e-81 : 431 : 93//Hs. 152005: AF009615 
R-PLACE1001383//Homo sapiens clone 24538 mRNA sequ 
ence//l. 0e-36: 192: 97//Hs. 12342: AF055030 
R-PLACE1001384//Homo sapiens multi PDZ domain prot 
ein MUPP1 (MUPP1) mRNA, complete cds//1.0e-86:456: 
94//Hs. 21301: AF093419 

R-PIACE1001387//ESTs//6. 0e-74: 383: 94//Hs. 55016: AI 2 
98280 

R-PLACE1001395//ESTs//2. 3e-94: 473: 95//Hs. 22394: N32 
555 

R-PLACE1001399//ESTs//2. 6e-41: 204: 100//Hs. 24462: N3 
6348 

R-PLACE1001412//Homo sapiens clone 643 unknown mRN 
A, compl ete sequence//2. 6e-45: 242: 95//Hs. 1 10404: AF 
091087 

R-PLACE1001414//ESTs//0. 0013: 77: 75//Hs. 144614: AA29 
1800 

R-PLACE1001440 

R-PLACE1001456//EST//0. 76: 120: 62//Hs. 34011: H48115 
R-PLACE1001468//ESTs//4. Oe-80: 403: 96//Hs. 131832: AI 
017547 

R-PLACE1001484//ESTs//3. Oe-16: 201: 72//Hs. 153413: AI 
248625 

R-PLACE1001502//ESTs//8. le-31: 161: 99//Hs. 126264: AA 
455617 

R-PLACE1001503//ESTs//2. 4e-37: 176: 81//Hs. 141581: AA 
315361 

R-PLACE1001517//Homo sapiens hGAAl mRNA, complete 
cds//2. le-57: 339: 90//Hs. 4742: AB006969 
R-PLACE1001534//ESTs//3. 6e-61: 304: 97//Hs. 45207: AIO 
42153 

R-PIACE1001545//ESTs, Weakly similar to !!!! ALU S 
UBFAIDLY J WARNING ENTRY !!!! [H. sapiens] //1.6e- 2 
2: 170: 85//Hs. 155456: AA707265 
R-PUCE1001551//ESTs//l. 5e-39: 202: 98//Hs. 139269: AA 
894431 

R-PLACE1001570//EST//1. le-70:495: 82//Hs. 144234: W52 
249 

R-PIACE1001602//EST//0. 33: 297: 57//Hs. 149839: AI 2876 
01 

R-PLACE1001603//ESTs//2. Oe-17: 181: 76//Hs. 155334: AA 
827904 

R-PLACE1001610//EST//L le-86: 442: 95//Hs. 112580: AA6 
08683 

R-PLACE1001611//HOQO sapiens hi stone macroH2A1.2 m 
RNA, complete cds//l. le-42: 217: 97//Hs. 75258: AF0541 
74 

R-PLACE1001632//ESTs, Highly similar to ZINC FING 
ER PROTEIN 91 [Homo sapiens]//!. 5e- 78: 458: 91//Hs. 1 
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14547: AA167095 

R-PLACE1001634//ESTs//0. 0035: 40: 97//Es. 101577: AI 16 
8526 

R-PLACE1001640//ESTs//0. 0028: 377: 57//Hs. 131044: D61 
640 

R-PLACE1001672//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H. sapiens] //0. 9 
8: 141: 62//Hs. 153060: AA195804 
R-PLACE1001691//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds//4.7 10 
e- 1 13: 545: 97//Hs. 3688: AF069250 
R-PLACE1001692//EST//3.0e-43: 430: 75//Hs. 162975: AA6 
79124 

R-PLACE1001705//ESTs//3. Oe-81: 418: 94//Hs. 22646: AI3 
74903 

R-PLACE1001716//EST//0. 76: 150: 62//Hs. 128906: AA9836 
67 

R-PLACE1001720//ESTs//2. 4e-64: 385: 90//Hs. 60455: AA0 
10993 

R-PLACE1001729//ESTs//2. 9e-84: 418: 96//Hs. 134740: AA 20 
282171 

R-PLACE1001739//ESTs, Weakly similar to P68 PR0TEI 
N [H. sapiens]//9. le-32: 206: 89//Hs. 6366: AA614113 
R-PLACE1001740//EST//6.5e-05: 113:68//Hs. 139949: AA6 
44266 

R-PLACE1001745//ESTs//3. 3e-92: 473: 95//Hs. 104270: AA 
236479 

R-PLACE1001746//ESTs//8. 8e-93: 443: 98//Hs. 112198: AI 
423937 

R-PLACE1001748//Homo sapiens metal loprotease 1 (MP 30 
1) mRNA, complete cds//4. le-93: 540: 89//Hs. 4812: AF0 
61243 

R-PLACE1001756//ESTS//0. 17: 157:66//Hs. 141565: N6466 
2 

R-PLACE1001761 

R-PLACE1001771//ESTs//0. 92: 165: 62//Hs. 47387: N51980 
R-PLACE1001781//ESTs//5. 7e-84: 437: 95//Hs. 23363: AA0 
81236 

R-PUCE1001799//EST//0. 00039: 126: 65//Hs. 123267: AA8 
07352 40 
R-PLACE1001817//flomo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds//l . 3e-93: 463: 95//Hs. 40820: AF058953 
R- PLACE1 001 82 1 //Smal 1 inducible cytokine A5 (RANTE 
S)//2. 7e-35: 328: 75//Hs. 155464: AF088219 
R-PLACE1001845 

R-PLACE1001869//EST//L 0: 207: 62//Rs. 137298: W32868 
R-PLACE1001897//ESTs//2. 4e-23: 219: 80//Hs. 7503: H500 
09 

R-PLACE1001912//ESTs//l. 5e-32: 162: 78//Hs. 136810: AA 50 
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789098 

R-PLACE1001920//Homo sapiens TNF-induced protein G 
G2-1 mRNA, complete cds//3. 9e- 74: 363: 97//Hs. 17839: 
AF099936 

R-PLACE1001928//Homo sapiens mRNA for KIAA0623 pro 
tein, complete cds//0. 85: 130: 66//fls. 151406: AB01452 
3 

R-PLACE1001983//ESTs//2. 8e-66: 334: 96//Hs. 110155: AA 
007313 

R-PLACE1001989//ESTs//l. 3e-88: 453: 95//Hs. 132717: AA 
171941 

R-PLACE1002046 

R-PLACE1002052//ESTs//l. 7e-79: 428: 94//Hs. 6737: N325 
95 

R-PLACE1002066//ESTs//2. 8e-82: 427: 94//fls. 132972: AA 
543094 

R-PLACE1002072//ESTs//0. 27: 108: 66//Hs. 123163: AA809 
619 

R-PLACE1002073//EST//5. 5e-70: 369: 95//Hs. 132339: AI0 
28552 

R-PLACE1002090//ESTs//6. 3e-73: 361: 96//Hs. 134469: AA 
731632 

R-PLACE1Q02115//ESTS//4. 6e-34: 233: 88//Hs. 163443: R2 
3311 

R-PLACE1002119//ESTs//l. 2e-88: 444: 96//Hs. 15725: AA5 
21293 

R-PLACE1002140//ESTS//6. 6e-22: 118: 100//Hs. 22793: W9 
1937 

R-PIACE1002150//ESTs//4. Oe-96: 465: 98//Hs. 7312: AI 16 
7614 

R-PLACE1002157//EST, Weakly similar to LINE-1 REVE 
RSE TRANSCRIPTASE H0M0L0G [H.sapiens]//3.6e-39:40 
0: 76//Hs. 162172: AA534189 

R-PLACE1002163//ESTs//3. 2e-83: 428: 95//fls. 137011: AI 
185965 

R-PLACE1002171//ESTs//5. 3e-68: 392: 90//Hs. 62273: AA1 
43745 

R-PLACE1002205//ESTs//L 5e-39: 211: 95//Hs. 28338: N48 
793 

R-PLACE1002213//ESTs//5. le-38:290:83//fls. 14681 1:AA 
410788 

R-PLACE1002227//EST//1 . 3e- 14:214: 72//Hs. 46979: N498 
92 

R-PLACE1002256//ESTs//2. 4e- 100: 484: 98//Hs. 9343: AI0 
04257 

R-PLACE1002259//Human Une-1 repeat mRNA with 2 op 
en reading frames//5. 8e-67: 501 :81//Hs. 23094: M19503 
R-PLACE1002319//ESTs//l. 4e-28: 178: 92//Hs. 7353: AA20 
9308 

R-PLACE1002342//Homo sapiens mRNA for KIAA0728 pro 
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tein, partial cds//l. 6e- 95: 501: 93//Hs. 18277: ABO 182 
71 

R-PLACE1002395//ESTs//3. 6e-25: 248: 77//Hs. 3853: AA03 
4291 

R-PUCE1002399//ESTs//l. 5e-27: 238: 78//Hs. 13014: W26 
381 

R-PLACE1002433//ESTs//4. 3e-108: 511: 98//Hs. 98324: AA 
621959 

R-PLACE1002437//EST//1. 2e-06: 158: 61//Hs. 159833: T24 
110 10 
R-PLACE1002438//Sjogren syndrome antigen B (autoan 
tigen La) //0. 93: 176: 60//Hs. 83715: X69804 
R-PLACE1002450//ESTs//l. 5e-89: 432: 98//Bs. 47371: AA1 
36333 

R-PLACE1002465//ESTs//l. 6e-92: 488: 93//Hs. 78110: AA7 
41320 

R-PLACE1002474//Human matrilin-2 precursor mRNA, p 
artial cds//4. 9e-23: 166: 85//Hs. 19368: U69263 
R-PIACE1002477//ESTS//2. 5e-62: 305: 98//Hs. 88605: AA4 
21132 20 
R-PLACE1002493//Homo sapiens signal transducing ad 
aptor molecule 2A (STAM2) mRNA, complete cds//3.6e 
-55: 307: 91//Hs. 17200: AF042273 
R-PLACE1002499//ESTs//7.4e-72: 373:96//Hs. 128221 :AA 
972429 

R-PLACE1002500//Homo sapiens KIAA0409 mRNA, parti a 
1 cds//l . 2e-40: 296: 83//Hs. 5158: AB007869 
R-PLACE1002514//ESTs, Weakly similar to ! Ill ALU S 
UBFAMILY SB1 WARNING ENTRY !!!! [H.sapiens]//6. 4e- 
14: 217: 69//Hs. 152230: AI 140609 30 
R-PLACE1002529//Homo sapiens mRNA for RIAA0713 pro 
tein, partial cds//5. le-88: 582: 85//Hs. 88756: AB0182 
56 

R-PLACE1002532//Homo sapiens BAC clone RG300E22 fr 
om 7q21-q31. 1//2. 7e-19: 116: 93//Hs. 99348: AC004774 
R-PLACE1002537//ESTs//4. 8e-93: 440: 99//Hs. 164005: AA 
766491 

R-PLACE1002571//ESTs, Highly similar to ACTIN-LIK 
E PROTEIN 13E [Drosophila melanogaster]//1.3e-108: 
555: 95//Hs. 23259: AA532437 40 
R-PLACE1002578//EST//1. 9e-40: 337: 81//Hs. 162404: AA5 
73131 

R-PLACE1002583//EST//1. 2e-07: 264: 65//Hs. 156414: AI 3 
39738 

R-PLACE1002591//ESTs//2. 3e-67: 372: 94//Hs. 143046: N7 
3778 

R-PLACE1002598//ESTs, Highly similar to PROTEIN H 
11715 [Haemophilus influenzae]//1.2e-44:228:97//H 
s.7527:AA843208 

R-PLACE1002604//ESTs//3. 3e- 106: 532: 96//Hs. 86828: AA 50 
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632147 

R-PLACE1002625//EST//3. 8e-13: 173: 74//Hs. 138597: H77 
749 

R-PLACE1002665//Small inducible cytokine A4 (homol 
ogous to mouse Mip-lb)//1.0: 189: 58//Hs. 75703: J0413 
0 

R-PLACE1002685//Homo sapiens B cell linker protein 
BLNK mRNA, alternatively spliced, complete cds// 
3. 8e-79: 390: 97//Hs. 124903: AF068 180 
R-PLACE1002714//ESTs//8. 2e-63: 340: 93//Hs. 7973: H198 
30 

R-PLACE1002722//ESTs, Weakly similar to putative G 
-protein-coupled receptor [H.sapiens]//6.8e-75:44 
5:90//Hs.29202:R71586 

R-PLACE1002768//ESTs//l. 2e-70: 359: 95//Hs. 132600: HI 
2865 

R-PLACE1002772//ESTs//8. le-49: 362: 82//Hs. 141254: AI 
334099 

R-PUCE1002782//ESTs//2. 4e-58: 284: 98//Hs. 143545: AI 
149014 

R-PLACE1002794//ESTs//5. 4e-21: 114: 100//Hs. 77365: W9 
3593 

R-PLACE1002811//ESTs//6. 7e-68: 329: 98//Hs. 78026: AA4 
56955 

R-PLACE1002815//ESTs//6. 8e-103: 537: 93//Hs. 5459: AI3 
04392 

R-PLACE1002816//ESTs//3. 9e-05: 118: 68//Hs. 98641: AA4 
29916 

R-PLACE1002834//ESTs, Highly similar to ZINC FING 
ER PROTEIN 91 [Homo sapiens]//2. le-42:233:94//Hs.6 
1518:AA167094 

R-PLACE1002839//ESTs//l . 7e- 10: 292: 64//Hs. 93012: R96 
142 

R-PLACE1002851//ESTs//l. 7e-73: 381: 95//Hs. 135021: AI 
096756 

R-PLACE1002853//ESTs//l. 2e-89: 453: 96//Hs. 23630: N57 
539 

R-PLACE1002881//ESTs//l . le-71 : 360: 96//Hs. 34392: AI 0 
66762 

R-PIACE1002908//EST//2. 7e-31: 177:94//Hs. 147925: AI 2 
49332 

R-PLACE1002941//ESTs//4. 0e-96: 519: 92//Hs. 125139: AA 
523995 

R-PLACE1002962 

R-PLACE1002968//ESTs//4. 7e-31 : 420: 69//Hs. 1 16518: AA 
653202 

R-PLACE1002991//ESTs//9. Oe-81 : 418: 95//Hs. 132717: AA 
171941 

R-PLACE1002993//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY SB WARNING ENTRY !!!! [H.sapiens]//1.3e-8 
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6: 502: 89//Hs. 32232: AA604268 
R-PLACE1002996//ESTs//l . 9e-44: 218: 100//Hs. 63657: AI 
144268 

R-PLACE1003025//ESTs//8. 4e-104: 517: 96//Hs. 10711: AI 
151499 

R-PLACE1003027//Human mRNA for RIAA0238 gene, part 
ial cds//0. 97: 156: 60//Hs. 82042: D87075 
R-PLACE1003044//Human onconeural ventral antigen-1 
(Nova-1) mRNA, complete cds//1.0: 200: 63//Hs. 214:0 
04840 10 
R-PLACE1003092//ESTs//0. 0046: 267: 60//Hs. 133095: AA9 
27777 

R-PLACE1003100//ESTs t Highly similar to N0DULATI0 
N PROTEIN G [RhizobiuimDeliloti]//9.5e-94:491:93//H . 
s.6318:AI131178 

R-PLACE1003108//ESTs//0. 00065: 184: 66//Hs. 154366: AA 
527359 

R-PLACE1003'136//Signal recognition particle 54 kD 
protein//0. 057: 317: 59//Hs. 49346: U51920 
R-PLACE1003145//ESTs//l. 9e-98: 534: 92//Hs. 61929:AA0 20 
44757 

R-PLACE1003153//ESTs//5. 8e-76: 367: 98//Bs. 105196: AA 
483467 

R-PLACE1003174//ESTs//l . 7e-44: 226: 98//Hs. 59688: AA4 
53924 

R-PLACE1003176 

R-PLACE1003190//ESTs//l. 6e-74: 356: 99//Hs. 121282: AI 
091453 

R-PUCE1003200//ESTS//4. 6e-93: 461 : 96//Hs. 24321 : AA9 
71017 30 
R-PLACE1003205//ESTs//0. 037: 171: 61//Hs. 157077: H448 
02 

R-PLACE1003238//ESTs, Weakly similar to KIAA0001 
[H. sapiens]//2. 5e-82: 436: 94//fls. 58561: W79123 
R-PLACE1003249//Human high-affinity copper uptake 
protein (hCTRl) mRNA, complete cds//7.9e-44:313:84/ 
/Hs. 73614: U83460 

R-PLACE1003256//EST//9. 6e-46: 284: 88//Hs. 162404: AA5 
73131 

R-P1ACE1003258//ESTS, Weakly similar to !!!! ALU S 40 
UBFAMILY J WARNING ENTRY !!!! [H. sapiens] //8. 3e- 10 
2: 551 : 92//Hs. 52431 : AA625326 

R-PLACE1003296//ESTs//l . 9e-88: 451 : 96//Hs. 57749: W92 
986 

R-PUCE1003302//ESTs, Highly similar to ZINC FING 
ER PROTEIN 43 [Homo sapiens]//8. 2e-93: 458: 96//Hs. 2 
9147:AA883993 

R-PLACE1003334//ESTs, Weakly similar to ill! ALU C 

LASS B WARNING ENTRY Ml! [H. sapiens] //3. 3e-94: 46 

3: 97//Hs. 155050: AA908765 50 



WI2002-191363 
4146 

R-PLACE1003342//ESTs//6. Oe-88: 447: 96//Hs. 107527: R6 
6438 

R-PLACE1003343//EST//0. 0087: 412: 58//Hs. 159963: AA97 
7701 

R-PLACE1003353//Homo sapiens breast cancer antiest 
rogen resistance 3 protein (BCAR3) mRNA, complete 
cds//l. le-99: 469: 98//Hs. 6564: U92715 
R-PUCE1003361//ESTs//3. 5e-64: 332: 95//Hs. 163861: AI 
199636 

R-PLACE1003366//ESTs//l. Oe-87: 492: 92//Hs. 72222: AA1 
58234 

R-PLACE1003369//ESTs, Weakly similar to ZR1058.4 
[C. elegans]//3. 5e-18: 109: 95//Hs. 27670: AI 051591 
R-PLACE1003373//Homo sapiens mRNA for KIAA0472 pro 
tein, partial cds//2.6e-54: 279: 80//Hs. 6874: AB00794 
1 

R-PLACE1003375//ESTs//l. 7e-88: 431: 97//Hs. 41327: AI0 
39909 

R-PLACE1003383//ESTs//0. 00084: 177: 64//Hs. 120695: AI 
377755 

R-PLACE1003401//ESTs//l. le-16: 147:80//Hs. 132187: AI 
039020 

R-PLACE1003420//ESTs//l. 4e-93: 481: 94//Hs. 122565: AI 
126840 

R-PLACE1003454//ESTs//4. Oe-57: 310: 93//Hs. 121688: AA 
743697 

R-PLACE1003478//EST//1. 0: 162: 63//Hs. 147003: AI 18467 
1 

R-PLACE1003493//ESTS//1. 2e-73: 383: 95//Hs. 28852: R64 
270 

R-PLACE1003516//ESTs//3. 2e-23: 206: 80//Hs. 138632: H9 
7952 

R-PLACE1003519//H. sapiens hnRNP-El mRNA//1.7e-22:2 
36:79//Hs.2853:Z29505 

R-PLACE1003521//ESTs//5. 8e-74: 371: 96//Hs. 30818: AA1 
94980 

R-PLACE1003528//ESTS//1 . le-40: 219: 82//Hs. 138856: H4 
7461 

R-PLACE1003537//ESTs, Weakly similar to multispann 
ing membrane protein [H.sapiens]//7.4e-69:338:98// 
Bs.l 10439: N93209 

R-PLACE1003553//ESTs//2. 2e-87: 438: 97//Hs. 132022: AI 
040321 

R-PLACE1003566//ESTs//l. 2e-62: 298: 92//Hs. 30799: AI0 
52591 

R-PLACE1003575//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0487//2.4e-22: 145:80//Hs.923 
81:AB007956 

R-PLACE1003583//ESTs, Weakly similar to hypothetic 
al LI protein [H. sapiens]//!. 5e- 14: 264: 65//Hs. 1582 
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53:R86178 
R-PLACE1003584 

R-PLACE1003592//ESTs//l . 3e- 15: 213: 69//Hs. 139507: T7 
7542 

R-PLACE1003593//ESTs, Highly similar to FRG1 gene 
product [H. sapiens]//5. 8e-75: 459:89//Hs. 23884: AI 37 
7106 

R-PLACE1003596//ESTs//0. Oil: 273: 61//Hs. 71719: AA142 
875 

R-PLACE1003602//Homo sapiens mRNA expressed in pla 10 
centa//7. 8e-97: 576: 88//Hs. 56851: D83200 
R-PLACE1003605//ESTs//3. 7e-86: 407: 99//Hs. 136057: AA 
988299 

R-imiuiimnimniin//ESTs//l. 0: 78: 71//Hs. 101248: T26446 
R-PLACE1003618//ESTs//6. 8e-30: 281: 79//Hs. 114455: AA 
411943 

R-PLACE1003625//ESTs//7. 2e-78: 377: 98//Hs. 102708: AA 
292285 

R-PLACE1003638//ESTs//6. 7e-38: 274: 82//Hs. 138852: AA 
284247 20 
R-PLACE1003669//ESTs//9. 7e-83: 418: 95//Hs. 4842: AI34 
2607 

R-PLACE1003704//ESTs//3. Oe- 13: 99: 89//Hs. 81648: W265 
21 

R-PLACE1003709//ESTs//0. 019: 178: 60//Hs. 32100: N5986 
6 

R-PLACE100371 l//ESTs//0. 99: 126: 63//Hs. 47005: N98639 
R-PLACE1003723//ESTs//l . 7e-89: 448: 96//Hs. 157222: AA 
766987 

R-PLACE1003738//ESTs//2. 5e-36: 182: 100//Hs. 122162: A 30 
1057087 

R-PLACE1003760//Human globin gene//l. 9e-98: 538: 91/ 
/Hs. 100090: H69023 

R-PLACE1003762//EST//2. 9e- 15: 125: 85//Hs. 162083: AA4 
87512 

R-PLACE1003768//Human P042 gene, complete cds//3.1 
e-18: 300: 69//Hs. 158302: D88965 
R-PLACE1003771//ESTs//l. 2e-09: 64: 100//Hs. 23799: AIO 
03798 

R-PLACE1003783//ESTs, Weakly similar to D2085.5 40 
[C.elegans]//3.8e-38: 199: 97//fls. 115197: AA215757 
R-PLACE1003784//ESTs//3. 7e-87: 428: 97//Hs. 157985: AI 
366909 

R-PLACE1003795//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//3. 2e-36: 236: 88//Hs. 153468: AB01 
1147 

R-PLACE1003833//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//8. 
5e-62:313:96//Hs. 121020: AA526092 
R-PUCE1003850//ESTs//4. Oe-67: 351: 96//Hs. 159303: T9 50 
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1059 

R-PLACE1003858//ESTs//0. 96: 87: 66//Hs. 107112: AA6790 
58 

R-nnnnnnnnnnnn 

R-PLACE1003870//EST//2. 9e-34: 281: 79//Hs. 160895: AI 3 
65871 

R-PLACE1003886//ESTS//6. 7e-85: 410: 97//Hs. 25129: W93 
595 

R-PLACE1003888//ESTs//0. 0085: 165: 64//Hs. 96739: AA44 
1915 

R-PLACE1003900//EST//2. 4e-05: 129: 69//Hs. 127931: AA9 
69259 

R-PLACE1003903//ESTs, Highly similar to CTP SYNTH 
ASE [Homo sapiens]//l. 5e-54: 282: 96//Hs. 58553: AA100 
804 

R-PLACE1003915//EST//0. 87: 55: 76//Hs. 145930: AI 27576 
0 

R-PLACE1003923//ESTs//l. 7e-89: 456: 95//Hs. 14125: AA1 
56236 

R-PLACE1003932//ESTs//3. 0e-50: 340: 84//Hs. 151208: AI 
126110 

R-PLACE1003936//EST//1 . 8e-08: 208: 65//Hs. 162656: AA6 
03567 

R-PLACE1003968//ESTs//7. 4e-49: 301 : 90//Hs. 93850: AA1 
15330 

R-PIACE1004104//ESTS//1 . 9e-46: 254: 94//Hs. 96802: AA4 
43231 

R-PLACE1004114//ESTs//l. 2e-64: 322: 97//Hs. 28928: AIO 
52052 

R-PLACEI004118//ESTs//l. Oe-83: 404: 98//Hs. 112764: AA 
609770 

R-PLACE1004128//ESTs//5. 3e-80: 415: 95//Hs. 11835: AAO 
40244 

R-PUCE1004149//ESTs//7. 2e-25: 331: 72//Hs. 141084: HI 
1714 

R-PLACE1004156//Homo sapiens PYRIN (MEFV) mRNA, co 
mpl ete cds//2. 0e-56: 491 : 76//Hs. 1 13283: AF018080 
R-PIACE1004161//ESTs//2. Oe-59: 355: 88//Hs. 13830: AA9 
18601 

R- PLACE 1 004 183//Homo sapiens cytochrome c oxidase 
assembly protein COXll(COXll) mRNA, complete cds// 
4. 7e-78: 434: 91//Hs. 153504: AF044321 
R-PLACE1004197 

R-PLACE1004203//Homo sapiens GPI- anchored membrane 
protein CDwl08 precursor, mRNA, complete cds//1.5 
e- 105: 501 : 98//Hs. 24640: AF069493 
R-PUCE1004242//ESTs//l. Oe-71: 364: 87//Hs. 138632: H9 
7952 

R-PUCE1004256//EST//0. 0011: 347: 61//Hs. 131385: AI 02 
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2630 

R-PLACE1004257//EST//0. 027: 99: 71//Hs. 97587: AA39820 
9 

R-PLACE1004258//KERATIN, TYPE I CYTOSKELETAL 14// 
0.72: 180: 63//Hs. 117729: J00124 
R-PLACE1004270//ESTs//0. 01 1 : 264: 59//Hs. 1 10044: AA18 
1800 

R-PLACE1004274//Human retinoic acid receptor-beta 
associated open reading frame, complete sequence// 
0.28:121:66//Hs.l938:S82362 10 
R-PLACE1004277//Homo sapiens two pore domain R+ ch 
annel (TASK-2) mRNA, complete cds//1.4e- 107: 581: 91 
//Hs. 127007: AF084830 

R-PLACE1004284//ESTs//5. Oe-22: 187: 82//Hs. 23141: W92 
114 

R-PLACE1004289//ESTs, Weakly similar to !!!! ALU S 
UBFAHILY J WARNING ENTRY ! ! ! ! [H. sapiens]//2. 9e-2 
8: 279: 77//Hs. 38687: AA744496 
R-PLACE1004302//ESTs, Weakly similar to S0F1 PR0TE 
I N [Saccharomyces cerevi si ae] //8. 2e-61 : 313: 95//Hs. 20 
71435: AI 253099 

R-PLACE1004316//H. sapiens mRNA for apoptosis speci 
f i c protei n//6. Oe- 1 15: 590: 94//Bs. 1 1 171 : Yl 1588 
R-PLACE1004336//Cytochrome P450. subfamily I (arom 
atic compound- inducible), polypeptide 2//6. 7e-69:5 
72:77//Hs.l361:M55053 

R-PLACE1004358//Homo sapiens connector enhancer of 
KSR-like protein CNRlmRNA, complete cds//7.7e-72: 
379:93//Hs. 16232: AF100153 

R-PLACE1004376//ESTs//0. 49: 362: 59//Hs. 138086: AI 056 30 
309 

R-PLACE1004384//EST//1 . 0: 47: 76//Hs. 128546: AA905556 
R-PLACE1004388//ESTs, Weakly similar to contains s 
imilarity to ATP/GTP-binding site motif [C.elegan 
s]//l. 3e-98: 572: 90//Hs. 14202: N46000 
R-PLACE1004405//ESTs//3. 4e-99: 507: 95//Hs. 28792: AI 3 
43467 

R-PLACE1004425//ESTs//2. 7e-85: 442: 95//Hs. 12544: N53 
665 

R-PLACE1004428//ESTs//l. Oe-07: 114: 78//Hs. 140225: AA 40 
704101 

R-PLACE1004437//Buman NAD+- specific isocitrate deh 
ydrogenase beta subunit precursor, mRNA, nuclear g 
ene encoding mitochondrial protein, compl etecds// 
9. 4e-90: 516: 88//Hs. 155410: U49283 
R-PLACE1004451 

R-PLACE1004460//ESTs//5. 4e- 14: 338: 64//Hs. 97464: AA6 
62980 

R-PLACE1004467//ESTs//3. 3e-85: 467: 92//Hs. 9527: W527 
21 50 
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R-PIACE1004471//ESTs//3. Oe-73: 389: 94//Hs. 23240: R46 
578 

R-PLACE1004473//ESTs, Weakly similar to F20D1.2 
[C. el egans] //3. 8e- 101 : 510: 95//Hs. 16986: W89194 
R-PLACE1004491//Human mitochondrial 1,25-di hydroxy 
vitamin D3 24-hydroxylase mRNA, complete cds//0.2 
3: 278: 61//Hs. 89663: L13286 

R-PUCE1004506//ESTs//2. 5e«98: 559: 90//Hs. 19447: AI0 
57117 

R-PUCE1004510//ESTs//l. 5e-91: 436: 98//Hs. 24846: AI 4 
20493 

R-PLACE1004516//EST//1 . 7e-66: 344: 96//Hs. 99303: AA45 
3164 

R-PLACE1004518//ESTs//5. 2e-79: 410: 94//fls. 27091: AA4 
36553 

R-PLACE1004548//Homo sapiens mRNA for small GTP-bi 
nding protein, complete cds//1.8e-40:332:72//Hs.ll 
5325:084488 
R-PLACE1004550 

R-PLACE1004564//ESTs//5. 5e-76: 367: 98//Hs. 49683: AA5 
64742 

R-PLACE1004629//ESTs, Weakly similar to OS-9 precu 
rosor [H. sapiens] //8. le-40: 272: 87//fls. 7100: W07181 
R-PLACE1004645//ESTs//6.3e-14:83: 100//Hs. 17270: AA7 
01903 

R-PLACE1004646//ESTs//3. 7e-22: 231: 76//Hs. 141250: N2 
9734 

R-PLACE1004658//ESTs//2. Oe- 12: 109: 84//Hs. 23508: AA1 
01113 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0714 pro 
tein, partial cds//7. 8e- 23: 129: 99//Hs. 123129: AB018 
257 

R-PLACE1004672//ESTs//2. 0e-50: 256: 98//Hs. 136367: AI 
144254 

R-PLACE1004674//Homo sapiens calcium binding prote 
in (ALG-2) mRNA, complete cds//l. 8e-90: 510: 91//Bs. 
80019: AF035606 

R-PLACE1004681//EST//2. le-08: 283: 62//Hs. 99543: AA46 
1482 

R-PUVCE1004686 

R- PLACE1 00469 1 //EST//7 . 3e-42: 305:82//Hs. 141833: AA0 
21552 

R-PLACE1004693//ESTs//0. 014: 135: 64//fls. 145333: AI25 
1374 

R-PLACE1004716//ESTs, Weakly similar to No definit 
ion line found [C. el egans] //3.4e-80: 413: 94//fls. 235 
28: AI 279571 

R-PLACE1004722//EST//0. 14: 165:63//Hs. 18213: T97997 
R-PLACE1004736//ESTs//l . 0e-72: 385: 94//Bs. 10657: N63 
911 
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R-PLACE1004740//ESTS//1 . 0: 267: 58//Hs. 101661 : AA4166 
19 

R-nnnnnnnnnnnn//EST//0. 45: 94: 69//Hs. 147174: AI 19219 
5 

R-PLACE1004751//EST//9. 8e-32: 174: 83//Hs. 147901: AI2 
23374 

R-PLACE1004773//flomo sapiens lnversin protein mRN 
A, compl ete cds//2. 7e-89: 437: 96//Hs. 104715: AF08436 
7 

R-PLACE1004777//ESTs//7. 4e-68: 351 : 94//Hs. 23395: AA3 10 
98548 

R-PLACE1004793//ESTs//l. 3e-53: 290: 78//Hs. 142375: AA 
398619 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0606 pro 
tein, partial cds//l. 9e-99: 580: 88//Hs. 38176: AB0111 
78 

R-PLACE1004813//ESTs//7. 6e-86: 433: 96//Hs. 85640: AA5 
35856 

R-PLACE1004814//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds//l.l 20 
e- 108: 358: 99//Hs. 3688: AF069250 
R-PLACE1004815//EST//4. 7e-50: 333: 84//Hs. 142196: AA2 
58356 

R-PLACE1004824//Protein kinase, interferon-inducib 
le double stranded RNAdependent//4.8e-46:450:76//H 
s. 73821:1135663 

R-PLACE1004827//ESTs//2. 3e-48: 250: 96//Hs. 138766: AA 
342185 

R-PLACE1004836//ESTs//2. 7e-39: 222: 94//Hs. 78661: AA1 
95299 30 
R-PIACE1004838//EST//0. 056: 198: 60//Hs. 129589: AA995 
901 

R-PLACE1004840//ESTs, Highly similar to TRANSCRIP 
TI0NAL ACTIVATOR GCN5 [Saccharomyces cerevisiae]// 
6. 5e-71 : 381 : 93//Hs. 8383: AA013272 
R-PLACE1004868//ESTs//4. 9e-70: 367: 94//Hs. 100895: AA 
479308 

R-PLACE1004885//Homo sapiens protein phosphatase w 
ith EF-hands-2 long form (PPEF-2) mRNA, complete c 
ds//l. 8e- 37: 330: 78//Hs.l 13259: AF023456 40 
R-PLACE1004900//EST//1. 2e-46: 306: 86//Hs. 149580: AI 2 
81881 

R-PLACE1004902//Sucrase-isomaltase//0. 87: 254: 61//H 
s.2996:X63597 

R-nnnnnnnnnnnn//ESTs//4. 5e-75: 375: 96//Hs. 91115: AI 2 
21563 

R-PLACE1004918//ESTs//2. 6e- 103: 519: 95//Hs. 143607: A 
1424948 

R-PLACE1004930//Homo sapiens TNF-induced protein G 
G2- 1 mRNA, compl ete cds//6. 6e- 102: 532: 93//Hs. 1783 50 
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9:AF099936 

R-PLACE1004934//EST//0. 035: 156: 67//Hs. 162071: AA478 
980 

R-PLACE1004937//ESTs, Weakly similar to F55B12.3 
[C. elegans] //6. 4e-80: 409: 95//fls. 31945: AA702166 
R-PUCE1004969//ESTs//9. 8e-18: 101: 99//Hs. 112837: N7 
8013 

R-PlACE1004972//ESTs//l. 3e-65: 337: 95//Hs. 75798: H29 
106 

R-PIACE1004979//EST//1. 2e-96: 475: 96//Hs. 120158: AA7 
08789 

R-PLACE1004982//ESTs//l. Oe-98: 471: 98//Hs. 106496: AI 
291776 

R-PLACE1004985//ESTs//2. le-88: 456: 93//Hs. 135050: AI 
420335 

R-PLACE1005026 

R-PLACE1005027//ESTs, Weakly similar to N-methyl-D 
-aspartate receptor glutamate- binding chain [R.nor 
vegicus]//0. 72: 145: 66//Hs. 11215:N56719 
R-PLACE1005046//Homo sapiens mRNA for RIAA0575 pro 
tein, complete cds//5. 3e-66: 297: 88//Hs. 153468: AB01 
1147 

R-PLACE1005052//ESTs, Weakly similar to weak simil 
arity to rat cytosolicacyl coenzyme A thioester hy 
drolase [C. elegans]//l. 2e-106: 543: 95//Hs. 18625: AI0 
74605 

R-PLACE1005066//ESTS//3. 9e-92: 459: 96//Hs. 62684: AA8 
06103 

R-PLACE1005077//Human triadin mRNA, complete cds// 
1.8e-05: 121: 69//Hs. 68731: U18985 
R-PLACE1005085//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//6. 6e-49: 314: 74//Bs. 113283: AF018080 
R-PLACE1005086//ESTs//l. 2e-73: 379: 94//Hs. 110128: AA 
584364 

R-PLACE1005101//Homo sapiens (clone zapl28) mRNA, 
3' end of cds//8. Oe-99: 531: 92//Hs. 75437: L40401 
R-PlACE1005102//ESTs//7. 2e-68: 493: 84//fls. 10593: AI 2 
01336 

R-PLACE1005108//Hunan DNA fragmentation factor-45 
mRNA, complete cds//9. 2e-40: 232: 82//Hs. 155344: U919 
85 

R-PLACE10051 1 1//EST//8. le-10: 189: 68//Hs. 136356: AA4 
93225 

R-PLACE1005128//ESTs//l. 4e-78: 501: 87//Hs. 15093: AA2 
03423 

R-PlACE1005146//ESTs//4. 8e-93: 460: 97//Hs. 37896: AA7 
77349 

R-PLACE1005162//ESTs//7. 5e-51: 277: 95//Hs. 28838: AI0 
89013 

R-nnnnnnnnnnnn//ESTs//5. 4e-75: 366: 97//Hs. 48119: AA4 
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54227 

R-PLACE1005181//EST//0.012: 172:66//Hs. 147107: AI 190 
589 

R-PLACE1005187//ESTs//5. 6e-72: 363: 95//Hs. 16577: AI0 
22830 

R-PLACE1005206//ESTs//5. 3e-48: 203: 88//Hs. 31792: H45 
211 

R-PLACE1005232//ESTs//5. le-41: 287: 84//Hs. 138552: R9 
9532 

R-PLACE1005243//ESTs//Me-48: 348: 83//Hs. 113310: Rl 10 
6767 

R-PLACE1005261//ESTs//0. 19: 175: 62//Hs. 124337: AA829 
524 

R-PLACE1005266//ESTs//l. 9e-22: 388: 66//Hs. 124146: AA 
699633 

R-PLACE1005277//ESTs//L 5e-29: 314: 72//Hs. 163710: AA 
024516 

R-PLACE1005287//ESTs//3. 6e-95: 456: 98//Hs. 49282: AA9 
70322 

R-PLACE1005305//ESTs//9. 9e-71: 428: 88//Hs. 144855: AI 20 
197937 

R-PLACE1005308//ESTs//3. 8e-32: 173: 96//Hs. 58239: AA2 
15797 

R-PLACE1005313//ESTs//5. 2e-74: 409: 93//Hs. 33368: AA2 
06614 

R-PUCE1005327//Chromosome 1 specific transcript K 
I AA0491//1. 7e-104: 537: 94//Hs. 136309: AB007960 
R-PLACE1005331//ESTs//2. le-91: 487: 93//Hs. 9291: AI 18 
9343 

R-PLACE1005335//ESTs, Weakly similar to F23B2.4 30 
[C. elegans] //3. 8e-90: 442: 97//Hs. 70202: AA732975 
R-PLACE1005373//ESTs//8. Oe-93: 526: 91//Hs. 98541: N38 
901 

R-PLACE1Q05374//Homo sapiens KIAA0395 mRNA, partia 
1 cds//3. 3e-44: 344: 80//Hs. 43681 : AL022394 
R-PLACE1005409//EST//0. 43: 174: 59//Hs. 162077: AA4799 
78 

R-PLACE1005453//EST//7. 9e-57: 330: 90//Hs. 162306: AA5 
55304 

R-PLACE1005467//ESTs//2. 2e-42: 294: 84//Hs. 142257: AA 40 
188423 

R-PLACE1005471//Human Line-1 repeat mRNA with 2 op 
en readi ng f rames//2. 3e-88: 561 : 86//Hs. 23094: M19503 
R-PLACE1005477//Buman methionine aminopeptidase mR 
NA, complete cds//6. 9e-80: 549: 83//Hs. 78935: 029607 
R-PLACE1005480//EST//0. 99: 39: 82//Hs. 157275: AI 36404 
6 

R-PLACE1005481//EST//1. 5e-31: 281: 79//Hs. 132635: A10 
32875 

R-PLACE1005494//Homo sapiens mRNA for semaphorin 50 
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E, complete cds//0. 036: 319: 59//Hs. 62705: AB000220 
R-PLACE1005502//Hamo sapiens formin binding protei 
n 21 mRNA, complete cds//5.4e-57: 277: 98//Hs. 28307: 
AF07U85 

R-PLACE1005526//ESTs//2. 5e-30: 233: 83//Hs. 119304: AA 
443325 

R-PLACE1005528//Homo sapiens mRNA for cartilage-as 
sociated protein (CASP)//8. 9e- 20: 321: 69//Hs. 15548 
1:AJ006470 

R-PLACE1005530//ESTs//3. 7e-81: 438: 92//Hs. 103380: AI 
291325 

R-PLACE1005550//ESTs, Highly similar to HYP0TBETI 
CAL 40.2 KD PROTEIN R12H4.3 IN CHROMOSOME III [Cae 
norhabditis elegans]//5. 2e-95: 458: 98//Bs. 38114: N62 
927 

R-PLACE1005554//ESTs//8. 8e-36: 267: 86//Hs. 98288: AA2 
03555 

R-PLACE1005557//ESTs, Highly similar to MIT0CH0ND 
RIAL 60S RIBOS0MAL PROTEIN L2 PRECURSOR [Saccharom 
yces cerevisiae]//2. 2e-64: 345: 94//Hs. 7736: W81 261 
R-PLACE1005574//ESTs//2. 3e-27: 231: 83//Hs. 117771: R9 
9835 

R-PLACE1005584//ESTS//1. 6e-36: 188:98//Hs. 152050: AA 
724612 

R-PLACE1005595//ESTS//1 . 6e-91: 453: 96//Hs. 85079: AI 2 
76023 

R-PLACE1005603//ESTs//8. 2e-99: 533: 93//Hs. 96357: AI 0 
26927 

R-PLACE1005611//ESTs//5. 2e-28: 183: 89//Hs. 24941: AA2 
61857 

R-PLACE1005623//ESTs//l . 4e- 102: 505: 96//Hs. 58382: AA 
808964 

R-PLACE1005630 

R-PIACE1005639//ESTS//1 . 4e-51 : 256: 98//Hs. 1975: W724 
52 

R-PLACE1005646//Homo sapiens RNA heli case- related 
protei n mRNA, compl etecds//l . Oe- 1 1 1 : 585: 93//Hs. 876 
5:AF083255 

R-PLACE1005656//ESTs//2. 7e-88: 469: 92//Hs. 164054: AA 
528169 

R-PLACE1005666//Homo sapiens X-ray repair cross-co 
mplementing protein 2(XRCC2) mRNA, complete cds// 
3. 3e-24: 401: 66//Hs. 129727: AF035587 
R-PLACE1005698//ESTs//0. 00013: 82: 79//Hs. 1 16331 : AA6 
29355 

R-PIACE1005727//EST//0. 15: 206: 63//Hs. 105002: AA4493 
32 

R-PLACE1005730//EST//0. 0014: 129: 70//Hs. 127931: AA96 
9259 

R-PLACE1005739//ESTs, Moderately similar to unknow 
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n intracellular protein [M.niusculus]//1.3e-42:236: 
94//Hs. 23889: AI 341 137 

R-PLACE1005755//ESTs//2. 8e-32: 308: 80//Hs. 159821: AA 
524070 

R-PLACE1005763//Human mRNA for KIAA0118 gene, part 
i al cds/73. 3e-47: 268: 87//Rs. 154326: D42087 
R-PLACE1005799//ESTs, Highly similar to HYPOTHETI 
CAL 68.7 KD PROTEIN ZK757. 1 IN CHROMOSOME III [Cae 
norhabdi ti s el egans] 111. 7e- 15: 88: 98//Hs. 109857: AAO 
88385 10 
R-PLACE1005802//ESTs//2. 8e- 19: 208: 76//Hs. 9271 : W309 
41 

R-PUCE1005803//ESTs//2. 6e-75; 417: 92//Hs. 71414: AA1 
31327 

R-PLACE1005804//EST//6. 5e-20: 182: 70//Hs. 149844: AI 2 
87693 

R-PIACE1005828//ESTs//3. Oe- 15: 194: 77//Hs. 106236: N5 
0058 

R-PLACE1005834//Retinoblastoma 1 (including osteos 
arcoma) //0. 040: 435: 58//Hs. 75770: L41870 20 
R-PLACE1005845//EST//5. Oe-61: 294: 99//Hs. 133202: AIO 
50965 

R-PLACE1005850//ESTs//3. 4e-82: 425: 96//Hs. 7966: AI20 
3471 

R-PLACE1005851//ESTs//2. 9e-21: 165: 84//Hs. 23607: N98 
305 

R-PLACE1005876//ESTs//0. 48: 296: 57//Hs. 39140: AI 0418 
42 

R-PLACE1005884//ESTs//0. 0027: 177: 66//Hs. 150295: AA5 
70558 30 
R-PLACE1005898//ESTs//l . 7e-98: 467: 98//Hs. 159475: AI 
339981 

R-PLACE1005921//ESTs//5. 8e-96: 480: 95//Hs. 30822: AA8 
85501 

R-PLACE1005923//ESTs//l. 8e-66: 333: 96//Hs. 150890: AI 
341793 

R-PLACE1005925//Human Une-1 repeat mRNA with 2 op 
en reading frames//2.8e-27: 382: 70//Hs. 23094: M19503 
R-PLACE1005932//ESTs, Moderately similar to MNR1 
[H. sapiens]//l. le-70: 377: 93//Hs. 5662: AA868361 40 
R-PLACE1005934//ESTs//l. Oe-42: 251: 91//Hs. 25092: AA9 
22142 

R-PLACE1005936//ESTs//l. 2e-88: 461: 94//Hs. 94125: N62 
913 

R-PLACE1005951//ESTs//l . 4e-83: 533: 86//Hs. 21 148: AI 1 
83729 

R-PLACE1005953 

R-PLACE1005955//ESTs, Highly similar to HYPOTHETI 
CAL 54.2 KD PROTEIN INCDC12-0RC6 INTERGENIC REGION 
[Saccharomyces cerevisiae]//2. 2e-83: 494: 88//Hs. 10 50 
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81 17: AI 097079 

R-PLACE1005966//ESTs//l. le-95: 465: 97//Hs. 98510: AIO 
16239 

R-PLACE1005968//EST//0. 26: 103: 66//Hs. 161300: AI4208 
97 

R-PLACE1005990 

R-PLACE1006002//Human mRNA for KIAA0355 gene, comp 
lete cds//2. Oe-45: 481: 74//Hs. 153014: AB002353 
R-PLACE1006003//ESTs, Highly similar to HYPOTHETI 
CAL 30.3 KD PROTEIN INAPE1/LAP4-CWP1 INTERGENIC RE 
GION [Saccharomyces cerevisiae]//3. le-112: 593: 93// 
Hs. 111449: AI 192946 

R-PLACE1006011//ESTs, Moderately similar to NAD(+) 
ADP- RI BOSYLTRANSFERASE [D.melanogaster]//5. 7e-10 
0: 596: 88//Hs. 24284: AA595596 
R-PLACE1006017//ESTs//4. 2e-18: 296: 68//Hs. 133350: AI 
056276 

R-PLACE1006037//ESTs, Weakly similar to T23D8.3 
[C. el egans] Ilk. le-102: 491: 98//Hs. 61164: AI 096332 
R-PLACE1006040//ESTs//l. 2e-92: 443: 98//Hs. 1 1 1680: N9 
3765 

R-PLACE1006076//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//2. 
Oe-26: 213: 77//Hs. 139007: H74314 
R-PLACE1006119//ESTs//0. 14: 257:61//Hs. 113149: AA908 
904 

R-PLACE1006129//ESTs//3. 8e-54: 285: 97//Hs. 18827: W68 
002 

R-PLACE1006139//ESTs. Highly similar to HYPOTHETI 
CAL 52.9 KD PROTEIN INSAP155-YHR31 INTERGENIC REGI 
ON [Saccharomyces cerevlsiae]//2.6e-99:560:91//Hs. 
5249:U55977 

R-PLACE1006143//Anyl o- 1 , 6-gl ucosi dase, 4-al pha-gl u 
canotransf erase (glycogen debranching enzyme, glyc 
ogen storage disease type III) //0. 038: 463: 59//Hs. 9 
04: U84010 

R-PLACE1006157//ESTs//0. 014: 341 :58//Hs. 121773: AI 35 
7886 

R-PLACE1006159//EST//0. 00036: 247: 61//Hs. 140054: AA6 
68925 

R-PLACE1006164//ESTs//2. 6e-31: 362: 73//Hs. 141024: HO 
7128 

R-PLACE1006167//Homo sapiens chromosome 19, cosmid 
F23149//5. 8e-54: 286: 94//Hs. 152894: AC005239 
R-nnnnnnnnnniin//ESTs, Highly similar to ALPHA-ADA 
PTIN [Rattus norvegicus]//2.7e-79: 393: 96//Hs. 1912 
1:AI125280 

R-PLACE1006187//Homo sapiens cyclin E2 mRNA, compl 
ete cds//5. le-118: 597: 95//Hs. 30464: AF091433 
R-PLACE1006195//ESTs, Weakly similar to !!!! ALD S 
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UBFAMILY J WARNING ENTRY !!!! [H. sapiens] //6.8e-9 
4: 532: 91//Hs. 105216: AI 361807 
R-PLACE1006196//ESTs//3. 2e-66: 382: 90//Hs. 18665: T99 
507 

R-PLACE1006205//EST//1. 7e-89: 448:96//Hs. 116665: AA6 
69114 

R-PLACE1006223//Human RNaseP protein p38 (RPP38) n 
RNA, compl ete cds//0. 90: 304: 58//Hs. 94986: U77664 
R-PUCE1006225//ESTs//7. 2e-96: 474: 97//Hs. 91165: AIO 
79555 10 
R-PLACE1006236//ESTs//8. 8e-105: 535: 95//Hs. 7919: AI 3 
41472 

R-nnnnnnnnnnnn//Homo sapiens BAC clone RG118D07 fr- 
om 7q31//3. 2e-99: 497: 95//Hs. 3781: AC004142 
R-PLACE1006246//ESTs, Weakly similar to dP-sialic 
acid transporter [M.musculus]//1.3e-104:532:95//H 
s. 41151: AI 301961 

R-PLACE1006248//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds//3. Oe-97: 499: 95//Hs. 31921: AB0145 
48 20 
R-PLACE1006262//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H. sapiens] //l. 
6e-07: 321: 62//Hs. 53057: W67839 
R-PLACE1006288//Voltage-dependent anion channel 1/ 
/3. 8e-100: 605: 88//Hs. 2060: L06132 
R- PLACE1 0063 1 8//ESTs//2 . 4e- 102: 536: 94//Hs. 8109: AA0 
05265 

R-PLACE1006325//ESTs//5. 2e- 105: 518: 96//Hs. 102319: A 
1246503 

R-PLACE1006335//ESTs//5. le-45: 254: 93//Hs. 153585: R7 30 
0900 

R-PLACE1006357//EST//6. 5e-09: 309: 62//Hs. 132493: AA9 
23168 

R-PLACE1006360//Human mRNA for KIAA0090 gene, part 
i al cds//0. 0097: 381 : 58//Hs. 154797: D42044 
R-PLACE1006368//ESTs//7. 9e-85: 412: 97//Hs. 150587: AI 
079284 

R-PLACE1006371//ESTs//7. 7e-74: 442: 88//Hs. 143671: W6 
1053 

R-PLACE1006382 40 
R-PLACE1006385//ESTs//5. 3e-06: 346: 61//Bs. 163706: AA 
515748 

R-PLACE1006412//EST//7. 7e-46: 306: 86//Hs. 149580: AI 2 
81881 

R-PLACE1006414//Homo sapiens UM protein mRNA, com 
pi ete cds//4. le-43: 551: 69//Hs. 154103: AF061258 
R-PLACE1006438//ESTs//l . le-77: 284: 86//Hs. 24545: AI 2 
78629 

R-PLACE1006445//ESTs//4.4e-53:259:99//Hs.24481:AA5 
73139 50 
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R-PLACE1006469//ESTs//9. 4e- 102: 482: 98//Hs. 7218: AA9 
36961 

R-PLACE1006470//ESTs//l. 0: 271: 57//Hs. 144517: AA9382 
97 

R-PLACE1006482//ESTS//4. Oe-61 : 354: 92//Hs. 51305: T47 
418 

R-PLACE1006492//EST//1. 8e-09: 48: 91//Hs. 144451 : AA82 
7722 

R-PIACE1006506//ESTs//0.012: 161:61//Hs. 145333: AI 25 
1374 

R-PLACE1006521//Human mRNA for KIAA0013 gene, comp 
iete cds//2. le-15: 415: 63//Hs. 48824: D87717 
R-PIACE1006531//ESTs//5. 6e-31: 213: 87//Hs. 125153: AA 
453723 

R-PlACE1006534//ESTs//6. 5e- 101: 512: 95//fls. 27763: W4 
6368 

R-PLACE1006540//ESTs//7. 3e-40: 320: 79//Hs. 121659: HO 
2532 

R-P1ACE1006552//EST//0. 38: 418: 56//Hs. 140470: AA7652 
14 

R-PLACE1006598//ESTs//4. Oe-80: 409: 95//Hs. 142868: AI 
128443 

R-PLACE1006615//H(Mno sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, comple 
te cds//9. 3e-118: 590: 95//Hs. 155377: U97670 
R-PLACE1006617//ESTs//8. le-31: 246: 83//Hs. 139128: AA 
205322 

R-PLACE1006626//ESTs//0. 90: 98: 68//Hs. 96322: AA54161 
5 

R-PLACE1006629//Human mRNA for KIAA0386 gene, comp 
lete cds//5. 3e-33: 315: 78//fls. 101359: AB002384 
R-PLACE1006640//ESTs//3. 7e-26: 137: 100//Hs. 32672: Wl 
6522 

R-PIACE1006673//Interleukin 10//8. 4e-47: 330: 83//H 
s.2180:M57627 

R-PUCE1006678//ESTs//l. le-13: 87: 98//Hs. 34035: D877 
36 

R-PLACE1006704//ESTs//2. 6e-65: 394: 89//Hs. 30582: D12 
214 

R-PLACE1006731//Homo sapiens clone 23923 mRNA sequ 
ence//l. 9e-102: 486: 98//Hs. 12472: AF038172 
R-PLACE1006754//EST//1 . Oe-61 : 381 : 89//Es. 14727:T838 
61 

R-PLACE1006760//Homo sapiens clone 24800 mRNA sequ 
ence//3. 8e-73: 394: 93//Hs. 7252: AF070622 
R-PLACE1006779//ESTs//l. 4e-69: 405: 90//Hs. 136235: AA 
262658 

R-PLACE1006782//EST//1 . 8e-25: 197: 86//Hs. 137257: N33 
234 

R-PUCE1006792//ESTs//l. 8e-43: 317: 84//Hs. 139190: N5 
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5515 

R-PLACE1006795//ESTs//6. 4e-68: 350: 95//Hs. 11092: AA9 
16335 

R-PLACE1006800//ESTs//l . 9e-55: 268: 100//Hs. 126695: A 
A917989 

R-PLACE1006805//ESTS//6. 6e-91: 484: 93//Hs. 94262: AA7 
68847 

R-PLACE1006815//ESTs//2. le-49: 364: 83//Hs. 142031: AA 
809159 

R-PLACE1006819//ESTs, Highly similar to LINE-1 RE 10 
VERSE TRANSCRIPTASE H0M0L0G [Homo sapiens]//1.0e-8 
7: 481: 92//Hs. 141263: H64113 

R-PLACE1006829//ESTs//5. 7e-43: 332: 83//Hs. 19906: AA4 
56933 

R-PLACE1006860//ESTs//0. 96: 138: 63//Hs. 136649: AA828 
359 

R-PLACE1006867//ESTs//l. 4e-98: 478: 97//Hs. 10299: N35 
008 

R-PLACE1006878//EST//8. 4e-48: 243: 97//Hs. 54970: N935 
36 20 
R-PLACE1006883//EST//3. le-46: 300: 88//Hs. 162404: AA5 
73131 

R-nnnnnnnnnnnn//ESTs//3. Oe-95: 496: 94//Hs. 47546: AA1 
81348 

R-PLACE1006904//ESTs//5. 8e-18: 304: 68//Hs. 125816: AA 



R-PLACE1006917//Endothelin receptor type B//0.0001 
2: 451 :60//Hs. 82002:013168 

R-PLACE1006932//ESTs//4. 6e-56: 285: 96//Hs. 114727: AI 
379514 30 
R-PLACE1006935//ESTs//3.6e-12: 157: 73//Hs. 161714: AA 
229078 

R-imnnnnnnnnnn//Huinan mRNA for RIAA0201 gene, comp 
lete cds//3. 2e-25: 494: 63//Hs. 36927: D86956 
R-PLACE1006961//Tyrosi ne ami notransferase//2. 5e-4 
6: 471: 74//Hs. 2999: X52520 

R-PLACE1006962//ESTs, Moderately similar to plakop 
hilin 2b [H. sapi ens] //9.0e- 29: 324 :68//Hs. 154257 :AI 
275982 

R-PLACE1006966//ESTs//4. 5e-99: 470: 99//Hs. 46913: AI0 40 
17636 

R-PLACE1006989//ESTs//2. 2e-68: 353: 97//Hs. 14394: R61 
257 

R-PLACE1007014//ESTs//3. 4e-86: 457: 94//Hs. 129819: AA 
838366 

R-PLACE1007021//ESTs//l. 6e-93: 539: 90//Hs. 7111: U559 
71 

R-PLACE1007045/7Human Une-1 repeat mRNA with 2 op 
en reading frames//6. 6e- 83: 584 :82//Hs. 23094:119503 
R-PIACE1007053//ESTs//4. 2e-85: 550: 88//Hs. 7984: AI20 50 
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R-PUCE1007097//ESTs//6. 4e-78: 493: 86//Hs. 56406: N91 
027 

R-PLACE1007105//ESTs//5. 3e-70: 381: 91//Hs. 22605: N74 
202 

R-P1ACE10071 1 l//ESTs//8. 6e-75: 358: 99//Hs. 145629: AA 
398646 

R-PLACE1007112//ESTs//6. 9e-69: 371: 94//Hs. 71922: AA1 
48417 

R-PLACE1007132//ESTs//L 2e-36: 373: 69//Hs. 10762: W28 
948 

R-PLACE1007140//ESTs//l. 7e-70: 360: 96//Hs. 56179: W56 
794 

R-PLACE1007178//EST//0. 68: 85: 65//Hs. 147010: AI 18476 
5 

R-PLACE1007226//ESTs//3. le-78: 452: 90//Hs. 8033: N949 
98 

R-PLACE1007238//ESTs//5. 2e-70: 362: 95//Hs. 85636: AA7 
40619 

R-PLACE1007239//Human mRNA for transcription elong 
ation factor S-II, hS-II-Tl, complete cds//6.3e-9 
3:534:89//Hs.80598:D50495 

R-PLACE1007242//ESTs//l . 2e-80: 390: 98//Hs. 1 17325: AA 
699450 

R-PLACE1007243//ESTs, Weakly similar to transporte 
r protein [H. sapiens]//3. 7e-73: 357: 98//Hs. 18272: N7 
8499 

R-PLACE1007257//Homo sapiens mRNA for dia-156 prot 
ein//4. 3e-85: 487: 91//Hs. 121556: Y15909 
R-PLACE1007274//ESTs//4. 3e-79: 430: 93//Hs. 146023: AI 
275071 

R-PLACE1007276//ESTs//l. 5e-33: 338: 74//Hs. 142850: R3 
8419 

R-PLACE1007282//ESTs//4. 8e-98: 532: 93//Hs. 10071 : AA1 
00812 

R-PLACE1007286//Human mRNA for KIAA0118 gene, part 
ial cds//2. 9e-50: 518: 74//Hs. 154326: D42087 
R-PLACE1007301 
R-PLACE1007317 
R-PLACE1007342 

R-PLACE1007346//Homo sapiens estrogen- responsive B 
box protein (EBBP) mRNA, complete cds//1.2e-66:36 
7: 91//Hs. 76596: AF096870 

R-PLACE1007367//ESTs, Weakly similar to !!!! ALU S 
UBFAlflLY J WARNING ENTRY ! ! ! ! [H. sapiens]//2. 2e-9 
8: 488: 96//Hs. 24359: AA699594 
R-PLACE1007375//ESTs//2. 3e-67: 375: 92//Hs. 33368: AA2 
06614 

R-PLACE1007386//ESTs//0. 020: 242: 62//Hs. 42768: AI 129 
945 
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R-PLACE1007402//ESTs//l. 6e-91: 441: 97//Hs. 26243: AA4 
55877 

R-PLACE1007409//Homo sapiens mitoxantrone resistan 
ce protein 1 mRNA, partial sequence//2.4e-113:590: 
94//fls. 14387: AF093771 

R-PLACE1007416//ESTs, Weakly similar to DIPEPTIDYL 
PEPTIDASE IV [H.sapiens]//3.8e-115:579:95//Hs.721 
65: AI 243857 

R-PLACE1007450//Human macrophage-derived chemokine 
precursor (MDC) mRNA, complete cds//2.7e-38:311:80 10 
//Hs. 97203:1183171 

R-PLACE1007452//EST//2. 5e-42: 386: 77//Hs. 140562: AA8 
26514 

R-PLACE1007460//ESTs//4. 9e-87: 434: 95//Hs. 28472: AI0 
28230 

R-PLACE1007478 

R-PLACE1007484//ESTs//6. 8e-08: 64: 92//Hs. 100251: AA5 
35975 

R-PLACE1007488//Dystrophin (muscular dystrophy, Du 
chenne and Becker types), includes DXS142, DXS164, 20 
DXS206. DXS230, DXS239, DXS268, DXS269, DXS270, D 
XS272//0. 26: 411: 60//Hs. 79012: M18533 
R-PLACE1007507//ESTS//2. 2e-ll: 136: 76//Hs. 128815: AA 
678072 

R-PLACE1007511//ESTs, Highly similar to KERATIN, 
TYPE I CYT0SKELETAL 14[Homo sapiens]//1.5e-41:261: 
89//Hs.9029:W57657 

R-PLACE1007524//ESTs//5. 8e-45: 297: 87//fls. 154923: AA 
491377 

R-PLACE1007525//Buman mRNA for KIAA0118 gene, part 30 
ial cds//L 9e-44: 422: 75//Hs. 154326: D42087 
R-PLACE1007544//ESTs//8. 4e-59: 327: 93//Hs. 27410: N25 
612 

R-PLACE1007547//EST//0. 00010: 107: 71//Hs. 146867: AI 1 
61404 

R-PLACE1007557//ESTs//l . 6e-43: 356: 79//Hs. 44702: AI 1 
48840 

R-PLACE1007583//ESTs//l. 7e-41: 214: 97//Hs. 155071: AA 
584257 

R-PLACE1007598//Homo sapiens clone 23939 mRNA sequ 40 
ence//4. 8e-104: 554: 93//Hs. 21838: AF038179 
R-PLACE1007618//Lymphocyte cytosolic protein 1 (L- 
pl asti n) //0. 54: 161 : 65//Hs. 76506: J02923 
R-PLACE1007621//Homo sapiens clone 23859 mRNA sequ 
ence//4. 8e- 105: 537: 94//Hs. 151046: AF038176 
R-PLACE1007632 

R-PLACE1007645//ESTs//0. 99: 187: 62//Hs. 163453: AI 344 
106 

R-PLACE1007649//ESTs//2. 2e-108: 561: 94//Hs. 24398: AI 
262946 50 
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R-PLACE1007677//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SB2 WARNING ENTRY !!!! [H. sapiens]// 
9. Oe-37: 190: 97//Hs. 23437: AA707331 
R-PLACE1007688//ESTs//7. 5e-79: 409: 95//fls. 6166: AI 37 
6944 

R-PLACE1007690//ESTS, Weakly similar to NADH-UBIQU 
I NONE 0XID0REDUCTASE CHAIN 5 [Ascaris suum]//3.4e- 
61: 384: 89//Hs. 92918: AA133274 
R-PLACE1007697//ESTs, Highly similar to GCN20 PRO 
TEIN [Saccharomyces cerevisiae]//1.8e-84:501:88//H 
s. 91251: U66685 

R-PLACE1007705//Human mRNA for apolipoprotein E re 
ceptor 2, complete cds//0. 43: 307: 59//Hs. 54481: D864 
07 

R-PLACE1007706//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds//5.7e-75: 374: 96//Hs. 4812: AF0 
61243 

R-PLACE1007725//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//3.1e-39:253:88//Hs.l08 
797:AA476815 

R-PLACE1007729//ESTs//2. 7e-44: 392: 79//Hs. 142375: AA 
398619 

R-PLACE1007730//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds//6. 7e-94: 556: 89//Hs. 153121: AB01 
4585 

R-PLACE1007737//ESTs//l. le-41:345:80//Hs. 114671:N3 
9322 

R-PLACE1007743//ESTs//2. 8e-17: 98: 100//Hs. 124258: AA 
976778 

R-PLACE1007746//ESTs//5. 3e-69: 413: 90//Hs. 5297: AA15 
6903 

R-PLACE1007791//ESTs, Weakly similar to TEICH0IC A 
CID BIOSYNTHESIS PROTEIN A [Bacillus subtil is]//8. 
6e-27: 143: 98//Hs. 144194: AA706337 
R-PLACE1007807//Human Line-1 repeat mRNA with 2 op 
en reading frames//9.9e-45: 428: 76//Hs. 23094: M19503 
R-PLACE1007810//ESTs//5.9e-15: 143:82//Hs. 126257: AI 
279044 

R-PLACE1007829//ESTs//2. 2e-22: 190: 84//Hs. 142707: W2 
4050 

R-PLACE1007843//ESTs//5. 3e-110: 556: 95//Hs. 107287: A 
1308839 

R-PLACE1007846//Human Une-l repeat mRNA with 2 op 
en reading frames//!. 7e-95: 525: 91 //Hs. 23094: Ml 9503 
R-PLACE1007852//ESTs//4. 5e-14: 174: 75//Hs. 153419: N5 
2017 

R-PLACE1007858//Homo sapiens mRNA for KIAA0766 pro 
tei n, compl ete cds//2. le- 1 1 1 : 574: 94//Hs. 28020: AB01 
8309 

R-PLACE1007866//EST//1. 8e-48: 262: 96//Hs. 141009: H01 
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178 

R-PLACE1007877//ESTs//l. 2e-94: 478: 96//Hs. 5999: AI20 
7832 

R-PLACE10Q7897//ESTs//2. 3e-92: 437: 99//Hs. 122843: AI 
189060 

R-PLACE1007908//Hoido sapiens mRNA, chromosome 1 sp 
eci f i c transcrl pt KI AA0487//2. 8e-89: 460: 95//Hs. 923 
81:AB007956 

R-PLACE1007946//ESTs//2. 8e-28: 172: 78//Hs. 126784: AA 
521510 10 
R-PLACE1007954//ESTs//6. le-72: 366: 95//Hs. 27842: AI 2 
17966 

R-PLACE1007955//Hamo sapiens cyclin-D binding Myb- 
like protein mRNA, complete cds//3.9e-103:509:96// 
Hs.5671:AF084530 

R-PLACE1007958//Homo sapiens cAMP-specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds//7. 2e-89: 46 
5: 93//Hs. 78106: AF079529 

R-PLACE1007969//ESTS, Weakly similar to F35C12.2 
[C. el egans]//1.4e- 113: 534: 99//Hs. 44268: AA455900 • 20 
R-PLACE1007990//ESTs, Highly similar to DOSAGE CO 
MPENSATI0N REGULATOR [Drosophila melanogaster]//3. 
8e-97: 493: 95//Hs. 6141: U69564 
R-PLACE1008000//ESTs//0. 00013: 241: 65//Hs. 44369: AI2 
06835 

R-PLACE1008002//ESTs//2. 2e-83: 397: 98//Hs. 28780: AI 2 
63612 

R-PLACE1008044//ESTs, Moderately similar to NUCLEA 
R PORE COMPLEX PR0TEINNUP107 [R.norvegicus]//2.0e- 
115: 575: 95//Hs. 92395: AA779854 30 
R-PLACE1008045//EST//2. 6e-89: 465: 94//Hs. 47374: N519 
35 

R-PLACE1008080//EST//0. 27: 118: 65//fls. 144110: AI 0542 
69 

R-PLACE1008095//ESTs//5. 5e-23: 268: 73//Hs. 152525: AA 
516469 

R-PLACE1008111//ESTs, Weakly similar to oxidoreduc 
tase [H. sapiens] //4. 4e-108: 537: 96//Hs. 28877: AI 3093 
34 

R-PLACE1008122//ESTs//6. 5e- 103: 531 : 94//Hs. 34737: AI 40 
028617 

R-PLACE1008129//ESTs//0. 76: 96: 66//Hs. 65373: AA88351 
1 

R-PLACE1008132//ESTs//5. 9e-05: 113: 72//Hs. 13014: W26 
381 

R-PUCE1008177//ESTs//7. 2e- 107: 557: 93//Hs. 132851 : A 
1028266 

R-PUCE1008181//ESTs//5. 3e-97: 473: 97//Hs. 57483: AA7 
76267 

R- PLACE1 008 1 98//ESTs//3. 9e- 16: 120: 85//Hs. 9142: AA66 50 
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R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds//1.6e-104: 551 :93//Hs. 10801 :AB011 
102 

R-PLACE1008209//ESTs//l. 2e-72: 366: 96//Hs. 92308: AI0 
52701 

R-PLACE1008231//ESTs//l. 2e-70: 363: 94//Hs. 25094: R80 
871 

R-PLACE1008244//ESTs//l . 3e-98: 543: 92//Hs. 25130: AA2 
18990 

R-PLACE1008273//ESTs//6. le-16: 153: 79//Hs. 115987: AA 
483808 

R-nnnnnnnnnnnn 

R-PLACE1008280//ESTs//l. 3e-66: 353: 94//Bs. 156376: AI 
338705 

R-PLACE1008309//ESTs//2. 8e- 100: 51 1 : 95//Hs. 45080: N4 
9852 

R-PLACE1008329//V-myc avian myelocytomatosis viral 
oncogene homol og//0. 53: 206: 62//Hs. 79070: R02276 
R-PLACE1008330//ESTs, Weakly similar to EOSINOPHIL 
LYSOPHOSPH0UPASE [H. sapiens]//8. 6e-79: 297: 91//H 
s. 146477: AI 128445 

R-PLACE1008331//ESTs//0. 98: 156: 62//Hs. 108548: AA081 
656 

R-PLACE1008356//Homo sapiens mRNA for KIAA0679 pro 
tein, partial cds//2. le-99: 556: 90//Hs. 5734: AB01457 
9 

R-PIACE1008368//EST//0. 0027: 198: 63//Hs. 160868: AI 35 
9052 

R-PLACE1008369//ESTs//5. 4e-28: 167: 92//Hs. 19530: AA4 
80009 

R-PLACE1008392//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H. sapiens] //2. 
0e-41: 448: 72//Hs. 139007: H74314 
R-PLACE1008398//ESTs, Highly similar to Mig-6//1.4 
e-103:529:94//Hs. 1 1169: AA1 56242 
R-PIACE1008401//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1.2e-8 
1: 536: 87//Hs. 7570: W31010 

R-nnnnnnnnnnnn//Homo sapiens mRNA for pi 15, comple 
te cds//5. le-103: 521: 95//Hs. 7763: D86326 
R-PIACE1008405//ESTs//l . 2e-89: 485: 92//Hs. 138241 : AA 
767440 

R-PLACE1008424//ESTs//6. 7e-97: 508: 93//Hs. 6709: AI 37 
9778 

R-PLACE1008426//ESTs//5. 5e-30: 174: 92//Hs. 7946: AA65 
1757 

R-PLACE1008429//ESTS//2. le-12: 188:71//Hs. 140769: AA 
931562 

R-PLACE1008437//ESTs//7. le-54: 266: 98//Hs. 13068: AA0 
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01928 

R- PLACE 1 008455//ESTs//4 . 7e-69: 471: 85//Hs. 28337: AA2 
10761 

R-PLACE1008457//EST//8. 6e-14: 202: 71//Hs. 149887: AI 2 
89387 

R-PLACE1008465//ESTs//3. 8e-80: 426: 93//Hs. 153146: AI 
299636 

R-PLACE1008488//ESTs//7. 9e-73: 388: 94//Hs. 97268: AA2 
92180 

R-PLACE1008524//ESTs//7.4e-107:545:95//Hs. 10441: N6 10 
2816 

R-PLACE1008531//ESTs//3. 8e-68: 427: 87//Hs. 56607: H23 
560 

R-PLACE1008532 

R-PLACE1008533//ESTs//2. 5e-52: 318: 88//Hs. 7274: AA47 
6850 

R-PLACE1008568//ESTs//3; 2e-99: 486: 97//Hs. 84414: AI4 
23223 

R-PLACE1008584//EST//2. 2e-18: 154: 68//Hs. 141498: N50 
064 20 
R-PLACE1008621//ESTs, Weakly similar to line-1 pro 
tein 0RF1 [H. sapl ens] //8.6e-67: 483: 82//Hs. 140416: A 
A778649 

R-nnnnnnnnnnnn 

R-PLACE1008626//ESTs//4. 7e-73: 372: 95//Hs. 23491: AA6 
42454 

R-PLACE1008627//ESTs//l. 6e-90: 475: 93//Hs. 102401: AI 
004972 

R-PLACE1008629//ESTs//8. Oe-93: 492: 93//Hs. 20843: AA6 
99512 30 
R-PLACE1008630//ESTs//l . 0e-94: 453: 98//Hs. 34840: AI 2 
79612 

R-PLACE1008643//Human mRNA for KIAA0355 gene, comp 
lete cds//2. 8e-49: 422: 79//fls. 153014: AB002353 
R-PLACE1008650//Homo sapiens pleiotropic regulator 
1 (PLRG1) mRNA, complete cds//7.9e-90:434:97//Hs. 
147967: AF044333 

R-PLACE1008693//ISLET AMYLOID POLYPEPTIDE PRECURS0 
R//1. 8e-41: 505: 71//Hs. 51048: X68830 
R-PLACE1008696//Cytochrome P450 f subfamily I (arom 40 
atic compound- inducible), polypeptide 2//1.7e-51:3 
16:76//Hs.l361:H55053 

R-PLACE1008715//EST//0. 63: 1 14: 64//Hs. 121353: AA7586 
00 

R-PLACE1008748//ESTs, Weakly similar to !!!! ALU C 
UVSS B WARNING ENTRY !!!! [H.sapiens]//2.3e-40: 28 
1:83//Hs. 142209: AA873303 

R-PLACE1008757//ESTs//l . 4e-45: 226: 99//Hs. 22822: H06 
408 

R-PLACE1008790//ESTs//0. 035: 67: 76//Hs. 153554: AI 286 50 
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R-PLACE1008798//ESTs//4. 9e-59: 285: 99//Hs. 49018: N79 
930 

R-PLACE1008807//ESTs//l. 7e-82: 413: 96//fls. 130745: AA 
573217 

R-PLACE1008808//Homo sapiens putative checkpoint c 
ontrol protein HRAD1 mRNA, complete cds//l. le-98:4 
99: 95//Hs. 7179: AF01 1905 

R-PLACE1008813//ESTs, Weakly similar to coded for 
by C. elegans cDNA cml0e3 [C.elegans]//4.2e-92:49 
0:93//Hs. 110454: HI 1810 

R-PLACE1008851//ESTs//2. 4e-84: 421: 95//Hs. 158893: AI 
378428 

R-PLACE1008867//ESTs//l. le-77: 400: 95//Hs. 44198: AI0 
93502 

R-PLACE1008887//0xytocin receptor//l. le-43:601:67/ 
/Hs.2820:X64878 

R-PLACE1008902//ESTs//0. 023: 208: 61//Hs. 154164: AI 24 
6893 

R-PLACE1008920//Homo sapiens mRNA for KIAA0765 pro 
tein, partial cds//2.6e-56: 344: 89//Hs. 62318: AB0183 
08 

R-PLACE1008925//ESTs//0. 17: 294: 57//Hs. 105113: AA457 
018 

R-PLACE1008934//ESTS//2. Oe-61 : 339: 92//Hs. 100448: AA 
622653 

R-PLACE1008941//ESTs, Moderately similar to ATP-B 
INDING CASSETTE TRANSPORTER 2 [Mus musculus]//l. 3e 
- 19: 488: 63//fls. 15780: D66680 
R-PLACE1008947//ESTs//l. 3e-81: 385: 99//Hs. 71574: AI3 
76573 

R-PLACE1009020//ESTs//2. 9e-79: 419: 94//Hs. 121816: AA 
775419 

R-PLACE1009027//Homo sapiens mRNA for doublecortin 
//3. le-82: 434: 94//Hs. 34780: AJ003112 
R-PLACE1009039//ESTs//2. 8e-83: 448: 92//Hs. 129179: AA 
988520 

R-PIACE1009045//ESTs//l. 6e-64: 318: 97//Hs. 103423: AA 
814195 

R-PIACE1009048//ESTs//2. 7e- 17: 403: 63//Hs. 149343: AI 
249139 

R-PLACE1009050//ESTs//2. 0e-88: 475: 92//Hs. 122925: AA 
909008 

R-PLACE1009060//ESTs, Highly similar to HYP0THETI 
CAL 98.3 KD PROTEIN R10E12.1 IN CHROMOSOME III [Ca 
enorhabdi ti s el egans] // 1 . 2e- 1 1 2 : 555 : 96//Hs . 9663 : AA 
527142 

R-PLACE1009090//ESTs//5.0e-13: 175: 75//Hs. 140608: N5 
3448 
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R-PLACE1009094//Human splicing factor SRp30c mRNA, 
compl ete cds//0. 98: 161 : 63//Hs. 77608: AL021546 
R-PLACE1009099//ESTs, Highly similar to MKR2 PROT 
EIN [Hus musculus]//0.037:63:84//Hs.39943:AA203136 
R-PLACE1009110//EST//5. 8e-17: 307: 65//Hs. 117264: AA6 
82549 

R-PLACE10091 1 l//ESTs//l . 9e-57: 349: 90//Hs. 11260: N98 
983 

R-PLACE1009130//ESTs, Weakly similar to hypothetic 
al protein 2 [H.sapiens]//6.5e-97:501:94//Hs.lll2 10 
3:AA703945 

R- PLACE1 0091 50//LAMI N B1//0. 064: 393: 60//Hs. 89497: L 
37747 

R-PLACE1009155//ESTs, Moderately similar to ovaria 
n-specific protein [R.norvegicus]//2. 5e-36: 163:82/ 
/fls. 93332: AA81 1920 

R-PLACE1009158//ESTs//0. 30: 149: 65//Hs. 155796: R8000 
5 

R-PLACE1009166//ESTs//3. 3e-34: 292: 77//Hs. 140255: AA 
708322 20 
R-PLACE1009172//EST//8. 9e-21: 364: 67//Hs. 142557: AA4 
64948 

R-PLACE1009174//ESTs//2. 9e-18: 274: 70//Hs. 139241: AA 
283707 

R-PLACE1009183//ESTs//2. 3e-44: 297:87//Hs. 136839: H9 
3717 

R-PLACE1009186//ESTs, Weakly similar to No definit 
ion line found [C.elegans]//1.5e-109:572:94//Hs.54 
943:Z78396 

R-PLACE1009190//ESTs//2. 6e-53: 318: 90//Bs. 25245: AA1 30 
76701 

R-PLACE1009200//H. sapiens mRNA for sortilin//3.2e- 
33: 195: 92//Hs. 104247: X98248 
R-PLACE1009230//ESTs//3. 0e-31: 153: 92//Hs. 124116: AA 
772680 

R-PLACE1009246//ESTs//2. 7e-90: 488: 92//Hs. 10706: AA9 
09018 

R-PLACE1009308//ESTs//0. 022: 46: 97//Hs. 36545: AA0754 
23 

R-PLACE1009319//ESTs//7. 7e-99: 533: 92//Hs. 109654: N9 40 
1279 

R-PLACE1009328//Human Line-1 repeat mRNA with 2 op 
en readi ng frames//7. 3e-82: 578: 82//fls. 23094: M19503 
R-PLACE1009335//EST//1. 3e-64: 311: 99//Hs. 130558: AI0 
04397 

R-PLACE1009338//ESTs//6.0e-70:386:93//Hs. 3542: AI01 
5782 

R-PLACE1009368//ESTs//1.4e-18: 107:98//Hs. 133303: W0 
4760 

R-PLACE1009375//ESTs//8. 9e-36: 313: 76//Hs. 24608: AA1 50 
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R-PLACE1009388//EST//4.4e-tl: 101:83//Hs. 147074: All 
88883 

R-PLACE1009398//ESTs//5. 7e-63: 335: 93//Hs. 149003: AI 
243186 

R-nimimminimnn//ESTs//3. 6e-94: 452: 98//Hs. 103177: W7 
2798 

R-PLACE1009410//ESTs//2. 2e-112: 553: 96//Hs. 61779: AA 
195255 

R-PLACE1009434//EST//3. 4e- 15: 109: 74//Hs. 103742: U48 
632 

R-PLACE1009443//EST//7. 5e-61: 302: 98//Hs. 157787: AI 3 
61269 

R-PLACE1009444//PH0SPHATI DYLI N0SI T0L 4-KINASE ALPH 
A//6. 6e-85: 479: 90//fls. 76987: AF012872 
R-PLACE1009459//ESTs//9. 3e-86: 437: 95//Hs. 104871: AI 
161427 

R-PLACE1009476//Homo sapiens Chromosome 16 BAC clo 
ne CIT987SR-A-67A1//1. 3e-42: 266: 89//Hs. 155049: AC00 
4531 

R-PLACE1009477//ESTs//2. 0e-50: 367: 82//Hs. 152788: AA 
630925 

R-PLACE1009493//ESTs//4.5e-14:150:78//Hs. 143918:AA 
699596 

R-PLACE1009524//ESTs//2. 9e-97: 454: 99//Hs. 7189: AA76 
7698 

R-PIACE1009539//ESTs//9. le-94: 454: 97//Hs. 154706: AI 
262131 

R-PLACE1009542//Homo sapiens apoptotic protease ac 
tivating factor 1 (Apaf-1) mRNA, complete cds//1.4 
e- 10: 289: 63//Hs. 77579: AF013263 
R-PLACE1009571//ESTs//2. le-23: 125: 100//Hs. 41767: AA 
732326 

R-PLACE1009581//ESTs, Weakly similar to FIBRINOGEN 
ALPHA AND ALPHA- E CHAIN PRECURSORS [H. sapiens]// 

0. 0012: 56: 91//Hs. 12151 : AA001818 

R-PLACE1009595//Homo sapiens mRNA for KIAA0635 pro 

tein, complete cds//6. Oe-4 2 : 5 4 7 : 7 O// 

Hs. 69157: AB 014535 

R-PLACE1 O O 9 5 9 6//E ST s//l . 9 

e- 1 O 2 : 5 8 8 : 9 0//H s . 1 4 2 3 9 5: A 
13 74735 

R-PLACE 1 O O 9 6 O 7//E ST s//0. O 
0 9 3 : 1 0 7 : 7 0//Hs. 7 O 9 3 2 : AA 1 2 
6 4 8 2 

R-PLACE 1 O O 9 6 1 3//E ST s // 7 . 5 
e - 1 O 1 : 4 8 8 : 9 7//H s . 5 9 0 5 : AA 9 
4 6 6 8 0 

R-PLACE 1 O O 9 6 2 1//E ST//0. 9 
9:261 : 60//Hs. 149030:AI243 
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R-PLACE 1 0096 2 2//ESTs//8. 0 
e-9 3 : 5 0 8 : 9 2//Hs. 2 0 9 6 7 :AI 4 
2 2 8 5 8 

R-PLACE1 00963 7//EST//8. 7e 
-9 0 : 4 4 2 : 9 7//H s. 1 2 1 3 7 2 :AA7 
5 8 7 0 1 

R-PLACE 1 0096 3 9//EST//8. 5e 
-4 9:2 7 9:9 3//H s . 1 1 7 4 4 7- : R 2 7 
2 13 10 
R-PLACE1009659 //H o m o s a p i 
ens m R N A for KIAA0 5 8 7 pro 
tein, complete cds // 3 . 3 e — 
1 0 9:5 8 9:9 2 //H s. 2 1 8 6 2 : AB01 
115 9 

R-PLACE 100966 5 //EST s, We a 
k 1 y similar to line— 1 pro 
tein ORF1 [H. sap i ens] //9. 
9e-62:48 3:7 9//H s . 1 4 0 4 1 6 : A 
A 7 7 8 6 4 9 20 
R-PLACE100967 0//Homo s a p i 
ens genethonin 1 m R N A , co 
inplete cds // 6. 6e-63 : 3 10 : 9 
7 //H s. 109590 :AF 062534 
R-PLACE 1 0 0 9 7 0 8//EST s//3. 0 
e -9 4 : 4 7 1 : 9 6//H s. 4 00 9 1 :N4 8 
5 8 2 

R-PLACE100972 1//E ST s, We a 
k 1 y similar to MS F 1 PROTE 
IN [S. cerevisiae] // 4 . 2 e - 9 30 
8 : 5 2 9 : 9 2//H s. 3 94 5 : AA0 04 2 1 
0 

R-PLACE 1 0097 3 1//EST s, We a 
kly similar to immune ass 
ociated protein 38 [M. m u s 
culus]//6. 8 e-8 5 : 4 8 9 : 8 9//H 
s. 2 6 1 94: AA0 3 3 9 8 9 
R-PLACE1009763 //H o m o s a p i 
ens UBA3 (UBA3) m R N A, com 
plete cds// 2. 0e-117:598:9 40 
5 // H s. 154320 :AF046024 
R-PLACE 1 0 0 9 7 9 4//E ST s//7. 9 
e - 1 0 2 : 5 2 9 : 9 5//H s . 4 2 9 2 7 : N 2 
0 9 8 9 

R — n n n n n n n n n n n n // H u m a n DNA 
sequence from clone 1189 
13 24 on chromosome X q 2 5 - 2 
6. 3. Contains NADH — Ubiqui 
none Ox i do r educ t a s e MLRQ 
subuni t (EC 1. 6. 5. 3, EC 1 . 50 
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6. 9 9. 3, CI —MLRQ) , Tubulin 

Beta and Pro to — oncogene 
Tyrosine — proteinKinase FE 
R (EC 2. 7. 1. 112, P94-FER, 
C-FER, TYK3) pseudogene 
s, and part of a novel ge 
ne similar to hypothetica 
1 proteins S. pombe C22F 
3. 14C and C. elegans C16A 
3. 8. Contains ESTs and GS 
Ss//1. 1 e- 1 1 3 : 5 4 9 : 9 7//Hs. 1 
6411 :AL030996 

R-PLACE1009845//ESTs//9. 5e- 106: 560: 93//Hs. 1 17751 : A 
1056868 

R-PLACE1009879//ESTs//L 8e-61: 399: 86//Hs. 141012: R6 
8748 

R-PLACE1009886//EST//0. 54: 153: 64//Hs. 144281: AA0813 
28 

R-PLACE1009888//ESTs//2. 7e- 105: 520: 97//Hs. 108646: A 
A613031 

R-nnnnnnnnnnnn//ESTs, Weakly similar to similar to 
mouse MMR1 [C.elegans]//1.6e-114:594:94//Hs.6746 
6: AI 219740 

R-PLACE1009921//ESTs//7. 6e-05: 291: 60//Hs. 124786: AA 
825563 

R-PLACE1009924//EST//1 . 2e-42: 216: 98//Hs. 31742: H202 
76 

R-PLACEl009925//ESTs//5. 4e-30: 154: 100//Hs. 114605: A 
1304317 

R-PLACE1009935//ESTs//l . 4e-83: 417: 97//Hs. 131755: AA 
496543 

R-PLACE1009947//Keratin 9//1. 0: 273: 61//Hs. 2783: Z29 
074 

R-PIACE1009971//ESTs//l. 5e-87: 424: 98//Hs. 13781: AI 1 
60540 

R-PLACE1009992//ESTs//l. 3e-87: 531: 87//Bs. 55044: AA4 
60698 

R-PLACE1009995//ESTs//l. 3e-103: 575: 91//Hs. 71218: C7 
5347 

R-PLACE1009997//Small inducible cytokine A5 (RANTE 
S)//l. le-42: 286: 86//Hs. 155464: AF088219 
R-PLACE1010023//ESTs, Weakly similar to C27F2.7 ge 
ne product [C.elegans]//1.7e-17: 137: 86//fls. 7049: AI 
141736 

R-PLACE1010031//ESTs//0.22: 191:62//Hs. 127787: AA832 
204 

R-PLACE1010053//ESTs, Moderately similar to sperma 
tid perinuclear RNA-binding protein Spnr [M.muscul 
us]//7. 6e-104: 546:94//Hs. 8215: AA521 150 
R-PLACE1010069//ESTs//0. 99: 173: 59//Hs. 21415: AI 1509 
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05 

R- PLACE1 0 1 0074//Homo sapiens sorting nexln 2 (SNX 
2) mRNA, compl ete cds//l . 5e-88: 543: 88//Hs. 1 1 183: AF 
065482 

R-PLACE1010076//ESTs//3. 4e- 106: 530: 95//Hs. 28005: AA 
604375 

R-PLACE1010083//ESTs//4. le-65: 395: 88//Hs. 6103: AA49 
6424 

R-PLACE1010089//ESTs//l . 6e-70: 348: 97//Bs. 901 1 : AA41 
8615 10 
R-PLACE1010096//ESTs, Highly similar to hypothetic 
al protein, 100K [R.norvegicus]//2.8e-104:565:92// 
Hs. 11469: U69567 

R-PLACE1010102//ESTs//7. 7e-50: 311: 89//Hs. 5518: AI 05 
2015 

R-PLACE1010105//ESTs//6. Oe-94: 483: 94//Hs. 62684: AA8 
06103 

R-PLACE1010106//ESTs, Weakly similar to putative p 
150 [H. sapiens]//l. 6e-107: 575: 93//Hs. 48301: AA12227 
0 20 
R-PLACE1010134//EST//8. 5e-59: 314: 94//Hs. 135005: AI0 
95130 

R-PLACE1010148//A-RINASE ANCHOR PROTEIN 79//0. 52: 3 
51 :56//Hs. 48714: M90359 

R- PLACE1 01015 2//ESTs// 1 . 9e-40: 240: 90//Hs. 17054: AI 1 
39897 

R-PLACE1010181//ESTs//3. 6e-64: 307: 99//Hs. 154163: AJ 
003313 

R-PLACE1010194//ESTs//2. 7e-70: 366: 96//Hs. 5301: T584 
66 30 
R-PLACE1010202//ESTs//0. 57: 120: 67//Hs. 58873: W95037 
R-PLACE1010231 

R-PLACE1010261//EST//6. 9e-50: 251 : 98//Hs. 148208: AA8 
97478 

R-PLACE1010270//ESTs//l. 9e-87: 430: 96//Hs. 25252: AIO 
79545 

R-PLACE1010274//ESTs//l. 9e-57: 439: 81//Hs. 30078: H04 
535 

R-PLACE1010293//ESTs//8. le-41: 310: 81//Hs. 146811: AA 
410788 40 
R-PLACE1010321//ESTs//5. 7e-50: 246: 99//Hs. 151445: AA 
351081 

R-PLACE1010324//ESTs//0. 00025: 377: 60//Hs. 97430: AA3 
98568 

R-PLACE1010329//Small inducible cytokine A5 (RANTE 
S)//2. 4e-40: 300: 82//Hs. 155464: AF088219 
R-PLACE1010341//EST, Moderately similar to !!!! AL 
U SUBFAMILY SQ WARNINGENTRY !!!! [H.sapiens]//9.9e 
-32: 190: 77//Hs. 152369: AA504818 

R-PLACE1010362//ESTs//8. 2e-86: 404: 99//Hs. 25625: AA6 50 
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69327 

R-PLACE1010364//ESTs//l. 5e-105: 556: 93//Hs. 12229: AA 
149594 

R-PLACE1010383//Hamo sapiens mRNA for putative lip 
oic acid synthetase, partial//4.9e-35: 166:86//Hs.5 
3531: AJ224162 

R-PLACE1010401//ESTs//2. 3e-85: 450: 93//Hs. 23193: AA4 
18152 

R-PLACE1010481//ESTs//0. 012: 280: 59//Hs. 5579: AI 3928 
16 

R-PLACE1010491//Homo sapiens Cre binding protein-1 
ike 2 mRNA, complete cds//2. 4e-89: 438: 96//Hs. 1331 
3:AF039081 
R-PLACE1010492 

R-PLACE1010522//EST//0. 43: 82: 68//Hs. 89303: AA284031 
R-nnnnnniinnnnn//ESTs//3. 4e-36: 228: 89//Hs. 128724: AA 
215455 

R-PLACE1010562//ESTs//4. 8e-68: 408: 90//Hs. 17244: W86 
306 

R-PLACE1010579//EST//0. 015: 193: 63//Hs. 67093: C14033 
R-PLACE1010580//ESTs//2. 4e-93: 445: 98//Hs. 127325: AA 
234116 

R-PLACE1010599 

R-PLACE1010616//ESTs//2. 9e-101: 497: 97//Hs. 142197: A 
A573418 

R-PLACE1010622//ESTs//7. le-23: 157: 91//Hs. 159877: N5 
7895 

R-PLACE1010624//ESTs//l . 4e-89: 428: 98//Hs. 1 16561 : AA 
658475 

R-PLACE1010628//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.saplens]//6.4e-7 
4:391:95//Hs. 163495: W57637 

R-PLACE1010629//ESTs//5. 8e-75: 359: 99//Hs. 123630: AI 
250805 

R-PLACE1010630//ESTs//9. 5e- 101 : 519: 94//Hs. 77873: AA 
731719 

R-PLACE1010631//Homo sapiens mRNA for KIAA0530 pro 
tein, partial cds//8.3e-94: 497: 93//Hs. 10801 :AB01 11 
02 

R-PLACE1010661//ESTs, Highly similar to TESTIS-SP 
ECIFIC PROTEIN PBS13 [Mus musculus]//4.8e-83:467:9 
1//Hs. 22383: R51067 

R-PLACE1010662//ESTs, Weakly similar to UDP-GLUC0S 
E: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR [D.me 
lanogaster] //8. 3e- 103: 538: 94//Hs. 105794: AA701659 
R-PLACE1010702//Homo sapiens DNA from chromosome 1 
9 f BAC 33152//4. 8e-46: 531: 71//Hs. 55452: AC003973 
R-PLACE1010714//Human organic anion transporting p 
olypeptide (OATP) mRNA, complete cds//0.0074:351:6 
0//Hs. 46440: U21943 
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R-PLACE1010720//Homo sapiens chromosome- associated 
protein-C (hCAP-C) mRNA, partial cds//1.2e-56:30 
0:95//Hs. 50758: AF092564 

R-PLACE1010739//Homo sapiens mRNA for oligophrenin 
1//2. 6e-84: 501 : 88//Hs. 158122: AJ001 189 
R-PLACE1010743 

R-PLACE1010761//Homo sapiens okadaic acid-inducibl 
e phosphoprotein (0A48-18) mRNA, complete cds//5.2 
e-94: 442: 96//Hs. 3688: AF069250 

R-PIACE1010771//ESTs//3. 8e-54: 264: 99//Hs. 27299: AI0 10 
74024 

R-PLACE1010786//ESTs f Highly similar to MYOSIN HE 
AVY CHAIN IB [Acanthamoeba castellanii]//7.6e-lll: 
575: 94//Hs. 10260: AI 126627 

R-PLACE1010800//ESTs//l. 9e-109: 557: 95//Hs. 11460: AA 
057558 

R-PLACE1010802//ESTs//0. 00021: 428: 58//Hs. 70258: AI0 
91203 

R-PLACE1010811//ESTs//7. 4e-73: 394: 93//Hs. 48499: AA4 
28896 20 
R-PLACE1010833//ESTs//9. Oe-33: 274: 78//Hs. 24391: W27 . 
472 

R-PLACE1010856//ESTs//5. 8e-41: 351: 81//Hs. 17401: W81 
048 

R-PLACE1010857//ESTs, Weakly similar to T14B4.2 ge 
ne product [C. el egans] //1 . 4e- 71 : 326: 92//Hs. 3385: N2 
5917 

R-PLACE1010870//ESTs//5. 8e-57: 303: 96//Hs. 30503: H05 
090 

R-PLACE1010877//Homo sapiens mRNA for KIAA0610 pro 30 
tein, partial cds//2.3e-101: 501: 96//Hs. 118087: AB01 
1182 

R-PUCE1010891 

R-PLACE1010896//EST//0. 0039: 249: 57//Hs. 126090: AA86 
7983 

R-PLACE1010900//Human Xq28 mRNA, complete cds//3.3 
e-07: 106: 76//Hs. 20136: U46023 
R-PLACE1010916//Plasminogen activator inhibitor, t 
ype II (arginine-serpin)//0. 25: 190: 61//Hs. 75716: Y0 
0630 40 
R-PLACE1010917//ESTs//l. 3e-82: 452: 92//Hs. 68055: AA0 
81093 

R-PLACE1010925//ESTs//l. le-92:471:95//Hs. 17448: All 
25479 

R-PLACE1010926//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds//L3e-66: 402: 89//Hs. 74750: AB0111 
26 

R-nnnnnnnnnnnn//Homo sapiens intersect! n short for 
m mRNA, compl ete cds//8. 9e-82: 441 : 93//Hs. 66392: AF0 
64244 50 
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R-PLACE1010944 

R-PLACE1010947//ESTs//6. 7e-15: 102: 91//Hs. 116808: AA 
211519 

R-PLACE1010954//Small inducible cytokine A5 (RANTE 
S) //8. 8e-5i: 278: 93//Hs. 155464: AF088219 
R-PLACE1010960//ESTs. Highly similar to ACTIN-UK 
E PROTEIN 13E [Drosophila melanogaster]//1.0e-103: 
565: 92//Hs. 23259: AA532437 

R-PIACE1010965//EST//6. 3e-80: 447: 91//Hs. 139529: AA2 
19580 

R-PLACE1011026//ESTs//4. 6e-99: 463: 99//Hs. 149732: AI 
199846 

R-PIACE101 1032//ESTS//6. 3e-56: 295: 94//Hs. 143576: AI 
147867 

R-PLACE1011041//ESTs//5. 3e-27: 168: 91//Hs. 7936: AA92 
3249 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0581 pro 
tein, partial cds//9. 4e-102: 563: 91//Hs. 41143: AB011 
153 

R-PLACE1011054//EST//1. le-15:245:69//Hs. 112648: AA6 
09135 

R-PLACE1011056//Small inducible cytokine A5 (RANTE 
S) //3. 5e-38: 285: 82//Hs. 155464: AF088219 
R-PLACE1011057//ESTs//3. 5e-81: 410: 96//Hs. 96499: AA2 
52537 

R-PLACE1011090//ESTs f . Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1. 6e-5 
4:398:84//Hs. 108740: W20094 

R-PLACE1011109//EST//1.3e-48: 321:85//Hs. 146794: All 
49478 

R-PIACE101 1 1 14//ESTs//5. 4e-90: 475: 94//Hs. 69331 : AA0 
99587 

R-PIACE1011133//ESTs f Highly similar to 40 KD PRO 
TEIN [Borna disease virus]//3.0e-105:552:93//Hs.31 
257:AA875998 

R-PLACE1011143//ESTs//0. 40: 127: 65//Hs. 118701: AA420 
795 

R-PLACE1011160//Homa sapiens mRNA for HRIHFB2038, 
partial cds//7. 7e-97: 534: 91//Hs. 28719: AB015333 
R-PLACE101 1 165//ESTS//1 . 0: 135: 69//Hs. 32163: AI 37467 
3 

R-PLACE1011185//ESTs, Weakly similar to !!!! ALU C 
USS B WARNING ENTRY !!!! [H.sapiens]//3.4e-85:44 
2: 95//Hs. 136910: AA810782 

R-PUCE1011203//EST//0. 0047: 268: 60//Hs. 68832: AA088 
438 

R-PLACE1011219//ESTS//7. 6e-96: 504: 93//Hs. 124834: AI 
138671 

R-PLACE1011221//ESTs//5. 2e-23: 241: 78//Hs. 26761: AA2 
03299 
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R-PLACE101 1229//ESTs//l . 9e-90: 461 : 95//Hs. 132288: AI 
027693 

R- PLACE1 01 1 263//ESTs//6. 6e-56: 321: 93//Hs. 158787: W7 
9602 

R- PLACE1 0 1 1 273//ESTs//0 . 016: 131: 65//Hs. 140466: AA76 
6772 

R- PLACE 1 0 1 1 29 1 //EST//8 . 7e-47: 267: 91//Hs. 158806: AI 3 
76913 

R-PLACE1011296//EST//2. 7e-38: 225: 92//Hs. 160934: AI 3 
76849 10 
R-PLACE1011310//ESTs//9. le-37: 196: 96//Hs. 39328: H71 
807 

R-PLACE1011325//Human clone 23721 mRNA sequence// 

0. 0012: 486: 58//Hs. 83572: U79291 

R-PLACE101 1332//ESTs//8. 4e-44: 217: 99//Hs. 101365: R6 

0578 

R-PLACE1011340//ESTs, Weakly similar to TEICHOIC A 

CID BIOSYNTHESIS PROTEIN A [Bacillus subtil is]//3. 

4e-92: 452: 97//Hs. 144194: AA706337 

R-PLACE101 1375//ESTs//2. 2e-35: 195: 96//Hs. 106486: HI 20 

1376 

R-PLACE1011399//ESTS//0. 00096: 224: 67//Hs. 151643: AA 
001194 

R-PLACE101 1419//ESTs//4. 9e-50: 267: 95//Hs. 7045: AA16 
7337 

R- nnnnnnnnnnnn//Hoino sapiens mRNA for KIAA0530 pro 
tein, partial cds//4.8e-114:600:94//Hs. 10801:AB011 
102 

R-PLACE1011452//Homo sapiens mRNA for KIAA0707 pro 
tein, partial cds//3. 7e-32: 310: 76//Hs. 138488: AB014 30 
607 

R-PLACE1011465//ESTs//4. 5e-86: 471: 93//Hs. 144519: R7 
0887 

R-PLACE1011472//Homo sapiens mRNA for KIAA0712 pro 
tein, complete cds//2.6e-104:515:96//Hs.H1138:AB0 
18255 

R-PLACE101 1492//ESTs//l . 7e-96: 488: 95//Hs. 116555: AA 
639278 

R-PLACE1011503//Homo sapiens clone 23597 mRNA sequ 
ence//l . 0: 193: 60//Hs. 28197: AF035294 40 
R-PLACE101 1520//ESTs//6. 8e-99: 477: 97//Hs. 85077: AA9 
68576 

R-PLACE101 1 563//ESTs//l . 4e-94: 514: 92//Hs. 16471: AA2 
06421 

R-PUCE1011567//EST//2.8e-89:417: 100//Hs. 149770: AI 
285985 

R-PLACE1011576//Zinc finger protein 91 (HPF7. HTF1 
0)//4. 7e-55: 267: 81//Hs. 8597: L11672 
R-PLACE1011586//Myosin, heavy polypeptide 11, sboo 
th muscle//0. 98: 168: 61//Hs. 78344: AF001548 50 
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R-PLACE1011635//ESTs//2. 5e-67: 332: 98//Hs. 108194: AA 
780067 

R-PLACE1011641//ESTs//2. 5e-71: 338: 100//Hs. 153085: A 
A993965 

R-PLACE1011643//EST//1. 9e-18: 181: 78//Hs. 160879: AI 3 
61900 

R-PLACE1011649//Homo sapiens clone 24432 mRNA sequ 
ence//2. 5e-73: 414: 91//Hs. 78019: AF070535 
R-PLACE10U650//EST//5.8e-18: 118: 92//Hs. 124486: AA8 
46036 

R-PLACE1011664//Restin (Reed-Steinberg cell-expres 
sed intermediate filament- associated protein) //0. 5 
0: 178: 62//Hs. 31638: X64838 
R-PLACE1011675 

R-PLACE101 1682//ESTs//2. 4e-90: 465: 94//Hs. 57830: AI3 
12025 

R-PLACE1011719//Human Line-1 repeat mRNA with 2 op 
en readi ng f rames//8. 5e-57: 410: 83//Hs. 23094: M19503 
R- PLACE1 0 1 1 725//ESTS//2 . Oe-70: 340: 98//Hs. 161725: AA 
251392 

R-PLACE1011729//ESTs//7. 5e-19: 180: 79//Hs. 119516: AA 
443426 

R-PLACE1011749//Myelin oligodendrocyte glycoprotei 
n {alternative products}//7. 3e-40: 361: 77//Hs. 5321 
7: Z48051 

R-PLACE1011762//Human kpni repeat mrna (cdna clone 
pcd-kpni -8) , 3' end//3. Oe-60: 319: 76//Hs. 103948: K0 
0627 

R-PLACE101 1778//ESTs//8. 0e-70: 372: 94//Hs. 46765: AA5 
21080 

R-PLACE1011783//Calcium modulating ligand//8. 4e-4 
1: 279: 85//Hs. 13572: AF0681 79 
R-PLACE1011858//ESTs//2. 6e-69: 396: 91//Hs. 55220: Dll 
563 

R-PLACE1011874//Human mRNA for KIAA0033 gene, part 
i al cds//l . 2e-53: 439: 80//Hs. 22271 : D26067 
R-PLACE101 1875//ESTS//9. Oe-88: 420: 98//Hs. 70897: AA9 
87648 

R-PLACE1011891//ESTs//3. 9e-17: 97: 100//Hs. 84698: AA7 
25913 

R-PLACE1011896//ESTS//2. 8e-23: 176: 84//Hs. 121540: AI 
275497 

R-PIACE1011922//ESTs//6. 6e-35: 415: 73//Hs. 10972: AA1 
64268 

R-PLACE1011923//Homo sapiens serum- Inducible kinas 
e mRNA, complete cds//2.3e-99: 546: 92//Hs. 3838: AF05 
9617 

R-PUCE101 1962//ESTs//3. 3e-49: 294: 90//Hs. 106800: AI 
031969 

R-PLACE1011964//ESTs, Weakly similar to UNE-1 REV 
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ERSE TRANSCRIPTASE H0H0L0G [H.sapiens]//2.6e-06:28 
4: 63//Hs. 124102: AA701285 

R-PLACE101 1982//ESTs//2. 9e-51: 291: 93//Hs. 20792: R14 
890 

R-PLACE101 1995//ESTs//4. 5e-39: 304: 81//Hs. 138852: AA 
284247 

R-PLACE1012031//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds//8.0e- 106: 540: 95//Hs. 88756: AB018 
256 

R-PLACE2000003//ESTs//2. Oe-103: 488: 98//Hs. 8341: AA4 10 
90069 

R-PLACE2000007//ESTs//2. 4e- 1 10: 564: 95//Hs. 65135: W8 
9120 

R-PLACE2000011//Homo sapiens clone 614 unknown mRN 
A, complete sequence//4.8e-105: 524: 95//Hs. 21811: AF 
091080 

R-PLACE2000015//ESTs//7. le-111: 543: 96//Hs. 32178: AA 
083211 

R-PLACE2000017//EST//8. 2e-46: 404: 79//Hs. 133006: AIO 
49504 20 
R-PLACE2000021//EST//4. 5e-19: 221: 71//Hs. 150830: AI3 
02868 

R-PLACE2000033//Human melanoma antigen recognized 
byT-cells (MART-1) mRNA//l. 6e- 43: 355: 79//Hs. 15406 
9:006452 

R-PLACE2000034//ESTs//2. 2e-21: 314: 70//Hs. 107697: W2 
9013 

R-PLACE2000039//H. sapiens mRNA for translin associ 
ated protein X//2.9e-45: 514: 72//Hs. 96247: X95073 
R-PLACE2000047//Homo sapiens class-I MHC-restricte 30 
d T cell associated molecule (CRTAM) mRNA, couplet 
e cds//4. le-45: 358: 81//Hs. 159523: AF001622 
R-PLACE2000050//ESTs//4. 5e-65: 322: 98//Hs. 155820: N6 
7652 

R-PLACE2000061//Homo sapiens mRNA for KIAA0575 pro 
tein, complete cds//9. 2e-41: 429: 72//Hs. 153468: AB01 
1147 

R-PLACE2000062//Human mRNA for KIAA0392 gene, part 
i al cds//2. 0e-43: 296: 86//Hs. 40100: AB002390 
R-PLACE2000072//Homo sapiens ZNF202 alpha (ZNF202) 40 
mRNA, complete cds//6.2e-lll:550:95//Hs.9443:AF02 
7219 

R-PLACE2000097//Calcium modulating ligand//6.2e-4 
7:372:80//Hs. 13572: AF068179 
R-PLACE2000100//ESTs//8. 8e-42: 281: 86//Hs. 150727: AI 
292236 

R-PLACE2000103//ESTs//4. 7e-97: 518: 93//Hs. 1 18727: W2 
6941 

R-PLACE2000U1//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA, partial cds//0. 00043: 127: 71/ 50 
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/Hs. 42400: AF022789 

R-PLACE2000115//ESTs//7. 8e-93: 458: 96//Hs. 104520: AA 
481662 

R-PLACE2000132//ESTs//3. 8e-69: 409: 91//Hs. 98502: AA4 
33988 

R-PLACE2000136//ESTs//6. 2e-05: 274: 61//Hs. 114067: AA 
701558 

R-PLACE2000140//Homo sapiens mRNA for KIAA0562 pro 
tein, complete cds//4.7e-44: 302: 85//Hs. 118401: AB01 
1134 

R-PLACE2000164//ESTs//6. 3e-106: 506: 98//Hs. 16390: AI 
052357 

R-PLACE2000170//Small inducible cytokine A5 (RANTE 
S)//3. 7e-42:326: 79//Hs. 155464: AF0882 19 
R-PLACE2000172//ESTs//9. 6e-43: 232: 94//Hs. 6709: AI 37 
9778 

R.PLACE2000176//EST//1. 6e-24: 154: 91//Hs. 157734: AI3 
60292 

R-PLACE2000187//Human mRNA for RIAA0033 gene, part 
i al cds//2. Oe-49: 292: 90//Hs. 22271 : D26067 
R-PLACE2000216//ESTs//0. 0041: 166: 64//Hs. 159476: AI 3 
82378 

R-PLACE2000223//ESTs//0. 49: 171: 60//Hs. 86154: AA2071 
91 

R-PLACE2000235//ESTs//2. 9e-39: 264: 85//Hs. 136839: H9 
3717 

R-PUCE2000246//NAD(P)H:menadione oxidoreductase// 
4. Oe-44: 331: 82//Hs. 80706: M81600 
R-PLACE2000264//Human mRNA for KIAA0365 gene, part 
ial cds//4. Oe-38: 311: 81//fls. 84123: AB002363 
R-PLACE2000274//ESTs, Weakly similar to dynein-rel 
ated protein [H.sapiens]//1.9e-87: 422: 98//Hs. 9740: 
AI 004779 

R-PLACE2000302//ESTs, Highly similar to THRE0NYL- 
TRNA SYNTHETASE, OT0PLASMIC [Homo sapiens] //4.8e- 
68: 380: 92//Hs. 107365: AA720664 
R-PLACE2000305//ESTS//2. 6e-43: 413: 75//Hs. 1 18732: AI 
344055 

R-PLACE2000317//ESTs//2. 8e-92: 501: 92//Hs. 28432: R83 
380 

R-PLACE2000335//ESTs//4. 3e-32: 300: 77//Hs. 163035: AA 
748058 

R-PLACE2000342//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA, partial cds//0. 00071: 117: 73/ 
/Hs. 42400: AF022789 

R-PLACE2000347//ESTs//1.6e-30: 214:86//Hs. 135272: AI 
347618 

R-PLACE2000359//Zinc finger protein 139 (clone pHZ 
-37) //5. 5e-42: 288: 86//Hs. 140090: U09848 
R-PLACE2000366//Thnjmboxane A2 receptor//6.7e-53:3 
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92: 82//Hs. 89887: D38081R-PLACE2000371//ESTs//3. 6e-8 
1:409:97//Hs. 155138: AA1 58731 
R-PLACE2000373//Homo sapiens mRNA for KIAA0734 pro 
tein, partial cds//0. 89: 186: 62//Hs. 101516: AB018277 
R-PUCE2000379//ESTs//3. 4e- 10: 228: 64//Hs. 57842: W63 
781 

R-PLACE2000394//ESTs//6. 7e-41: 462: 74//Hs. 107657: AA 
126814 

R-PLACE2000398//ESTs//4. 2e-33: 373: 74//Hs. 155184: AA 
573189 10 
R-PLACE2000399 

R-PLACE2000404//ESTs, Highly similar to LEUCYL-TR 
NA SYNTHETASE, CYTOPLASMIC [Saccharomyces cerevisi 
ae] //4. 2e- 109: 540: 96//Hs. 6762: AA088424 
R-PLACE2000411//ESTs//L6e-89: 459: 95//Hs. 117589:N2 
5941 

R-PLACE2000419//ESTs, Weakly similar to F25H9.6 
[C. elegans] //l . 6e-97: 436: 95//Hs. 24647: W19739 
R-PLACE2000425//Homo sapiens DEC-205 mRNA, complet 
e cds//2. 2e-44: 287: 88//Hs. 153563: AF01 1333 20 
R-PLACE2000427//ESTs, Weakly similar to coded for 
by C. elegans cDNA CEESI42F [C.elegans]//3.0e-113: 
543: 97//Hs. 16933: AA976002 

R-PLACE2000433//ESTs//l . 8e-46: 31 1 : 85//Hs. 145032: AA 
343523 

R-PUCE2000435//ESTs//2. 9e-33: 243: 87//Hs. 90964: AA3 
93986 

R-PLACE2000438//ESTs//2. 8e-09: 66: 96//Hs. 59548: AI 27 
9887 

R-PLACE2000450//Human mRNA for KIAA0392 gene, part 30 

i al cds//3. 3e-39: 394: 74//Hs. 40100: AB002390 

R- PLACE2000455//ESTs//l . 2e-62: 30 1 : 99//Hs. 1 5 1 708: AA 

554714 

R-PLACE2000458//ESTs//6. 8e-92: 473: 96//Hs. 1 15897: AA 
156638 

R-PLACE2000465//ESTs//l. 3e-45: 435: 76//Hs. 141635: N7 
9228 

R-PLACE2000477//ESTs//2. 6e- 100: 536: 94//Hs. 77822: AA 
532642 

R-PLACE3000004//ESTs//9. le- 1 14: 558: 97//Hs. 13035: AA 40 
151838 

R-PLACE3000029//Homo sapiens mRNA for KIAA0575 pro 
tein. complete cds//6. 3e-64: 350: 86//Hs. 153468: AB01 
1147 

R-PLACE3000059//EST//0.028: 175:61//Hs. 159873: R9276 
3 

R-PLACE3000070//ESTs//3. 8e- 16: 200: 74//Hs. 138771 : N7 
0979 

R-PLACE3000103//ISLET AMYLOID POLYPEPTIDE PRECURS0 
R//3. 7e-48: 468: 75//Hs. 51048: X68830 50 
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R-PLACE3000119//ESTs//l. 2e-45: 330: 83//Hs. 35254: AI 1 
33727 

R-PLACE3000124//EST//3. le-75: 391: 96//Hs. 161515: N71 
739 

R-PlACE3000136//ESTs//8. 3e- 18: 152: 84//Hs. 10043: D81 
792 

R-PLACE3000142//ESTs//0. 047: 183: 62//Hs. 43102: AA131 
369 

R-PLACE3000147//ESTs//6. 6e-53: 310: 90//Hs. 8230: W071 
42 

R-PLACE3000148//EST//1.9e-16: 184: 76//Hs. 146570: AI 1 
39815 

R-PLACE3000155//ESTs//l. 2e-19: 192: 79//Hs. 131350: AA 
805223 

R-PLACE3000156//ESTs, Highly similar to ENV POLYP 
R0TEIN [Avian spleen necrosis virus]//4.8e-36:262: 
88//Hs. 31532: H18272 
R-PUCE3000157 

R-PLACE3000158//Small inducible cytokine A5 (RANTE 
S)//8. 2e-39: 296: 81//Hs. 155464: AF088219 
R-PLACE3000160 

R-PUCE3000169//ESTs//l. 5e-64: 329: 97//Hs. 129864: R2 
0798 

R-PLACE3000194 

R-PLACE3000197//ESTs//l. 4e-38: 197: 98//Hs. 146341: AI 
269930 

R-PLACE3000199//ESTs, Highly similar to AP0UP0PR 
0TEIN E PRECURSOR [Susscrofa]//0.018: 261:61//Hs. 13 
1370:AA927516 

R-PLACE3000207//EST//1. 3e-15: 154: 78//Hs. 136617: AA6 
30476 

R-PLACE3000208//ESTs//L6e-18: 151:82//Hs. 155498:W2 
7084 

R-PLACE3000218//ESTs//l. 8e-85: 463: 93//Hs. 7849: AI 12 
9964 

R-PUCE3000220//ESTs//6. 4e-44: 308: 84//Hs. 136839: H9 
3717 

R-PLACE3000226//ESTs//l. 3e-49: 269: 95//Hs. 9059: AI 35 
9014 

R-P1ACE3000230//EST//2. 3e-34: 258: 83//Hs. 4382: T0287 
8 

R-PLACE3000242//Human trophinin mRNA, complete cds 
//I. le-63: 546: 78//Hs. 76313: U04811 
R-PLACE3000244//ESTS, Highly similar to NEGATIVE 
REGULATOR OF MITOSIS [Eaericella nidulans]//7. 5e-l 
10: 549: 95//Hs. 13692: AA632002 
R-PLACE3000254//Human mRNA for RIAA0309 gene, part 
ial cds//2. 4e-29: 174: 94//Hs. 87908: AB002307 
R-PLACE3000271//Human macrophage-derived chemokine 
precursor (MDC) mRNA.ccaiplete cds//2.3e-62:287:82 
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//Hs. 97203: U83171 

R-PUCE3000276//ESTs//7. 5e-07: 187: 64//Hs. 80720: AAO 
31782 

R-PLACE3000304//Human 53K isoform of Type II phosp 
hatidylinositol-4-phosphate 5-klnase (PIPK) mRNA, 
complete cds//4. Oe-59: 456: 80//Bs. 108966: U48696 
R-PLACE3000310//ISLFT AMYLOID POLYPEPTIDE PRECURSO 
R//6. Oe-45: 302: 86//Hs. 51048: X68830 
R-PLACE3000320//Interleukln 10//9. 6e-42: 288: 85//H 
s.2180:M57627 10 
R-PLACE3000322//ESTs, Highly similar to ARGININOS 
UCCINATE LYASE [Homo sapiens]//5.8e-34: 190:95//Hs. 
114531: N74103 

R-PLACE3000331//Homo sapiens mRNA for KIAA0772 pro 
tein, complete cds//3.7e-32: 239: 84//Hs. 15519: AB018 
315 

R-PLACE3000339//ESTs//l . 3e- 109: 548: 96//Hs. 7871 : AI 0 
41837 

R-PLACE3000341//EST//1. le-ll:231:68//Hs. 131328: AA9 
22688 20 
R-PLACE3000350//Human mRNa for adipogenesis inhibi 
tory factor//8. Oe-40: 291: 76//Hs. 1721:X58377 
R-PLACE3000352//EST//1. 8e-72: 343: 100//Hs. 144871: AI 
202380 

R-PLACE3000353//ESTs//2. Oe-75: 395: 95//Hs. 107260: W5 
2683 

R-PLACE3000362//EST//2. 8e-80: 381: 99//Hs. 136233: AA2 
61888 

R-PLACE3000363 

R-PLACE3000365//EST//4. 8e-50: 307: 88//Hs. 149580: AI 2 30 
81881 

R-PLACE3000373//ESTs//5. 8e-60: 422: 83//Hs. 142826: W8 
7430 

R-PLACE3000388//ESTs, Moderately similar to !!!! A 
LD SUBFAMILY J WARNINGENTRY !!!! [H. sapiens] //l.Oe 
-35: 427: 73//Hs. 138795: R98534 
R-PLACE3000399//ESTs//6. 5e-05: 162: 66//Hs. 149440: AI 
274570 

R-PUCE3000400//ESTs//8. 3e-05: 310: 63//Hs. 17697: AA2 
87528 40 
R-PLACE3000401//ESTs//4. 6e-60: 326: 80//Hs. 139555: N4 
8230 

R-PLACE3000402//Homo sapiens clone 24629 mRNA sequ 
ence//0. 50: 227: 62//Hs. 142570: AF052160 
R-PLACE3000405//Human HsLIM15 mRNA for HsLimlS, co 
mplete cds//5. 3e-43: 315: 82//Hs. 37181: D64108 
R-PLACE3000406//Human high-affinity copper uptake 
protein (hCTRl) mRNA. complete cds//4.4e-47:302:87/ 
/Hs. 73614: U83460 

R-PLACE3000413//ESTs//l . 6e- 1 16: 571 : 97//Hs. 10235: H9 50 
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R-PLACE3000416//Small inducible cytokine A5 (RANTE 
S)//l. 8e-41: 300: 85//Hs. 155464: AF088219 
R-PLACE3000425//Homo sapiens 4F5S mRNA, complete c 
ds//l. 6e-46: 307: 85//Hs. 32567: AF073519 
R-PLACE3000455//ESTs//l. 0: 160: 64//Hs. 156045: AA8844 
61 

R-PLACE3000475//Human signal transducing adaptor m 
olecule STAM mRNA, complete cds//6. le-84:440:92//H 
s. 153487: U43899 

R-PLACE3000477//ESTs//2. 4e- 113: 568: 96//Hs. 24557: AA 
142980 

R-PUCE4000009//ESTs//l. 5e-72: 361: 96//Hs. 10119: AA7 
00227 

R-PLACE4000014//Hamo sapiens mRNA for KIAA0809 pro 
tein, partial cds//8. 8e-85: 433: 95//Hs. 105399: AB018 
352 

R-PLACE4000034//ESTs//7. Oe- 110: 550: 96//Hs. 76607: AA 
156240 

R-PIACE4000049//EST//0. 028: 87: 75//Hs. 89303: AA28403 
1 

R-PLACE4000052//ESTs//5.6e-116:553:98//Hs. 19067: AA 
521292 

R-PIACE4000063//ESTs//5. Oe-80: 388: 98//Hs. 135028: AI 
096444 

R-PLACE4000089//ESTs//2. 3e-97: 479: 97//Hs. 102425: AA 
807547 

R-PLACE4000093//ESTs//l. 5e-82: 391: 99//Hs. 160730: AI 
142739 

R-PLACE4000100 

R-PLACE4000106//Homo sapiens mRNA for KIAA0462 pro 
tei n, parti al cds//2. 7e-98: 419: 91//Hs. 129937: AB007 
931 

R-PLACE4000128//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY J WARNINGENTRY !!!! [H.sapiens]//3.8e 
-11: 184: 71//Hs. 154278: N45985 
R-PLACE4000129//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0500//5. 2e-21: 118: 100//Hs. 11 
8164:AB007969 

R-PLACE4000147//EST//1. 6e-23: 175: 79//Hs. 162236: AA5 
51582 

R-PLACE4000156//Homo sapiens mRNA for RIAA0575 pro 
tei n, compl ete cds//3. Oe-47: 306: 88//Hs. 153468: AB01 
1147 

R-PLACE4000192//ESTs, Weakly similar to similar to 
Human zinc finger protein(ZNF142) [H. sapiens] //6. 
7e-31: 232: 82//Hs. 16493: T92186 
R-PLACE4000222//ESTs//2. 2e-53: 195: 85//Hs. 141575: AA 
211734 

R-PIACE4000233//ESTs//2. 9e-81: 456: 93//Hs. 124964: R8 
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R-PLACE4000247//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//5. 5e-72: 307: 85//Hs. 113283: AF018080 
R-PLACE4000250//Small inducible cytokine A5 (RANTE 
S)//7. le-43: 301: 83//Hs. 155464: AF088219 
R-PLACE4000252//EST//1 . 6e-40: 275: 85//Hs. 162197: AA5 
35216 

R-PLACE4000261//EST//0. 0063: 384: 58//Hs. 136284: AA40 
0442 

R-PLACE4000269//ESTs//7. 3e-67: 345: 97//Hs. 5000: R445 10 
86 

R-PLACE4000270//Homo sapiens apoptotic protease ac 
tivating factor 1 (Apaf-1) mRNA, complete cds//2.1 
e-37: 352: 77//Hs. 77579: AF013263 
R-PLACE4000300//EST//0. 26: 103: 68//Hs. 144438: AA7807 
82 

R-PLACE4000320//EST//2. 7e-44: 298: 85//Hs. 162404: AA5 
73131 

R-PLACE4000323//ESTs//8. 8e-38: 178: 79//Hs. 155475: AA 
761454 20 
R-PLACE4000326//ESTs//7. 4e-103: 516: 96//Hs. 55042: AA 
150460 

R-PLACE4000344//ESTs//9. 9e-94: 463: 96//Hs. 100057: AA 
001414 

R-PLACE4000367//ESTs//0. 81: 102: 73//Hs. 107692: H3847 
8 

R-PLACE4000369//ESTs//l. 5e-69: 390: 92//Hs. 13733: AA4 
18656 

R-PLACE4000379//ESTs//l . 3e-67: 373: 91//Hs. 48569: AA9 
05425 30 
R-PLACE4000387//EST, Moderately similar to !!!! AL 
U SUBFAMILY SQ WARNINGENTRY !!!! [H.sapiens]//1.9e 
-44: 379: 78//Hs. 152369: AA504818 
R-PLACE4000392//ESTs, Weakly similar to line-1 pro 
tein 0RF1 [H. sapiens] //2. 3e- 70: 482: 83//Hs. 140416: A 
A778649 

R-PUCE4000401//ESTs//L 3e-18: 151: 84//Hs. 150355: AI 
273502 

R-PLACE4000411//ESTs//l. le-108: 543: 96//Hs. 23901: AA 
169780 40 
R-PLACE4000445//ESTs, Weakly similar to C05D9.6 ge 
ne product [C. el egans] 111, 6e- 1 1 1: 530: 98//Hs. 12003: 
AA643063 

R-PLACE4000465//Cytochrome P450, subfamily I (arom 
atic compound- inducible), polypeptide 2//8.5e-58:4 
09:72//Hs.l361:M55053 

R-PLACE4000489//ESTs//5. Oe-70: 342: 98//Hs. 72865: AI3 
80932 

R-PLACE4000494//ESTs//l . 4e- 109: 525: 98//Hs. 22539: AI 
334210 50 
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R-PLACE4000522//ESTs//6. 3e-88: 471 : 93//Hs. 8121 : AA52 
1290 

R-PLACE4000548//ESTs//3. 3e-86: 441: 96//fls. 5070: AA14 
9527 

R-PLACE4000558//Human putative monocarboxylate tra 
nsporter (MCT) mRNA, complete cds//5.7e-46:425:76/ 
/Hs. 23590: U59185 

R-THYR01000026//ESTs//2. 6e-42: 331: 82//Hs. 137875: AA 
993532 

R-THYR01000034//ESTs//2. le-43: 214: 100//Hs. 153018: A 
1243524 

R-THYR01000035//ESTs//7. 6e-52: 325: 90//Hs. 49817: AA0 
01249 

R-THYR01000040//ESTs//l. 7e-94: 459: 98//Hs. 48712: AI0 
27889 

R-THYR01000070//ESTs//6. 7e-43: 283: 86//Hs. 37573: H59 
651 

R-THYR01000072//ESTs//l. 3e-57: 313: 96//Hs. 127827: HI 
3438 

R-THYR01000085//ESTs//l. le-90: 439: 98//Hs. 150539: AA 
908435 

R-THYR01000092//Human mRNA for KIAA0355 gene, comp 
lete cds//1.3e-41:344:79//Hs. 153014: AB002353 
R-THYR01000107//Interleukin 10//2. 8e-43: 292: 84//H 
s.2180:M57627 

R-THYR01000111//ESTs, Highly similar to LINE-1 RE 
VERSE TRANSCRIPTASE H0M0L0G [Homo sapiens]//1.0e-5 
2: 413: 80//Hs. 140385: AA773359 
R-THYR01000121//EST//0. 24: 78: 74//Hs. 156632: AI 34510 
8 

R-THYR01000124//ESTs//2. 8e-86: 428: 96//Hs. 141634: AI 
122764 

R-THYR01000129//Homo sapiens TED protein (TED) mRN 
A, complete cds//6. 8e-90: 449: 96//Hs. 87619: AF087142 
R-THYR01000132//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H. sapiens] 115. 
2e-49: 486: 77//Hs. 24164: N95217 
R-THYR01000156//ESTs//6. le-36: 344: 75//Hs. 70279: AA7 
57426 

R-THYR01000163//Homo sapiens LIM protein mRNA, com 
plete cds//4. 8e-38: 278: 84//Hs. 154103: AF061258 
R-THYR01000173//ESTs, Highly similar to CLATHRIN 
COAT ASSEMBLY PR0TEINAP47 [Mus musculus]//l. le-11 
1:554:96//Hs. 18894: AA91 0946 

R-THYR0I000186//ESTs//l . 0e-44: 339: 83//Hs. 155184: AA 
573189 

R-THYR01000187//Small inducible cytokine A5 (RANTE 
S)//l. le-41:305:81//Hs. 155464: AF088219 
R-THYR01000190//Small inducible cytokine A5 (RANTE 
S)//2. 3e-44: 301: 85//Hs. 155464: AF088219 
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R-THYR01000197//Homo sapiens mRNA for poly (A) -spec 
ific rl bonucl ease//3. 6e- 110: 535: 97//Hs. 43445: AJ005 
698 

R-THYR01000199//Homo sapiens mRNA for KIAA0652 pro 
tein, complete cds//4.3e-115: 559: 97//Hs. 79672: AB01 
4552 

R-THYR01000206//ESTs//3. le-90: 507: 90//Hs. 32456: W29 
063 

R-THYR01000221//ESTs, Weakly similar .to !!!! ALU S 
UBFAMILY J WARNING ENTRY ! ! ! ! [H. sapiens]//l. le-7 10 
2: 357: 98//Hs. 140002: AA635349 
R-THYR01000241//flomo sapiens mRNA for KIAA0688 pro 
tein, complete cds//7. 8e-69: 524: 82//Hs. 141874: AB01 
4588 

R-THYR01000242//ESTs//4. 2e-27: 222: 85//Hs. 77554: W87 
927 

R-THYR01000253//Sialophorin (gpL115, leukosialin, 
CD43) 111. 3e-40: 318: 80//Hs. 80738: X52075 
R-TBYR01000270//ESTs//l. 9e-99: 531: 94//Hs. 17767: N62 
925 20 
R-THYR01000279//EST//2. 7e-54: 266: 99//Hs. 149527: AI2 
80674 

R-THYR01000288//Homo sapiens mRNA for Hs Ste24p, c 
omplete cds//3. 5e- 100: 566: 91//Hs. 25846: AB016068 
R-THYR01000320//POLYPOSIS LOCUS PROTEIN 1//1.0: 32 
1:58//Hs. 74648: M73547 

R-THYR01000327//Autocrine motility factor receptor 
//9. 2e-54: 289: 93//Hs. 80731 : M63175 
R-THYR01000343//Homo sapiens mRNA for RIAA0790 pro 
tein, partial cds//3. 4e- 113: 559: 96//Hs. 12002: AB018 30 
333 

R-THYR01000358//Human selenium- binding protein (hS 
BP) mRNA, complete cds//1.5e-48: 317: 87//Hs. 7833: U2 
9091 

R-THYR01000368//ESTs//4. 7e-88: 430: 98//Hs. 146085: AA 
021064 

R-nnnnnnnnnnnn//ESTs//l. 0: 253: 57//Hs. 128783: AA4362 
50 

R-THYR01000387//Homo sapiens ubiquitin conjugating 
enzyme G2 (UBE2G2) mRNA, complete cds//4.6e-69:29 40 
4: 84//Hs. 151614: AF032456 

R-THYR01000394//Thromboxane A2 receptor//4. le-40:2 
32: 87//Hs. 89887: D38081 

R-THYR01000395//ESTs//3. 3e-20: 160: 83//Hs. 101570: AA 
505429 

R-THYR01000401//ESTs//l. 3e- 109: 516: 99//Hs. 78524: AI 
140601 

R-THYR01000438//ESTs//2. le-48: 360: 83//Hs. 141203: H5 
2638 

R-THYR01000452//ESTS, Weakly similar to No definit 50 
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ion line found tC.elegans]//8.5e-40:239:90//Hs.840 
09: AI 309761 

R-THYR01000471//ESTs//3. 3e-36: 302: 80//Hs. 70279: AA7 
57426 

R-THYR01000484//Homo sapiens mRNA for RIAA0737 pro 
tein, complete cds//2.2e-49: 479: 75//Hs. 17630: AB018 
280 

R-THYR01000488//Homa sapiens mRNA for HRIHFB2038, 
partial cds//4. le-89: 471: 94//Hs. 28719: AB015333 
R-THYR01000501//ESTs//l. 5e-46: 287: 89//Hs. 125300: R6 
2360 

R-THYR01000502//ESTs//l . 7e-08: 63: 96//Hs. 1 16319: AI 2 
08005 

R-THYR01000505//ESTs, Weakly similar to KIAA0281 
[H. sapiens]//3. 9e-57: 286: 96//Hs. 105861: AI 206965 
R-THYR01000558//ESTs//l. 7e-95: 454: 99//Hs. 125063: AA 
648511 

R-THYR01000569//ESTs//3. 2e-89: 463: 94//Hs. 20555: W22 
193 

R-THYR01000570//ESTs//2. 8e-97: 471 : 97//Hs. 8245: AA1 1 
5485 

R-nimnniuinnnnn//Homo sapiens protein associated wi 
th Hyc mRNA, completecds//2. 6e- 108: 533: 97//Hs. 1514 
11: AF075587 

R-TBYR01000596//ESTs//3. le-99: 527: 94//Hs. 6084: AA04 
5247 

R-THYR01000602//EST//6. 9e-50: 381: 83//Hs. 161917: AA4 
83223 

R-TBYR01000605//ESTs, Weakly similar to monocytic 
leukaemia zinc fingerprotein [H.sapiens]//1.2e-96: 
483: 96//Hs. 21907: N24415 

R-THYR01000625//ESTs//5. 6e-36: 257: 84//Bs. 139657: AA 
191742 

R-THYR01000637 

R-THYR01000641//ESTs, Weakly similar to ERYTHR0CYT 
E BAND 7 INTEGRAL MEMBRANE PROTEIN [H.sapiens]//4. 
9e-46: 245: 95//Hs. 97398: AA398634 
R-THYR01000658//ESTs//5. 8e-48: 281 : 90//Hs. 142259: AA 
828840 

R-niumnnnnnnnn//ESTs//l . 5e-82: 389: 99//fls. 155573: AA 
487384 

R-THYR01000666//ESTs//l. 4e-26: 179: 88//Hs. 98382: AA7 
79866 

R-THYR01000676//EST//6. 4e-05: 88: 11 //Vs. 133424: AI 06 
1063 

R-THYR01000684//ESTs//l. 9e-69: 374: 94//Hs. 144617: R7 
7109 

R-THYR01000699//ESTs//l . 7e-58: 394: 86//Hs. 26373: AA7 
00713 

R-THYR01000712 
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R-THYR01000734//EST//2. Oe-06: 95: 73//Hs. 156201 : AA72 
4287 

R-THYR01000748//EST//4. le-12: 155: 74//Hs. 118694: AA1 
48713 

R-THYR01000756//ESTs, Weakly similar to CMP-N-ACET 
YLNEURAMI NATE- BETA- GALACTOSAMI DE- ALPHA- 2 , 3-SIALYLT 
RANSFERASE [H. sapi ens] //8. le-82: 497: 87//Hs. 109672: 
W22624 

R-THYR01000777 

R-THYR01000783//EST//5.6e-100:470:99//Hs. 123515: AA 10 
812932 

R-THYR01000787//EST//8. Oe-34: 175: 99//Hs. 99607: AA46 
3897 

R-THYR01000793//ESTs//2. 2e-106: 505: 99//Hs. 50929: AA 
443144 

R-THYR01000796//ESTs//4. 3e-44: 445: 75//Hs. 55855: AA6 
21381 

R-THYR01000805//EST//2. 6e-32: 407: 67//Hs. 123424: AA8 
13594 

R-THYR01000815//Human mRNA for KIAA0033 gene, part 20 
i al cds//2. 0e-56: 307: 87//fls. 22271 : D26067 
R-THYR01000829 

R-THYR01000843//Interleukin 10//1. le-44: 285: 87//H 
2180:157627 

R-THYR01000852//EST//2. 3e-20: 157: 85//Hs. 149580: AI 2 
81881 

R-THYR01000855//ESTs//2. 6e-44: 359: 81//Hs. 140329: AA 
714011 

R-TBYR01000865//Protein kinase, interferon- inducib 
1 e doubl e stranded RNAdependent//2 . 8e- 44 : 374 : 79//H 30 
s. 73821 :H35663 

R-THYR01000895//ESTs//l. Oe-32: 196: 85//Bs. 138630: H9 
7871 

R-THYR01000916//ESTs//4. 6e-99: 492: 96//Hs. 152442: AA 
528234 

R-THYR01000926//Homo sapiens cAMP-specific phospho 
di esterase 8B (PDE8B)mRNA t partial cds//3.1e-110:5 
66: 94//Hs. 78106: AF079529 

R-THYR01000934//ESTs//7. 4e- 102: 535: 95//Es. 58194: W7 
2182 40 
R-THYR01000951//ESTs//4. 2e- 1 1 : 91 : 89//Hs. 6278: T1585 
9 

R-THYR01000952//ESTs//3. 9e-93: 489: 94//Hs. 48928: AA2 
11761 

R-THYR01000974//Homo sapiens ribosomal protein L33 
-like protein mRNA, complete cds//l. le-60: 321:95// 
Hs. 14454: AF047440 

R-THYR01000975//EST//9. 8e-49: 303: 89//Hs. 149580: AI 2 
81881 

R-THYR01000983//ESTs, Highly similar to 0BIQUITIN 50 
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-CONJUGATING ENZYME E2-17 KD 11 [Arabidopsis thali 
ana)//l. 6e-90: 474: 93//Hs. 106616: AI 027524 
R-THYR01000984//ESTs//5. 9e-97: 481 : 96//Hs. 142457: AI 
202777 

R-THYR01000988//EST//3. 5e-42: 241: 83//Hs. 162404: AA5 
73131 

R-THYR01001003//ESTs, Weakly similar to ubiquitin- 
conjugating enzyme [H. sapiens] //3.0e-57: 341 :91//H 
s. 44049: AA521489 

R-THYR01001031//ESTs//5. 5e-47: 322: 85//Hs. 136839: H9 
3717 

R-THYR01001033//ESTs//5. 7e-89: 427: 98//Hs. 71508: AA8 
09070 

R-THYR01001062//EST//1. 5e-46: 291: 89//Hs. 161917: AA4 
83223 

R-THYR01001093//ESTs//2. 7e-80: 468: 90//Hs. 124601 : AA 
203497 

R-THYR01001100 

R-THYR01001120//ESTs, Moderately similar to fracti 
onated X- irradiation- induced 29 thymoma [M.musculu 
s] //6. 6e-86: 491: 89//Hs. 89135: AI 138834 
R-THYR01001121//Homo sapiens mRNA for beta-tubulin 
folding cofactor D//2. 6e-82: 429: 94//Hs. 12570: AJ00 
6417 

R-THYR01001133//ESTs//2. 9e-39: 242: 90//Hs. 152340: AA 
521399 

R-THYR01001134//ESTs//l. 8e-102: 521: 95//Hs. 108408: N 
31922 

R-THYR0100U42//ESTs//0. 26: 84: 69//Hs. 153434: AI 2878 
53 

R-THYR01001173//Human mRNA for KIAA0238 gene, part 
i al cds//0. 0012: 305: 62//Hs. 82042: D87075 
R-THYR01001177 

R-THYR0100U89//H. sapiens Fll mRNA//1.5e-59:260:83 
//Hs. 159639: X77744 

R-THYR01001204//ESTs, Weakly similar to TH1 protei 
n [D.melanogaster]//l. 0e-75: 431: 91//Hs. 5184: AA7091 
51 

R-THYR01001213//ESTs//l. 3e-75: 409: 92//Hs. 140213: AA 
828932 

R-THYR01001262//Human kpni repeat mrna (cdna clone 
pcd-kpni-4), 3' end//l. 3e-48: 349: 83//Hs. 139107: K0 
0629 

R-THYR01001271//PUTATIVE PROTEIN PHOSPHATASE 2C// 
1.0: 128: 64//Hs. 118728:013640 
R-THYR01001290//ESTs//2. le-89:424:99//Hs. 1 18152: AA 
702561 

R-THYR01001313//ESTs//3. 5e-17: 139: 87//Hs. 15827: H16 
269 

R-THYR01001320//ESTs//l. 4e-61: 403: 79//Hs. 139555: N4 
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8230 

R-THYR01001321//Hypoxanthlne phosphor! bosyltransfe 
rase 1 (Lesch- Nyhan syndrome)//8.5e-05:326:60//Hs. 
82314: M31642 

R-nnnnnnnnnnnn//ESTs//0. 16: 422: 59//Hs. 23876: AA0829 
35 

R-TEYR01001347//ESTs, Weakly similar to C35A5.8 
[C. el egans] III . le- 106: 562: 94//Hs. 15032: AA774250 
R-THYR01001363//ESTs//l. 4e-99: 508: 95//fls. 5028: D510 
33 10 
R-THYR01001365 
R-THYR01001374 

R-THYR01001401//Human HsLIM15 mRNA for HsLiml5, co 
mplete cds//2. 5e-48: 467: 75//Hs. 37181: D64108 
R-THYR01001403//Interleukln 10//2. le-46: 305: 85//H 
s. 2180:1157627 

R-THYR01001405//ESTs//4. 8e-25: 197: 84//Hs. 6907: W727 
33 

R-THYR01001406//EST//0.0023: 117:66//Hs. 162931 :AA63 
3197 20 
R-THYR01001411//ESTs//6. le-77: 421: 93//Bs. 22973: R40 
979 

R-THYR01001426//Hqido sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0508//9. le-49: 305: 86//Hs. 159 
187:AB007977 

R-THYR01001434//ESTs//0.40: 161:61//Hs. 161993: AA503 
172 

R-THYR01001458//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY !!!! [H. sapiens] //l. 
7e-05: 159: 66//Hs. 104239: AA488082 30 
R-THYR01001480//Small inducible cytokine A5 (RANTE 
S)//l. 3e-40: 331: 79//Hs. 155464: AF0882 19 
R-THYR01001487//Homo sapiens mRNA for KIAA0563 pro 
tein, complete cds//2. le-17: 134: 76//Hs. 15731: AB011 
135 

R-THYR01001534//ESTs//4. 6e-96: 447: 100//Hs. 135204: A 
1093110 

R-THYR01001537//ESTs, Weakly similar to !!!! ALU S 
UBFAMILY J WARNING ENTRY !!!! [H.sapiens]//5.0e-3 
3: 304: 80//Hs. 108740: W20094 40 
R-THYR01001541//Human peptide transporter (HPEPT1) 
mRNA, complete cds//9.0e-49: 427: 76//Hs, 2217: U2193 

6 

R-THYR01001559//ESTs//0. 99: 210: 62//Hs. 33619: AA0215 
94 

R-THYR01001570//ESTs//4. 9e-48: 287: 91//Hs. 27131: AA4 
42413 

R-THYR01001573//ESTs//2. le-87: 446: 95//Hs. 143669: AA 
621958 

R-THYR01001584//ESTs//l. 5e-64: 354: 95//Bs. 146222: AA 50 
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397741 

R-THYR01001595//ESTs//5. 7e-39: 366: 78//Hs. 22562: R54 
247 

R-THYR01001602//Insulin-like growth factor 1 (soma 
tomedi a C) //7. 4e- 12: 288: 67//Hs. 851 12: X57025 
R-THYR01001605//Human GS2 mRNA, complete cds//6.9e 
-49: 359: 83//Hs. 264: U03886 

R-THYR01001617//Homo sapiens peroxisomal acyl-CoA: 
dihydroxyacetonephosphate acyl transferase (DHAPAT) 
mRNA, complete cds//l. 3e-82: 434: 93//Hs. 12482: AJ00 
2190 

R-THYR01001637//Homo sapiens KIAA0414 mRNA, partia 
1 cds//7. le-58: 331: 83//Hs. 127649: AB007874 
R-THYR01001656//ESTs//3. 8e- 19: 209: 75//Hs. 92186: AI 0 
80282 

R-THYR01001661//ESTs//l . 4e-56: 323: 91//Hs. 24984: AA5 
34446 

R-THYR01001671//Homo sapiens mRNA for t -5' oligoa 
denylate synthetase 59kDa isoform//1.6e-lll:562:95 
//Hs.l 18633: AJ225089 

R-THYR01001673//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488//1.0e-17:246:73//Hs.676 
19: AB007957 

R-THYR01001703//ESTs//l. le-39: 142: 97//Hs. 110748: AI 
341726 

R-THYR01001706//ESTs//2. 2e-42: 214: 99//Hs. 1 12536: AI 
147691 

R-THYR01001721 ' 
R-nminnnnnnnnn//ESTs, Weakly similar to ZK1128.6 
[C. elegans]//!. 7e-10: 147: 77//Hs. 158196: R53184 
R-THYR01001745//ELK1, member of ETS oncogene famil 
y//l. 8e- 12: 282: 65//Hs. 116549: AL009172 
R-THYR01001746//EST//0. 0073: 226: 61//Hs. 146544: AI 12 
5323 

R-THYR01001772//ESTs//8. 2e- 100: 495: 97//Hs. 144993: A 
A243474 

R-THYR01001793//ESTS//2. 5e-89: 430: 97//Hs. 58127: AA5 
34224 

R-THYR01001809//ESTs//l. Oe-41: 327: 80//Hs. 146811: AA 
410788 

R-THYR01001854//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript RIAA0487//5.7e-38:242:83//Hs.923 
81:AB007956 

R-THYR01001895//ESTs//l. 7e-08: 213: 64//Hs. 156056: AI 
352123 

R-TBYR01001907//ESTs. Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY ! ! ! ! [H. sapiens]//3. 
7e-41: 362: 79//Hs. 139007: H74314 
R-VESEN1000122 . 

R-Y79AA1000013//ESTs//0. 99: 233: 57//Hs. 132216: AA923 
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289 

R-Y79AA1000033//EST//1. 9e-62: 324: 95//Hs. 157692: AI3 
59321 

R- Y79AA1000037//ESTs//6. le-47: 234: 98//Hs. 30773: AA5 
57178 

R-Y79AA1000059//Homo sapiens mRNA for KIAA0640 pro 
tein, partial cds//2.8e-51: 330: 89//Hs. 153026: AB014 
540 

R-Y79AA1000065//ESTs//2. 0e-91: 497: 94//Hs. 37759: H59 
629 10 
R-Y79AA1000131//EST//2. 3e-16: 184:75//Hs. 141501: N50 
792 

R-Y79AA1000181//ESTs, Weakly similar to No definlt 
ion line found [C.elegans]//2.4e-110:553:95//Hs.23 
159:AA113849 

R-Y79AA1000202//Human mRNA for KIAA0169 gene, part 
i al cds//0. 094: 185: 62//Hs. 79414: D79991 
R-Y79AA1000214//ESTs//l. 7e-93: 495: 94//Bs. 11673: W68 
103 

R-Y79AA1000230//ESTs//3. 5e- 1 14: 553: 98//Hs. 47125: AI 20 
421812 

R-Y79AA1000231//ESTs//l . le- 106: 526: 97//Hs. 82856: AI 
246624 

R-Y79AA1000258//ESTs//l. 5e-99: 490: 97//fls. 6459: AI09 
2936 

R-Y79AA1000268//Human mRNA for KIAA0365 gene, part 
i al cds//l. 3e-44: 320: 84//Hs. 84123: AB002363 
R-Y79AA1000313//ESTs//l. 7e-105: 558: 93//Hs. 18851: AA 
857826 

R-Y79AA1000328//ESTs//l . 9e-76: 448: 91//Hs. 16470: AA1 30 
21635 

R-Y79AA1000342//ESTs, Weakly similar to MATRIN 3 
[B. sapiens]//2. Oe-37: 239: 88//fls. 23476: AA401210 
R-Y79AA1000346//ESTs//7. 9e-12: 139: 76//Hs. 115987: AA 
483808 

R-Y79AA1000349//ESTs, Moderately similar to sperma 
tid perinuclear RNA- binding protein Spnr [M.muscul 
us] //4. 4e-66: 339: 97//Hs. 8215: AA521150 
R-Y79AA1000355//ESTs, Moderately similar to !!!! A 
LU SUBFAMILY SC WARNING ENTRY ! ! ! ! [H.sapiens]//3. 40 
2e-44: 279: 88//Hs. 139007: H74314 
R-Y79AA1000368//ESTs//3. 8e-97: 513: 94//Hs. 68090: AA6 
41018 

R-Y79AA1000405//ESTs//4. 4e-47: 267: 94//Hs. 125304: R5 
1613 

R-Y79AA1000410//ESTs//7. 4e-49: 359: 82//Hs. 158107: AA 
707758 

R-Y79AA1000420//EST//0. 17: 99: 69//Hs. 160859: AI 35229 
2 

R-Y79AA1000469//ESTs, Highly similar to ancient ub 50 
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iquitous 46 kDa protein AUP46 precursor [M.muscul u 
s] //3. le-60: 362: 88//Hs. 6381: AI 188509 
R-Y79AA1000480//ESTs//l . 0e-75: 433: 91//Hs. 781 10: AA7 
41320 

R- Y79AA1000538//EST//7. 9e-48: 307: 87//Hs. 149580: AI 2 
81881 

R-Y79AA1000539//Human kinesin-like spindle protein 
HKSP (MS?) mRNA, complete cds//0.95: 172:62//Hs.4 
1723: U37426 

R-Y79AA1000540//ESTs//l. 5e-97: 534: 93//Hs. 67991: AA1 
47848 

R-Y79AA1000560//ESTs, Highly similar to ALPHA-ADA 
PTIN [Rattus norvegicus]//8.2e-97: 482: 97//Hs. 1912 
1: AI 125280 

R-Y79AA1000574//ESTs, Weakly similar to M04B2.4 
[C. el egans] III . 3e- 107: 564: 93//Hs. 16361 : AI 147455 
R-Y79AA1000627//Homo sapiens zinc finger protein 
(ZF5128) mRNA, completecds//3.4e-99:517:94//Hs.605 
80:AF060503 

R-Y79AA1000705//ESTs, Weakly similar to HYPOTHETIC 
AL 128.5 KD HELICASE IN ATS1-TPD3 INTERGENIC REGI0 
N [Saccharomyces cerevisiae]//8. le-27: 140: 100//Hs. 
129049: H28818 

R-Y79AA1000734//Homo sapiens peroxisomal biogenesi 
s factor (PEXllb) mRNA, complete cds//8.7e-114:58 
6:95//Hs.83023:AF093670 

R-Y79AA1000748//ESTs, Weakly similar to HYPOTHETIC 
AL 61.3 KD PROTEIN F25B5.5 IN CHROMOSOME III [C.el 
egans] //9. 8e- 1 1 1: 563: 95//Hs. 19845: AI 005330 
R-Y79AA1000752//Homo sapiens (hue) mRNA, complete 
cds//0. 97: 235: 59//Hs. 1701 : L26405 
R-Y79AA1000774//ESTs//5. 9e- 109: 559: 95//Hs. 17138: N9 
1463 

R-Y79AA1000782//Human mRNA for KIAA0246 gene, part 
ial cds//l. 6e-18: 107: 100//Hs. 84753: D87433 
R-Y79AA1000784//EST//0. 80: 87: 67//Hs. 158558: AI 36835 
9 

R- Y79AA1000794//ESTs//2. 7e-99: 498: 96//Hs. 25441 : AA5 
80512 

R- Y79AA1000800//ESTS//1 . 2e-97: 532: 93//Hs. 77822: AA5 
32642 

R-nnnnnnnnnnnn//Carboxypeptidase E//0. 018: 354: 59// 
Hs. 75360: X51405R-Y79AA1000805 
R-Y79AA1000824//ESTs//0. 99: 276: 61//Hs. 153992: AA280 
227 

R-Y79AA1000827//ESTs//l. 2e-55: 326: 92//Hs. 158127: AI 
334650 

R-Y79AAI000850//Homo sapiens small optic lobes horn 
ol og . (SOU) mRNA, compl ete cds//0. 016: 386: 59//Hs. 5 
5836:U85647 
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R-Y79AA1000962//EST//0. 024: 177: 63//Hs. 25214: R37079 
R-Y79AA1000968 

R-Y79AA1000969//ESTs//2. 9e-70: 251: 98//Hs. 120858: AA 
417181 

R-Y79AA1000976//ESTs//7. 8e-56: 299: 95//Hs. 120125: H8 
6049 

R-Y79AA1000985 

R-Y79AA1001023//ESTs//5. 7e-66: 379: 90//Hs. 64616: W22 
851 

R-Y79AA1001041//ESTs//8. 6e-06: 54: 100//Hs. 8980: AA62 10 
9067 

R-Y79AA1001048//ESTs//4. 4e-97: 461: 99//Hs. 7010: AA83 
7407 

R-Y79AA1001061//ESTs//3. 8e- 105: 493: 99//Hs. 128419: A 
1271325 

R-Y79AA1001068//Bomo sapiens mRNA for KIAA0563 pro 
tein, complete cds//4. 8e-53: 279: 83//Hs. 15731: AB011 
135 

R-Y79AA1001077//ESTs//l . 9e-51: 339: 87//Hs. 11 197: AA3 
09047 20 
R-Y79AA1001078//ESTs//8. 3e-98: 528: 92//Hs. 24608: AA1 
61260 

R- Y79AA1001 105//ESTs//6. Oe-77: 393: 96//Hs. 30837: H08 
155 

R-Y79AA1001145//ESTs//l. 7e-13: 285: 64//Hs. 128259: AA 
343015 

R-Y79AA1001167 

R-Y79AA1001 177//EST//1. 2e-05: 92: 76//Hs. 65277: T1588 
4 

R-Y79AA1001185 30 
R- Y79AA100121 l//ESTs//l . 3e-70: 344: 97//Hs. 49760: AA7 
41051 

R- Y79AA 1 00 1 2 1 6//ESTs//5 . 8e-63: 416: 88//Hs. 8595: W609 
33 

R-Y79AA1001228//ESTs//9. 3e-101: 483: 98//Hs. 13916: AI 
025750 

R-Y79AA1001233//EST//0. 00027: 232: 62//Hs. 132431 : AA9 
09674 

R-Y79AA1001236//Homo sapiens mRNA for JM23 protei 
n, complete coding sequence (clone IMAGE 34581 and 40 
IMAGE 45355 and LLNLcllOI 133Q7 (RZPD Berlin))//1. 
le-110: 549: 95//fls. 23170: AJ005892 
R-Y79AA1001281//ESTs//3. 6e-98: 466: 99//Hs. 104442: AA 
481271 

R-Y79AA1001299//Human Inil mRNA, complete cds//9.6 
e-25: 133: 100//Hs. 155626: U04847 
R-Y79AA1001312//ESTs//3. 4e-92: 454: 97//Hs. 127319: AI 
191149 

R-Y79AA1001323//ESTs//L 6e-67: 422: 89//Hs. 118559: AA 
887084 50 
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R-Y79AA1001384//ESTs//3. le-104: 496: 98//Hs. 153692: A 
A604143 

R-Y79AA1001391//ESTs//2. 2e-77: 418: 94//Hs. 118608: AA 
101819 

R-Y79AA1001394//ESTs//2. le-78: 409: 95//Hs. 23413: AA5 
79859 

R-Y79AA1001402//EST//9. 3e-08: 128: 75//Hs. 141607: N63 
891 

R-Y79AA1001493//ESTs, Highly similar to UBIQUITIN 
-CONJUGATING ENZYME E2 

-17 KD 11 [Arabidopsis thaliana]//4.4e-109: 553:95/ 
/Hs. 106616: AI 027524 

R-Y79AA1001511//ESTs//4.9e-49: 271:92//Hs. 109045: AA 
523704 

R-Y79AA1001533//ESTs, Moderately similar to RNA po 
lymerase I associated 

factor [M. muscul us] //6. 2e-46: 260: 94//Hs. 24884: AA17 
6812 

R-niiimniiimiinnn//EST//0. 62: 126: 67//Hs. 137020: AA8685 
63 

R- Y79AA1001 548//PH0SPHATI DYU N0SI T0L 4-RINASE ALPH 
A//3. 5e-95: 517: 91//Hs. 76987: AF012872 
R-Y79AA1001555//Collagen, type XI, alpha 1//1.0: 15 
7: 64//Hs. 82772: J04177 

R-Y79AA1001585//ESTs//l. 9e-90: 430: 98//Hs. 48333: AA7 
04508 

R-Y79AA1001594//ESTs//9. 6e-23: 122: 100//Hs. 63795: AI 
126237 

R-Y79AA1001603//ESTs//l. Oe-50: 193: 100//fls. 25635: AI 
336204 

R-Y79AA1001613//ESTs, Weakly similar to zinc finge 
r protein [H. sapiens]//7. 2e-81: 400: 97//Hs. 13323: AA 
897542 

R-Y79AA1001647//ESTs//6. 8e-92: 479: 95//Hs. 154270: N2 
6486 

R-Y79AA1001665//ESTs, Weakly similar to SOS RIB0S0 
MAL PROTEIN L20 [E.coli]//2.5e-19: 112:97//fls. 2625 
2: AA643235 

R-Y79AA1001679//ESTs, Highly similar to LAMBDA-CR 
YSTALLIN [0ryctolaguscuniculus]//9. 7e-99: 553: 92//H 
s. 108896: R54040 
R-nnnnnnnnnnnn 

R-Y79AA1001696//ESTs//l. 4e-84: 478: 91//Hs. 6606: AA21 
1783 

R-Y79AA1001705//ESTs//6. 7e-107: 546: 95//Hs. 106805: A 
A4 18490 

R-Y79AA1001711//Human DNA sequence from clone 1119 
D9 on chromosome 20pl2. Contains part of a gene fo 
r a PARI LIKE Serine/Threonine- Protein Kinase and 
part of the PLCB4 gene for Phopholipase C, beta (1 
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-Phosphatidyl inositol -4,5-Bisphosphate Phosphodie 
sterase Beta 4). Contains ESTs, STSs and GSSs//0.0 
085: 251: 63//Hs. 21864: AL031652 
R-Y79AA1001781//ESTs, Weakly similar to partial CD 
S [C. el egans] //9. 4e-87: 427: 97//Hs. 18645: AI 023798 
R-iuiniinnimnnnn//ESTs//L le-1 12: 558: 97//Hs. 109755: A 
A180809 

R-Y79AA1001827//ESTs, Weakly similar to Similar to 
S.cerevisiae YD9335.03c protein [H. sapiens] 11%. le 
-95: 530: 91//Hs. 72444: W23217 10 
R- Y79AA1 00 1 846//EST//2 . 8e-41: 312: 81//Hs. 162236: AA5 
51582 

R-Y79AA1001848//Human adhalin (DAG2) mRNA, complet 
e cds//0. 54: 221 : 58//Hs. 99931 : L34355 
R-Y79AA1001866//ESTs//2. 2e-102: 498: 97//Hs. 130683: A 
1278630 

R-Y79AA1001874//ESTs//l. 9e-76: 377: 98//Es. 79707: AA3 
54094 

R-Y79AA1001875//ESTs//0. 64: 152: 63//Hs. 156159: AI 333 
652 20 
R-Y79AA1001923//EST//0. 19: 180:58//Hs, 148290: AA9084 
04 

R-Y79AA1002027//ESTs//L 6e-104: 497: 98//Hs. 21275: N7 
3275 

R-Y79AA1002083//Homo sapiens mRNA for KIAA0563 pro 
tein, complete cds//0.69:93:73//Hs. 15731: AB011135 
R-Y79AA1002089//Homo sapiens PYRIN (MEFV) mRNA, co 
mplete cds//l. le-46: 392: 80//Hs. 113283: AF018080 
R-Y79AA1002093//Homo sapiens GT198 mRNA, complete 
0RF//L 2e-12: 80: 100//Hs. 78185: L38933 30 
R-Y79AA1002103//ESTs//l. 3e-52: 535: 76//Hs. 142167: AI 
417785 

R-Y79AA1002115//ESTs//4. 2e- 101: 519: 96//fls. 23977: AA 
115275 

R-Y79AA1002125//ESTs//9. 8e-68: 363: 94//Hs. 72085: AA1 
93399 

R-Y79AA1002139//ESTs//l. 2e-100: 498: 96//Hs. 72020: AA 
149858 

R- Y79AA1 002204//ESTs//2 . le-83: 434: 95//Hs. 22979: R43 
725 40 
R-niuiimimniinnn//ESTs//l. 7e-55: 478: 76//fls. 154554: AA 
552715 

R-Y79AA1002209//ESTs, Weakly similar to similar to 
tyrosyl - tRNA synthetase. [C. el egans] //3. 5e- 108: 55 
3: 95//Hs. 50441: AA747428 

R-Y79AA1002210//ESTs//4. 2e-16: 92: 100//Hs. 54862: AA2 
48349 

R-Y79AA1002211//ESTs, Weakly similar to PH0SPHATID 

YLETHANOLAMI NE- BI NDI NGPR0TEI N [H. sapiens]//6. 5e-8 

6: 518: 90//Hs. 25682: AA857843 50 



2002-191363 
4196 

R-Y79AA1002220//EST//1. 3e-68: 326: 100//Hs. 131052: AI 
016274 

R-Y79AA1002229//ESTs//l . 9e-98: 467: 98//Hs. 132002: AI 
039977 

R-Y79AA1002234//Homo sapiens mRNA for KIAA0692 pro 
tein, partial cds//2. Oe-118: 564: 98//Hs. 100729: AB01 
4592 

R-Y79AA1002246//ESTs, Weakly similar to PROTEIN KI 
NASE C, BRAIN IS0ZYME[D.melanogaster]//9.0e-102:50 
7: 96//Hs. 25895: AI 341537 

R-Y79AA1002258//Homo sapiens mRNA for KIAA0655 pro 
tein, partial cds//2.4e-93: 453: 97//Hs. 96731 :AB0145 
55 

R-Y79AA1002298//ESTs//0. 022: 241: 62//Hs. 118272: N902 
88 

R-Y79AA1002307//Homo sapiens mRNA for KIAA0634 pro 
tein, partial cds//8. le-1 10: 403: 99//Hs. 30898: AB014 
534 

R-Y79AA1002311//EST//2. 6e-27: 214: 85//Hs. 144721: AI 1 
87985 

R-Y79AA1002351//ESTs//5. 6e-100: 489: 97//Hs. 30318: AA 
913371 

R-Y79AA1002361 

R-Y79AA1002399//ESTs//0. 029: 149: 65//Hs. 43872: N2690 
8 

R-Y79AA1002407//ESTs//2. 8e-117: 552: 99//Hs. 99519: AI 
042000 

R-Y79AA1002416//ESTs//2. 6e-107: 531: 96//Hs. 6716: AA5 
02753 

R-Y79AA1002431//EST//6.6e-23: 128:98//Hs. 128417: AA9 
75026 

R-nnmuinnnnnnn//ESTs, Highly similar to CELL DIVI 
SI ON CONTROL PROTEIN 68 [Saccharomyces cerevisiae] 
//A. 4e-62: 390: 88//Hs. 143930: AI 207821 
R-Y79AA1002472//ESTs//l. le-39: 234: 78//Hs. 117969: H9 
4870 

R-Y79AA1002482//ESTS//3. 4e-45: 312: 85//Hs. 146811: AA 
410788 

R- Y79AA1002487//ESTs//l . 7e-80: 427: 94//Hs. 49210: N66 
499 

[1127] m&m&%T-#6. 

O^filCaatbp^flftLTV^o #r-?li, EJ»I«, 
t: y hr- ^Definition. Pfit, IttStE^lcDg^ ft 
Pitt, t y hr-^Accesion No. Oli(c//T*E$oT 

C-HEHBA1000005//DNAJ PROTEIN H0H0L0G HTJ1.//1.9E-2 

50//554aa//85%//Q61712 

C-HEHBA1000030 



(2100) 



4197 



C-HEHBA1000046 
C-HEMBA1000050 
C-HEMBA1000076 

C- HEMBA 1 000 1 56//NEUR0FI LAMENT TRIPLET H PROTEIN (1 
60 KD NEUROFILAMENT PROTEIN) (NF-K) . //I. 9E-12//368 
aa//24%//P08553 

C- HEMBA1 000 1 58//HEPAT0CYTE NUCLEAR FACTOR 3- GAMMA 

(HNF-3G) . //5E-16//166aa//36%//P35584 

C-HEMBA1000168//CYUCIN I (MULTIPLE- BAND POLYPEPTI 

DE I).//2. 9E- 14//303aa//25%//P35662 10 

C-HEMBA1000185//RAS- RELATED PROTEIN RAL-A.//3.4E-1 

2//125aa//31%//P48555 

C-HEMBA1000193 

C-HEMBA1000227 

C-HEMBA1000288 

C-EEMBA 1000302 

C-HEMBA1000304 

C-HEMBA1 000307//CARNI TI NE DEFI CI ENCY- ASSOCIATED PR 
OTEIN EXPRESSED IN VENTRICLE 1//5. 2E-49//107aa//91 
%//035594 20 
C-HEMBA1000369//Novel human mRNA similar to mouse 
gene PICK1 (TR: Q62083) . //0//1950bp//98%//AL049654 
C-HEMBA1000387 
C-HEMBA1000392 
C-HEMBA1000460 

C-HEMBA1000488//RING CANAL PROTEIN (KELCH PROTEI 

N) . //3. 3E-45//481aa//29%//Q04652 

C- HEMBA1 00049 1 //RAS- LI KE PROTEIN 2. //2E-22//188aa/ 

/31%//P22279 

C-HEMBA1000501 30 

C-HEMBA1000508 

C-HEMBA1000520 

C-HEMBA1000531//HEAT SHOCK 70 KD PROTEIN COGNATE 1 
(HEAT SHOCK 70 KD PROTEIN 70C) (FRAGMENTS) . //2. 6E 
-12//73aa//41%//P02826 
C-HEMBA1000534 
C-HEMBA1000555 
C-HEMBA1000568 
C-HEMBA1000588 

C-HEMBA1000608//HYP0THETI CAL PROTEIN KIAA0411 (FRA 40 

GHENT) . //I . 8E-55//179aa//61%//043295 

C-HEMBA1000636 

C- HEMBA 1000682 

C- HEMBA 1000686 

C-HEMBA1000719 

C-HEMBA1000727 

C-HEMBA1000752 

C-HEMBA1000817 

C-HEMBA1000851 

C-HEMBA1000867 50 
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C-HEMBA1000869 
C-HEMRA1000872 

C-HEMBA1000910//MELAN0MA- ASSOCIATED ANTIGEN Bl (MA 
GE-B1 ANTIGEN) (MAGE-XP ANTIGEN) //1.6E-30//127aa// 
40%//P43366 
C-HEMBA1000918 

C- HEMBA1 00091 9//HYP0THETI CAL 65.5 KD TRP-ASP REPEA 

TS CONTAINING PROTEI NF02E8. 5 IN CHROMOSOME X.//1E- 

10//288aa//23%//Q19124 

C-HEMBA1000946 

C-HEMBA1000968 

C-HEMBA1000971 

C-HEMBA1000975 

C-HEHBA1001009 

C-HEMBA1001022 

C-HEMBA1001043//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN 

B) (ANKYRIN, NONERYTHROID) (FRAGMENT). //1.4E-12//13 

laa//38%//Q01485 

C-HEMBA1001052 

C-HEMBA1001080 

C-HEMBA1001085 

C-HEMBA1001088//PINCH PROTEIN (PARTI CULARY INTERES 
TING NEW CYS-HIS PROTEIN). //3.5E-50//176aa//57%//P 
48059 

C-HEHBA1001109 
C-HEMBA1001122 
C-HEMBA1001133 

C-HEMBA1001 137//ZI NC FINGER PROTEIN 33A (ZINC FING 
ER PROTEIN K0X31) (KIAA0065) (HA0946) (FRAGMENT)./ 
/I. 5E-116//197aa//58%//Q06730 
C-HEHBA1001140 

C-HEMBA1OO1174//ADP-RIBOSYLATI0N FACTOR-LIKE PROTE 
IN 5.//6.8E-79//179aa//80%//P51646 
C-HEMBA100U97//Homo sapiens mRNA for KIAA0871 pro 
tein, complete cds.//9.5E-257//1307bp//94%//AB0206 
78 

C-HEMBA1001235 

C-HEMBA1001257//Homo sapiens mRNA 2-methylacyl-CoA 
racemase. //0//1 672bp//99%//AJ 1 30733 
C-HEMBA1001281 

C- HEMBA 1 00 1286//C0MPLEMENT DECAY- ACCELERATING FACT 

OR PRECURSOR. //O. 00000002//198aa//29%//Q60401 

C-HEMBA1001303 

C-HEMBA1001310 

C-HEMBA1001326 

C-HEMBA1001351//Homo sapiens VAMP- associated prote 
in of 33 kDa (VAP-33)iRNA, complete cds.//1.4E-133 
//6 1 4bp//99%//AF05 7358 

C- HEMBA1001 387//GTP- BI NDI NG PROTEIN TC10. //2.9E-64 
//104aa//82%//P17081 
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C-HEMBA1001388 
C-HEMBA1001398 
C-HEHBA1001405 
C-HEMBA1001407 
C-HEMHA1001413 
C-HEMBA1001415 
C-HEHBA1001446 
C-HEMBA1001450 
C-HEMBA1001455 

C-HEMBA1001510//CYCUC-AHP-DEPENDENT TRANSCRIPTION 10 
FACTOR ATF-6 (FRAGMENT). //1. 7E-16//63aa//61%//P 18 
850 

C-HEMBA1001526//PERI PLASMI C [FE] HYDROGENASE 1 (EC 
1. 18. 99. 1) . //4. 9E-37//399aa//29%//P29166 
C-HEMBA1001533 

C-HEMBA1001579//Homo sapiens mRNA for KIAA0850 pro 
tein, complete cds. //0//1662bp//99%//AB020657 
C-HEMBA1001581 

C-HEMBA1001595//SEPTIN 2 H0M0L0G (FRAGMENT). //4.9E 
- 1 56//348aa//83%//Q 14141 20 
C-HEMBA1001635//TESTIS SPECIFIC PROTEIN A (ZINC FI 
NGER PROTEIN TSGA).//1.6E-10//155aa//28%//Q63679 
C-HEMBA1001661//CADHERIN-RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PROTEIN). //4.6E-36//365aa//33%//P33 
450 

C-HEMBA1001702 

C-HEMBA1001714//Homo sapiens mRNA; cDNA DKFZp564G0 
422 (from clone DKFZp564G0422).//0//1845bp//99%//A 
L050386 

C-HEMBA1001731 30 
C-HEMBA1001744//SCY1 PROTEIN. //9. 9E-32//481aa//25% 
//P53009 

C-HEMBA1001809//IMMEDIATE-EARLY PROTEIN IE180.//3. 

8E- 1 l//206aa//36%//Pl 1675 

C-HEMBA1001815 

C-HEMBA1001819//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //2. 9E-135//459aa//52V/Q99676 
C-HEMBA1001847//ZINC FINGER PROTEIN 29 (ZFP-29).// 
7. 6E-64//221aa//55%//Q07230 

C-HEMBA1001864 40 
C- HEMBA1 00 1 869//TRI THORAX PROTEIN. //O. 000096//166a 
a//27%//P20659 

C- HEMBA1 00 1 896//DI METHYLGLYCI NE DEHYDROGENASE PREC 

URSOR (EC 1.5.99.2) (ME2GLYDH) . //9. 3E-36//395aa//2 

6%//Q63342 

C-BEHBA1001987 

C-HEMBA1002018 

C-HEMBA1002049 

C-HEMBA1002084 

C-HEMBA1002125 50 
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C-HEMBA1002161//MY0SIN HEAVY CHAIN, CARDIAC MUSCLE 
BETA ISOFORM. //I. 4E-51//180aa//56%//P79293 
C-HEMBA1002177//TRANSCRIPTI0N FACTOR GATA-4 (GATA 
BINDING FACTOR- 4) . //6E-13//190aa//36%//P43694 
C-HEMRA1002191 
C-HEHBA1002199 

C- HEMBA1 0022 1 2/ /TYROSI NE- PROTEI N KINASE 2 (EC 2.7. 
1. 112) (FRAGMENT) . //3E-17//267aa//29%//P18161 
C-HEMBA1002237 
C-HEMBA1002265 

C-HEMBA1002267//Sus scrofa decorin mRNA, complete 
cds. //I. IE- 46//302bp//90%//AFl 25537 
C-HEMBA1002349 

C-HEMBA1002363//Homo sapiens chromosome- associated 
protein-E (hCAP-E) mRNA, complete cds. //0//1847bp 
//99%//AF092563 

C-HEMBA1002419//TRICH0HYAUN.//1.9E-09//299aa//24% 

//P22793 

C-HEMBA1002430 

C-HEMBA1002439 

C-HEMBA1002458//0VARIAN GRANULOSA CELL 13.0 KD PRO 
TEIN HGR74. //4. 2E-24//109aa//55%//Q00994 
C-HEMBA1002460 
C-HEMBA1002462 

C-HEHBA1002469//DXS8237E PROTEIN (FRAGMENT) . //3. 5E 
-50//199aa//61%//P98175 

C-HEMBA1002475//SRIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN) . //I . IE- 1 2//285aa//31%//Pl 7437 
C-HEMBA1002477 

C-HEMBA1002495//UGHT-MEDIATED DEVELOPMENT PROTEIN 
DET1 . //6. 8E-53//257aa//36%//P48732 
C-HEMBA1002515 
C-HEHBA1002542 

C-HEMBA1002569//Homo sapiens protein associated wi 
th Myc mRNA, completecds.//6.8E-305//951bp//99%//A 
F075587 

C-HEMBA1002583 

C-HEMBA1002609//Homo sapiens mRNA for KIAA0597 pro 
tein, partial cds.//1.4E-253//1149bp//99%//AB01116 
9 

C-HHIBA1002624//Hamo sapiens mRNA for KIAA0808 pro 

tein, complete cds.//0//1539bp//99%//AB018351 

C-HEMBA1002688 

C-HEMBA1002696 

C-HEHBA1002750 

C-HEMBA1002768//H<mo sapiens mRNA for Cdc42-intera 
cting protein 4 (CIP4).//lE-80//882bp//61%//AJ0004 
14 

C-HEHBA1002770//HQDO sapiens mRNA for KIAA0829 pro 
tein, partial cds.//0//1532bp//99%//AB020636 
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C-BEMBA1002777 
C-HEMBA1002794 

C-HEMBA1002810//Homo sapiens formin binding protei 
n 21 mRNA, complete cds. //8. 2e-314//1437bp//99%//A 
F071185 

C-HEMBA1002818//Homo sapiens mRNA for fibulin-4.// 

2E- 304// 1 383bp//99%//AJ 1 328 1 9 

C-HEMBA1002850 

C-HEMBA1002863 

C- HEMBA 1 002876//HYP0THETI CAL 26.4 RD PROTEIN EEED 10 
8.8 IN CHROMOSOME II.//1.5E-44//188aa//52%//Q09297 
C-HEMBA1002935//Homo sapiens mRNA for RIAA0576 pro 
tein, partial cds.//0//1483bp//100%//AB011148 
C-HEMBA1002937 

C-HEMBA1002939//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 
(ERYTHROCYTE ANKYRIN) . //2E-34//300aa//34%//P16157 
C-HEMBA1002951//Homo sapiens mRNA for RIAA0903 pro 
tein, partial cds.//0//1752bp//99%//AB020710 
C-HEMBA1002954 

C-HEMBA1002971 20 
C-HEMBA1002973//CAMP- DEPENDENT 3' ,5' -CYCLIC PH0SPH 
0DIESTERASE 4B (EC 3.1.4.17) (DPDE4).//1.2E-27//63 
aa//100%//P14646 

C-HEMBA1002997//CENTR0MERIC PROTEIN E (CENP-E PROT 

EIN) . //3. 8E-25//534aa//24%//Q02224 

C-HEMBA1003O33 

C-HEMBA1003035 

C-HEMBA1003041 

C-HEMBA1 003046//MI TOCHONDRI AL PROCESSING PROTEASE 

BETA SUBUNIT PRECURSOR (EC 3.4.24.64) (BETA-MPP) (P 30 

-52) . //2. 5E-263//489aa//99%//075439 

C-HEMBA1003067 

C-HEMBA1003096 

C-HEMBA1003117 

C-HEMBA1003129 

C- HEMBA 1 003 1 36//MANN0SE- 1 - PHOSPHATE GUANYLTRANSFER 
ASE (EC 2.7.7.13) (ATP- MANNOSE-1- PHOSPHATE GUANYLY 
LTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE) . //8. 5 
E-51//221aa//33%//P41940 

C-HEMBA1003148//Homo sapiens mRNA full length inse 40 
rt cDNA clone EUROIMAGE 381 801 . //0//1 583bp//99%//A 
L079278 

C-HEMBA1003175 

C- HEMBA1 003 1 79//PR0BABLE TRNA (5-METHYLAMINOMETHYL 

- 2-THI OURI DYLATE) -METHYLTRANSFERASE (EC 2.1.1.61). 

115. 9E-74//134aa//53%//P44551 

C-HEMBA1003199 

C-HEMBA1003222 

C-HEMBA1003235//TR0P0HY0SIN. //0. 0000023//109aa//33 
%//Q02088 50 
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C-HEMBA1003250//PR0TEIN KINASE APK1A (EC 2.7.1.-). 

111. 2E-41//245aa//42%//Q06548 

C-HEMBA1003257 

C- HEMBA1003281 //POU OVI RUS RECEPTOR PRECURSOR. //6E 
-ll//239aa//32%//P32506 

C-HEMBA1003286//Homo sapiens mRNA for beta-l,4-gal 
actosyl transferase IV, complete cds.//5.4E-229//104 
3bp//99%//AB024436 

C-HEMBA1003291//Homo sapiens mRNA for KIAA0537 pro 
tein, complete cds. //0//791bp//99%//AB01 1109 
C-HEHBA1003322 
C-HEMBA1003327 

C-HEMBA1003369//CENTR0MERIC PROTEIN E (CENP-E PROT 

EIN) . 110. 00000002//248aa//23%//Q02224 

C-HEMBA1003370 

C-HEUBA1003380 

C-HEMBA1003395 

C-HEMBA1003402 

C-HEMBA1003408//Homo sapiens mRNA for KIAA0905 pro 
tein, complete cds.//0//1732bp//98%//AB020712 
C-HEMBA1003417//Homo sapiens mRNA; cDNA DKFZp586C0 
21 (from clone DKFZp586C021).//1.6e-312//1414bp//9 
9%//AL050287 

C- HEMBA 1 0034 1 8//TRI CHOHYALI N . //8. 7E-19//281aa//31% 
//P37709 

C-HEMBA1003433//Homo sapiens gene for NBS1, comple 

te cds.//0//511bp//94%//AB013139 

C-HEMBA1003447 

C-HEMBA1003461 

C-HEMBA1003463 

C-HEMBA1003528 

C-HEMBA1003545//INSUUN GENE ENHANCER PROTEIN ISL- 
2 (ISLET-2) . //8. 8E-189//360aa//96%//P50480 
C-HEMBA1003555//NUCLE0TI DE- BI NDI NG PROTEIN (NBP) . / 
12. lE-68//251aa//52%//P53384 
C- HEMBA1 003560//GUANI NE NUCLEOTIDE- BINDING PROTEIN 
G(I)/G(S)/G(0) GAMMA- 2 SUBUNIT (G GAMMA- I). III. 2E 
-31//71aa//100%//P16874 

C-HEMBA1003568//52 RD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//7.9E-49//279a 
a//32%//P19474 

C- HEMBA1 003569//METASTASI S- ASSOCI ATED PROTEIN MTA 
1. IIS. 9E-206//445aa//74%//Q13330 
C-HEMBA1003581//TALIN. I/A. 4E-45//52aa//98%//P26039 
C-HEMBA1003591//CHL0R0PLAST 28 KD RI B0NUCLE0PR0TEI 
N PRECURSOR (28RNP). //4.4E-10//1 18aa//35%//P 19682 
C-HEMRA1003615 

C-HEMBA1003617//Homo sapiens HRIHFB2157 mRNA, part 
i al cds. IIS. 2E- 178//501bp//97%//AB015344 
C-HEHBA1003621 
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C-HEHBA1003662//TBX2 PROTEIN (T-BOX PROTEIN 2).// 

1.2E-75//151aa//99%//Q13207 

C-HEMBA10O3690//HIST0NE DEACETYLASE HDA1.//2. 1E-59 

//249aa//47%//P53973 

C-HEMBA1003711 

C-HEMBA1003807 

C-HEMBA1003864 

C-HEMBA1Q03953//ZINC FINGER PROTEIN MFG-1 (ZINC FI 

NGER PROTEIN 58) (FRAGMENT). //3.8E-16//89aa//46%// 

P16372 10 

C-HEHBA1003959 

C-HEMBA1003989 

C-HEMBA1004074 

C-HEMBA1004097//Mus musculus putative transcriptio 
n factor mRNA, complete cds.//8.5E-221//1188bp//78 
%//AF091234 
C-HEMBA1004146 

C-HEMBA1004199//Homo sapiens mRNA for KIAA0928 pro 
tein, partial cds.//0//1893bp//98%//AB023145 
C-HEHBA1004207//Homo sapiens leptin receptor short 20 
form (db) mRNA, complete cds. //0//1892bp//99%//U5 
0748 

C-HEMBA1004227//Rattus norvegicus protein phosphat 
ase 2C mRNA, completecds.//5.7E-217//1217bp//88%// 
AF095927 
C-HEMBA1004246 

C-HEMBA1004276//Homo sapiens AP-4 adaptor complex 
beta4 subunit mRNA, complete cds. //4. 8E-257//738bp 
//99%//AF092094 

C-HEHBA1004289 30 
C-HEMBA1004509//Homo sapiens CGI-21 protein mRNA, 
complete cds. //0//1512bp//96V/AF132955 
C-HEHBA1004534//Homo sapiens gamma-filamin (ABPL) 
mRNA, complete cds.//1.2e-316//1445bp//99%//AF0898 
41 

C-HEHBA1004596 
C-HEMBA1004693 
C-HEMBA1004736 
C-HEHBA1004753 

C-HEMBA1004756//Human transporter protein (gl7) mR 40 
NA, complete cds.//9. lE-34//515bp//66V/U49082 
C-HEMBA1004758//Homo sapiens transcription factor 
SL1 mRNA, complete cds.//2.6E-246//1249bp//94%//L3 
9060 

C-HEHBA1004763 

C-HEMBA1004768//LINE-1 REVERSE TRANSCRIPTASE H0M0L 
0G. //5. 4E- 1 1 l//314aa//58%//P08547 
C-HEMBA1004771 
C-HEMBA1004776 

C-HEMBA1004795//CDC4-LIKE PROTEIN (FRAGMENT) . //3. 8 50 
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E-69//198aa//66V/P50851 
C-HEMBA1004806 

C-HEMBA1004847//SIGNAL RECOGNITION PARTICLE 68 KD 
PROTEIN (SRP68) . //8. 2E-154//317aa//94%//Q00004 
C-HEMBA1 004850 

C-HEMBA1004863//Homo sapiens mRNA; cDNA DKFZp586M2 

022 (from clone DKFZp586M2022).//0//1443bp//100%// 

AL080114 

C-HEMBA1004923 

C-HEMBA1004929 

C-HEMBA1004930//26S PROTEASOME SUBUNIT S5B (KIAAOO 
72) (HA1357) . //3. 3E-27//65aa//100%//Q16401 
C-HEHBA1004933 
C-HEMBA1004954 

C-HEMBA1004972//NEUR0nUMENT TRIPLET H PROTEIN (2 
00 KD NEUROFILAMENT PROTEIN) (NF-H) . //0. 00000096// 
286aa//23%//P12036 
C-HEMBA1005475 

C-HEMBA1005581//Homo sapiens SLIT2 (SLIL2) mRNA, c 
omplete cds. //0//1721bp//100%//AF133270 
C-HEMBA1006248//ZINC FINGER PROTEIN MFG-1 (ZINC FI 
NGER PROTEIN 58) (FRAGMENT) . //8. 6E-23//151aa//37V 
/P16372 

C-HEMBA1006310//Rattus norvegicus cytosolic sortin 
g protein PACS-la (PACS-1) mRNA, complete cds.//3. 
7E-225//U89bp//88V/AF076183 
C-HEMBA1006344//RADIXIN. //1. 5E-31//333aa//28%//P26 
043 

C-HEHBA1006377 
C-HEMBA1006467 

C-HEMBA1006474//40 KD PROTEIN. //1.4E-39//292aa//34 

V/Q01552 

C-HEMBA1006530 

C-HEMBA1006737//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN 
B) (ANKYRIN. NONERYTHROID) (FRAdENT) . //0. 00000004 
3//1 1 laa//40%//Q01485 
C-HEMBA1006795 

C-HEMBA1006877//OXYSTEROL-BINDING PROTEIN. //2E-59/ 

/378aa//39%//P16258 

C-HEMBA1006936 

C-HEHBA1 00701 8//Homo sapiens dynein light chain- A 
mRNA, complete cds.//1.5E-267//1215bp//99%//AF0788 
49 

C-HEHBA 1007342 
C-HEMBB1 000008 
C-HEMBB1000018 
C-HEMBB1000024 
C-HEMBB1000025 
C-HEMBB1000036 

C-HEMBB1000037//Homo sapiens erythroblast macropha 
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ge protein EMP mRNA, complete cds.//2.8E-187//1582 
bp//80%//AF084928 

C-HEMBB1000083//MY0SIN LIGHT CHAIN KINASE, SMOOTH 
MUSCLE AND NON-MUSCLEISOZYMES (EC 2.7.1.117) (MLC 
K) [CONTAINS: TEL0RIN].//1.9E-22//426aa//25V/P117 
99 

C-HEMBB1000103 

C-HEMBB1000119//Homo sapiens ASMTL gene. //0//1891b 
p//99%//Y15521 

C-HEMBB1000136 10 
C-HEMBB1000215 

C-HEMBB1000226//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP- DEPENDENT RNA HELICASE EEED8.5.//2.7E-12//112a 
a//47V/Q09530 
C-HEMBB 1000244 

C- HEMBB1 000266//HYP0THETI CAL 54.5 RD TRP-ASP REPEA 
TS CONTAINING PROTEI NZC302. 2 IN CHROMOSOME V.//6.1 
E-09//242aa//26%//Q23256 
C-HEMBB1000338 

C-HEMBB1000339 20 

C-HEMBB1000391 

C-HEMBB1000438 

C-HEHBB1000449 

C-HEMBB1000589 

C-HEMBB1000591 

C-HEMBB1000623 

C-HEMBB1000630 

C-HEMBB1000631//L0NGEVITY- ASSURANCE PROTEIN 1 (LON 

GEVITY ASSURANCE FACTOR l).//4. lE-19//232aa//28%// 

P78970 30 

C-HEMBB1000632//CUANINE NUCLEOTIDE RELEASING PROTE 

IN (GNRP) . 111. 2E-28//273aa//31%//P27671 

C-HEMBB1000671 

C-HEMBB1000673 

C-HEMBB1000705 

C-HEMBB1000706 

C-HEMBB1000725//Rattus norvegicus GTPase Rab8b (Ra 
b8b) mRNA, complete cds.//6. 2E-130//692bp//93%//U5 
3475 

C-HEMBB1000763//Homo sapiens CGI-89 protein mRNA, 40 
complete cds. //0//1676bp//96%//AF15I847 
C-HEMBB1000781//Homo sapiens mitogen- activated pro 
tein kinase kinase kinase MEKR2 mRNA, complete cd 
s. //I. 2E-126//613bp//97%//AF111105 
C-HEMBB1000789//PUTATIVE 90.2 KD ZINC FINGER PROTE 
IN IN CCA1-ADR2 INTERGENIC REGION. //5. IE- 54//232aa 
//43%//P39956 
C-HEMBB1000807 
C-HEMBB1000810 

C-HEMBB1000848 50 
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C-HEMBB1000852 
C-HEMBB1000870 
C-HEMBB1000887 
C-HEMBB1000908 

C-HEMBB1000927//Homo sapiens calsenilin mRNA, comp 
lete cds.//l. lE-70//595bp//76%//AF120102 
C-HEMBB1000947//Homo sapiens clone HAW100 putative 
ribonuclease III mRNA, complete cds.//0//2292bp// 
99%//AFl 16910 

C-HEMBB1000973//Mus musculus schlafen3 (Slfn3) mRN 
A, complete cds.//3.4E-120//580bp//67%//AF099974 
C-HEMBB1000975 

C-HEMBB1000985//MIPP PROTEIN (MURINE IAP-PROMOTED 
PLACENTA-EXPRESSED PROTEI N) . //8. 6E- 18//178aa//30%/ 
/P28575 

C-HENBB1000991 

C-HEMBB1001011//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.4E-73//230aa//45%//P51523 
C-HEMBB1001014 
C-HEMBB1001024 

C-HEMBB1001056//PR0LI FERATI NG- CELL NUCLEOLAR ANTIG 
EN P120 (PROU FERATI ON- ASSOCI ATED NUCLEOUR PROTEI 
N P120) . 111. 9E-19//264aa//34%//P46087 
C-HEMBB1001058//Homo sapiens neuronal thread prote 
in AD7c-NTP mRNA, complete cds//3.6E-52//331bp//80 
V/AF010144 

C-HEMBB1001068//Homo sapiens liprin-beta2 mRNA, pa 

rtial cds. 111. 4E-307//1447bp//97%//AF034803 

C-HEMBB1001096 

C-HEMBB1001105 

C-HEHBB1001117 

C-HEMBB1001126 

C-HEMBB1001137//Homo sapiens mRNA for putative pho 
spholipase, complete cds. //0//3069bp//99%//AB01943 
5 

C-HEMBB1001151//Rattus norvegicus golgi stacking p 

rotein homolog GRASP55mRNA, complete cds.//4.2E-21 

0//1835bp//76%//AFl 10267 

C-HEMBB1001153 

C-HEMBB1001169 

C-HEMBB1001175//ANKYRIN. //6. 9E-ll//169aa//31%//Q02 
357 

C-HEMBB1001182 
C-HEHBB1001199 

C-HEMBB1001210//Homo sapiens mRNA for KIAA0970 pro 
tein, complete cds. //0//1816bp//99V/AB023187 
C-HEMBB1001242//Hoao sapiens topoisamerase- related 
function protein (TRF4-2) mRNA, partial cds.//1.8 
E-284//713bp//100V/AF089897 
C-HEMBB1001288//Homo sapiens CGI -32 protein mRNA, 
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complete cds. //1. 8E-274//642bp//99%//AF132966 
C-HEMBB1001289 

C- HEMBB1 00 1 294//GTP- BI NDI NG PROTEIN TC10.//1.2E-79 
//196aa//80%//P17081 

C-HEHBB1001314//Mus rausculus Olf-l/EBF-like-3 tran 
scription factor (O/E-3) mRNA, complete cds.//1.3E 
-129//724bp//86%//U92703 
C-HEMBB1001331 

C-HEMBB1001339//DXS8237E PROTEIN (FRAGMENT) , //0. 00 
00046//124aa//37%//P98175 10 
C-HEMBB1Q01346//Homo sapiens phenyl alanine- tRNA sy 
nthetase (FARS1) mRNA, nuclear gene encoding mitoch 
ondrial protein, complete cds. //I. lE-58//292bp//99 
%//AF097441 
C-HEMBB1001369 

C-HEMBB1001384//Homo sapiens C0P9 complex subunit 
4 mRNA, complete cfc.//0//1586bp//99%//AF100757 
C-HEMBB1001387 
C-MAMMA1002317 

C-HAHHA1002319 20 
C-MAMMA1 002385//RI B0NUCLE0PR0TEI N RB97D. //0. 000000 
15//206aa//29%//Q02926 

C-NT2RM1000080//UNC-1 PROTEIN. //5. 9E-25//211aa//31 

%//Q21190 

C-NT2RM1000242 

C-NT2RM1000257//MAG0 NASHI PROTEIN. //7.9E-69//143a 
a//91%//P49028 

C-NT2RM1000280//VACU0LAR ATP SYNTHASE SUBDNIT D (E 
C 3.6.1.34) (V-ATPASED SUBUNIT) (V- ATPASE 28 KD A 
CCESSORY PROTEIN) . //1 . 5E- 106//1 18aa//97%//P39942 30 
C-NT2RM1000669 
C-NT2RM1000781 

C-NT2RM1000867//Homo sapiens HSPC033 mRNA, complet 
e cds. //6. 3E-172//798bp//99%//AF092138 
C-NT2RM1001008 

C-NT2RM1001044//Homo sapiens HSPC031 mRNA, complet 
e cds. //0. 000000002//980bp//95%//AF085360 
C-NT2RM1001074 

C- NT2RM1 00 1 1 1 5//END0CHI TI NASE 2 PRECURSOR (EC 3.2. 
1.14). //0. 0000056//239aa//27%// 40 
C-NT2RM2000006//Human DNA sequence from clone 796F 
18 on chromosome lp36. 11-36. 33 Contains a pseudoge 
ne similar to MMS2, ESTs and GSSs, completesequenc 
e. //0//1740bp//99%//AL031291 
C-NT2RM2000013//DNA- DIRECTED RNA POLYMERASE III 12 
8 KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE III 
SUBUNI T 2) . //2. 2E- 144//362aa//71%//P25167 
C-NT2RM2000030//DYNEIN INTERMEDIATE CHAIN, CYTOSOL 
IC (DH IC) (CYTOPLASMI 

C DYNEIN INTERMEDIATE CHAIN) . //0.00000043//136aa// 50 
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31%//P54703 

C-NT2RM2000032 

C-NT2RM2000042 

C-NT2RM2000092//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 8 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 8) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DEUBIQUI 
TTNATING ENZYME 8).//1.3E-36//160aa//40%//P50102 
C-NT2RM2000093 
C-NT2RM2000101 

C-NT2RM2000191//Homo sapiens cGMP phosphodiesteras 

e Al (PDE9A) mRNA, complete cds.//0//1574bp//99%// 

AF067223 

C-NT2RM2000192 

C-NT2RM2000239 

C-NT2RM2000250//Homo sapiens mRNA; cDNA DKFZp564L2 
32 (from clone DKFZp564L232).//4.2e-314//1416bp//l 
00%//AL080069 
C-NT2RM2000259 

C-NT2RM2000260//EHENSIN PRECURSOR (PROLINE-RICH G 
LYCOPROTEIN) . //3. 6E- 19//181aa//34%//P14918 
C-NT2RM200O287 

C-NT2RM2000322//Homo sapiens mRNA for KIAA0859 pro 
tein, complete cds.//3.4E-294//863bp//99%//AB02066 
6 

C-NT2RM2000359//Homo sapiens mRNA for KIAA0560 pro 
tein, complete cds. //0//1637bp//99%//AB01 1132 
C-NT2RM2000363//BREAIP0INT CLUSTER REGION PROTEIN. 
Ill . 8E- 14//245aa//29%//Pl 1274 
C-NT2RM2000368//Homo sapiens protein kinase C-bind 
ing protein RACR7 mRNA, partial cds. //0//1506bp//9 
9%//U48251 

C- NT2RM2000371 //POLYRI BONUCLEOTI DE NUCLEOTI DYLTRAN 

SFERASE (EC 2.7.7.8) (POLYNUCLEOTI DE//1 . 7E-68//419 

aa//36%//P50849 

C-NT2RM2000374 

C-NT2RM2000395 

C-NT2RM2000402//END0S0MAL P24A PROTEIN PRECURSOR 
(70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA-FACT 
OR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTICINTERM 
EDI ATE COMPONENT) . //1. 6E-54//344aa//33%//P32802 
C-NT2RM2000407 

C-NT2RM2000422//S0DIUM- AND CHLORIDE- DEPENDENT TRA 
NSPORTER NH73. //lE-222//237aa//89%//Q08469 
C-NT2RM2000452//HYP0THETI CAL 63.6 KD PROTEIN IN YP 
T52-GCN3 INTERGENIC REGION. //0.0000001//157aa//28% 
//P36113 

C-NT2RM2000469//NITR0GEN PERMEASE REACTIVATOR PROT 
EIN (EC 2.7.1.-).//0.0000089//377aa//24%//P22211 
C-NT2RM2000490//SYNAPT0TAGMI N (P65) . //1 . 8E- 13//166 
aa//34%//P41823C-NT2RM2000502 
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C-NT2RM2000504//Homo sapiens metal loprotease 1 (HP 

1) mRNA, complete cds. //0//1673bp//99%//AF06 1243 

C-NT2RM2000522//SKIN SECRETORY PROTEIN XP2 PRECURS 

OR (APEG PROTEIN) . //1. 3E-12//282aa//32%//P17437 

C-NT2RM2000540 

C-NT2RM2000567 

C-NT2RM2000569 

C-NT2RM2000577//IS0LEUCYL-TRNA SYNTHETASE (EC 6.1. 
1.5) (I SOLEUCI NE- -TRNALI GASE) (ILERS).//L7E-187// 
741aa//46%//P73505 10 
C-NT2RM2000581//Homo sapiens mRNA for RIAA0214 pro 
tein, complete cds. //0//3001bp//99%//D86987 
C-NT2RM2000588//HIST0NE DEACETYLASE HDA1.//2.8E-60 
//384aa//40%//P53973 

C-NT2RM2000594//Homo sapiens DNA cytosine-5 methyl 
transferase 3 beta 3 (DNMT3B) mRNA, complete cds./ 
/0//27 1 2bp//99%//AF 1 56487 

C-NT2RM2000599//Homo sapiens F-box protein Li Una 
(LI LI NA) mRNA, complete cds.//4.9E-70//838bp//69%/ 
/AF179221 20 
C-NT2RM2000624//SPUCING FACTOR, ARGININE/SERINE^R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//4.4E-32// 
319aa//35%//Q08170 

C-NT2RM2000635//Homo sapiens mRNA for KIAA0729 pro 
tein, partial cds. //0//3791bp//99%//AB018272 
C-NT2RM2000636//Homo sapiens mRNA for KIAA0658 pro 
tein, partial cds. //0//2530bp//99%//AB014558 
C-NT2RM2000639 

C-NT2RM2000649//Homo sapiens mRNA for RIAA0676 pro 
tein, partial cds.//0//1543bp//99%//AB014576 30 
C-NT2RM2000669 

C-NT2RM2000691//ACTIN-UKE PROTEIN 3 (ACTIN-2).// 
3. 7E-142//285aa//90%//P32391 
C-NT2RM2000714//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-1). //3.8E-23//184aa//36%//Q15 
404 

C-NT2RM2000718//Homo sapiens HRIHFB2436 mRNA, part 
i al cds. //4. 4E-231//1065bp//99%//AB015342 
C-NT2RM2000740//P0SSIBLE GLOBAL TRANSCRIPTION ACTI 
VATOR SNF2L. //5. 7E-53//266aa//43%//P41877 40 
C-NT2RM2000795 

C-NT2RM2000821//COATOMER BETA SUBUNIT (BETA-COAT P 
ROTEI N) (BETA-COP) . //9. 5E-279//545aa//98%//P23514 
C-NT2RH2000837 

C-NT2RM2000951//Homo sapiens XYLB mRNA for xylulok 
i nase, compl ete cds. //1 . 7E-200//927bp//99%//AB0150 
46 

C-NT2RM2000952 
C-NT2RM2000984 

C-NT2RH2001004 50 
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C-NT2RM2001035//CCR4-ASS0CIATED FACTOR 1 (CAF1).// 

8. 2E-154//285aa//99%//Q60809 

C-NT2RM2001065 

C-NT2RM2001100//HYP0THETICAL 39.7 KD PROTEIN C34E1 
0.2 IN CHROMOSOME III.//2.4E-15//266aa//26%//P4657 
7 

C-NT2RM2001131 
C-NT2RM2001141 
C-NT2RM2001152 

C-NT2RM2001177//Homo sapiens mRNA; cDNA DKFZp586Gl 
822 (from clone DKFZp586G1822).//2. lE-293//1335bp/ 
/99V/AL080109 
C-NT2RM2001194 

C-NT2RM2001 196//PR0LINE-RICH PROTEIN MP-3 (FRAGMEN 
T) . //I. 3E-20//267aa//35%//P05143 
C-NT2RM2001201//EUKARY0TIC TRANSLATION INITIATION 
FACTOR 5 (EIF-5).//0.00000015//95aa//35%//P48724 
C-NT2RM2001221//KALIRIN (PAM C00H- TERMINAL INTERAC 
TOR PROTEIN 10) (P-CIP10).//3.6E-10//177aa//32%//P 
97924 

C-NT2RM2001238//GLUTAMINASE, KIDNEY ISOFORM PRECUR 
SOR (EC 3.5.1.2) (GLS)(L-GLUTAMINE AMIDOHYDROLAS 
E) . //I . 3E- 180//328aa//99%//P13264 
C-NT2RM2001243 
C-NT2RM2001247 

C-NT2RM2001256//PR0TEIN TSG24 (MEIOTIC CHECK POINT 
REGULATOR) . //1. 6E-166//312aa//98%//P53995 
C-NT2RM2001291 

C-NT2RM2001306//Homo sapiens mRNA; cDNA DKFZp564I0 
52 (from clone DKFZp564I052).//0//1694bp//99%//AL0 
80063 

C-NT2RM2001312 
C-NT2RM2001319 

C-NT2RM2001324//ZYXIN. //6. 8E-55//200aa//41%//Q0458 
4 

C-NT2RM2001345//VEGETATI BLE INCOMPATIBIUH PROTEI 

N HET-E- 1 . //0. 000000029//334aa//22%//Q00808 

C-NT2RM2001370 

C-NT2RM2001393 

C-NT2RM2001420 

C-NT2RM2001424//Homo sapiens mRNA; cDNA DKFZp586D0 
920 (from clone DKFZp586D0920) . //O// 1621 bp// 100%// 
AL050146 

C-NT2RM2001499//L0W-AFnNITY CATIONIC AMINO ACID T 

RANSPORTER-2 (CAT-2) (CAT2).//7.4E-121//437aa//57% 

//P52569 

C-NT2RM2001504 

C-NT2RM2001524 

C-NT2RM2001544 

C-NT2RM2001547//PR0BABLE PROTEIN DISULFIDE ISOMERA 
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SE P5 PRECURSOR (EC 5.3.4. l).//6.9E-27//90aa//42%/ 
/P38660 

C-NT2RH2001575//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//4.3E-61//312a 
a//44%//P19474 
C-NT2RM2001582 

C-NT2RM2001886//Homo sapiens mRNA for KIAA0710 pro 
tein, complete cds. //0//1000bp//100%//AB014610 
C-NT2RH2001896//CELL DIVISION PROTEIN FTSJ.//5.1E- 
26//204aa//34%//P28692 10 
C-NT2RM2001903//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds. //0//2390bp//99%//AB007931 
C-NT2RM2001930 
C-NT2RM2001935 

C-NT2RM2001936//32. 3 KD PROTEIN IN CWP1-MBR1 INTER 
GENIC REGION. //2. 7E-27//216aa//34%//P28320 
C-NT2RM2001950//HYP0THETI CAL 105.9 KD PROTEIN IN A 
AC3-RFC5 INTERGENIC REGION. //0. 000000 l//212aa//23% 
//P38250 

C-NT2RM2001982 20 
C-NT2RM2001989//NUCLE01AR PROTEIN N0P4 (NUCLEOLAR 
PROTEIN N0P77) . //I. 9E-39//253aa//35%//P37838 
C-NT2RM2001997//PR0TEIN DISULFIDE ISOMERASE PRECUR 
SOR (PDI) (EC 5.3.4.1).//1.3E-10//232aa//28V/Q127 
30 

C-NT2RH2001998//HYP0THETI CAL 85.7 KD PROTEIN C13G 
6.03 IN CHROMOSOME I . //3. IE- 12//206aa//30%//Q09782 
C-NT2RM2002004//LA PROTEIN HOMOLOG (LA RIBONUCLEOP 
ROTEIN) (LA AUTOANTIGEN HOMOLOG) . //0. 000000029//83 
aa//44%//P40796 30 
C- NT2RM20020 1 4//HYP0THETI CAL 81.4 KD PROTEIN IN GR 
EB-FEOA INTERGENIC REGION. //I. lE-89//425aa//41%//P 
46837 

C-NT2RM2002030//Homo sapiens mRNA for Glutamine:fr 
uctose- 6- phosphate ami dotransf erase, complete cds. 
//0//1959bp//99%//AB016789 
C-NT2RM2002049 

C-NT2RM2002055//VACU0IAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS13.//0.00000099//338aa//24%//Q07878 
C-NT2RM2002088//PUTATIVE HETEROGENEOUS NUCLEAR RIB 40 
ONUCLEOPROTEIN X (HNRNP X) (CBP). //5E-62//104aa//5 
7%//Q61990 
C-NT2RM2002091 

C-NT2RM2002100//Homo sapiens mRNA for ATP-dependen 
t RNA hell case, parti al.//0//1807bp//99%//AJ010840 
C-NT2RM2002109//Homo sapiens glioma amplified on c 
hromosome 1 protein (GAC1) mRNA, complete cds.//0/ 
/1868bp//99%//AF030435 

C-NT2RM2002128//PUTATIVE SERINE/THREONINE- PROTEIN 
KINASE PKWA (EC 2. 7. 1. -) . //4. 9E-13//487aa//26V/P4 50 
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C-NT2RM2002142//GASTRULATI0N SPECIFIC PROTEIN G12. 

//8E-31//105aa//47%//P47805 

C-NT2RM2002178//Homo sapiens mRNA; cDNA DKFZp434E0 

335 (from clone DKFZp434E0335).//0//1683bp//99%//A 

L117402 

C-NT2RM4000024//DNA-DI RECTED RNA POLYMERASE III 12 
8 KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE III 
SUBUNIT 2) . 111. IE- 155//381aa//72%//P25167 
C-NT2RM4000061 

C-NT2RM4000104//ZINC FINGER PROTEIN 135.//1.5E-81/ 
/251aa//53%//P52742 

C-NT2RM4000139//R.norvegicus trg mRNA.//2.3E-114// 
1161bp//72%//X68101 

C- NT2RM4000 1 69//I NTRACELLULAR PROTEIN TRANSPORT PR 
OTEIN US01. //4. 8E-13//686aa//23%//P25386 
C-NT2RM4000191//PUTATIVE ATP-DEPENDENT RNA HELICAS 
E PL10. //9. 2E-75//439aa//4l%//P16381 
C-NT2RM4000197 

C-NT2RM4000210//Homo sapiens mRNA for KIAA0712 pro 
tein, complete cds. //0//1926bp//100%//AB018255 
C-NT2RM4000229//Gallus gallus actin filament-assoc 
iated protein (AFAP-110) mRNA, complete cds. //I. IE 
-27//633bp//64%//L20303 

C-NT2RM4000290//Human transducin-like enhancer pro 
tein (TLE3) mRNA, complete cds.//2. 2E-276//li24bp/ 
/97V/M99438 

C-NT2RM4000344//Homo sapiens mRNA for ATP-dependen 
t metal loprotease YME1L. //0//2030bp//99%//AJ132637 
C-NT2RM4000349//Homo sapiens HSPC028 mRNA, complet 
e cds.//0//1827bp//99%//AF083246 
C-lH , 2m000354//LETHAL(2)DENTICLELESS PROTEIN (DTL 
83 PROTEIN) . //1. 5E-21//208aa//35%//Q24371 
C-NT2RM4000386//Mus musculus mRNA for Ten-m3, comp 
lete cds.//0//2156bp//86%//AB025412 
C-NT2RM4000395 

C-NT2RM4000421//Homo sapiens mRNA for nuclear tran 
sport receptor. //0//1730bp//99%//AJ133769 
C-NT2RM4000457//HYP0THETICAL 111.9 KD PROTEIN C22H 
10.03C IN CHROMOSOME I.//8E-20//393aa//24%//Q10297 
C-NT2RM4000471//Homo sapiens cysteine desulfurase 
(nifS) mRNA, completecds.//0//2092bp//99%//AF09702 
5 

C-NT2RM4000486//SALI VARY PROLINE-RICH PROTEIN PREC 
URSOR (CLONES CP3, CP4AND CPS) [CONTAINS: BASIC PE 
PTIDE IB-6; PEPTIDE P-H].//4.8E-ll//242aa//3l%//P0 
4280 

C-NT2RM4000496//SAP1 PROTEIN. 11%. 3E-53//434aa//29% 

//P39955 

C-NT2RM4000511 
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C- NT2RM40OO5 1 5//NEUR0FI LAMENT TRIPLET H PROTEIN (2 

00 KD NEUROFILAMENT PROTEIN) (NF-H) (FRAGMENT).// 

1. lE-ll//394aa//24%//P16884 

C-NT2RM4000520 

C-NT2RM4000585 

C-NT2RM4000595//Homo sapiens leucine- rich repeats 
containing F-box protein FBL3 mRNA, complete cds./ 
/1 . 1 E- 285// 1 293bp//99%//AFl 86273 
C-NT2RP1000018//Homo sapiens mRNA for KIAA0687 pro 
tein, partial cds. //0//1940bp//95%//AB014587 10 
C-NT2RP1000035//Homo sapiens mRNA for KIAA0850 pro 
tein, complete cds.//0//1652bp//99%//AB020657 
C-NT2RP1000040 
C-NT2RP1000063 

C-NT2RP1000086//H. sapiens mRNA for zinc finger pro 
tei n, Hsal 2. //0//1 162bp//99%//X98834 
C-NT2RP1000101 

C- NT2RP 1 000 1 1 1 //COP 1 REGULATORY PROTEIN. //4E- 11 6// 
296aa//51%//P93471 

C-NT2RP1000112 20 
C-NT2RP1000124 

C- NT2RP 1 000 1 30//HEPAT0MA- DERI VED GROWTH FACTOR (HD 
GF) . //4. 5E-50//181aa//60%//P51859 
C-NT2RP1000163//Homo sapiens mRNA for KIAA0948 pro 
tein, complete cds. //0//1889bp//98%//AB023165 
C-NT2RP1000170 
C-NT2RP1000191 

C-NT2RP1000202//ANKYRIN.//lE-25//302aa//34%//Q0235 
7 

C-NT2RP1000243 30 
C-NT2RP1000259 

C-NT2RP1000272//Bomo sapiens TLS- associated protei 
n TASR-2 mRNA, complete cds.//5.8E-114//616bp//93% 
//AF067730 

C-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRN 
A, nuclear gene encoding mitochondrial protein, co 
mplete cds. //I. 3E-275//1249bp//99%//AF053551 
C-NT2RP1000333//ANTI -SILENCING PROTEIN 1.//8.7E-47 
//155aa//58%//P32447 

C-NT2RP1000348//REDUCED VIABILITY UPON STARVATION 40 
PROTEI N 161 . //I . 7E- 15//162aa//30%//P25343 
C-NT2RP1000357 

C-NT2RP1000376//Homo sapiens mRNA; cDNA DKFZp434Al 
02 (from clone DKFZp434A102) . //0//2265bp//95V/AL0 
80187 

C-NT2RP1000413//Homo sapiens mRNA for KIAA0587 pro 
tein. complete cds.//0//1056bp//99%//AB011159 
C-NT2RP1000416 

C-NT2RP1000439//Xenopus laevis chromosome condensa 
tion protein XCAP-G mRNA, complete cds.//1.8E-94// 50 
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1019bp//63%//AFl 11423 

C-NT2RP1000443//QUIN0NE OXIDOREDUCTASE (EC 1.6.5. 
5) (NADPH: QUI NONE REDUCTASE) (ZETA- CRYSTALUN).// 
2. 4E-10//227aa//25%//Q08257 
C-NT2RP1000470//PUTATIVE ATP- DEPENDENT RNA HEUCAS 
E T26G10.1 IN CHROMOSOME III.//2.6E-94//254aa//47% 
//P34580 

C-NT2RP1000478//TUBUUN BETA- 5 CHAIN (CUSS-V).// 

4. 5E-240//445aa//97%//P09653 

C-NT2RP1000481 

C-NT2RP1000493//Homo sapiens mRNA for KIAA0017 pro 
tein, complete cds. //0//2728bp//99%//D87686 
C-NT2RP1000547//C0P-C0ATED VESICLE MEMBRANE PROTEI 
N P24 PRECURSOR (FRAGMENT). //I. IE- 27//193aa//35%// 
P49020 

C-NT2RP1000574//H0ME0B0X PROTEIN MEIS2 (MEIS1-RELA 
TED PROTEIN l).//3.5E-75//151aa//94%//P97367 
C-NT2RP1000581 

C-NT2RP1000630//NECDIN. III. ll-WminJfmiimi 
33 

C-NT2RP1000688 
C-NT2RP1000695 

C-NT2RP1000733//Human mRNA for GSPT1-TK protei n,co 
mplete cds.//0//2057bp//99%//E14379 
C-NT2RP1000738//Homo sapiens Wolf-Hi rschhorn syndr 
ome candidate 2 protein (WHSC2) mRNA, complete cd 
s. //0//2186bp//99%//AF101434 
C-NT2RP100O782//PLATELET-END0THELIAL TETRASPAN ANT 

1 GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN) . III. 2E-30//232aa//30%//035566 
C-NT2RP1000825//GTPASE-ACTIVATING PROTEIN RHOGAP 
(RHO-RELATED SMALL GTPASE PROTEIN ACTIVATOR) (CDC4 

2 GTPASE-ACTIVATING PROTEIN) (P50- RHOGAP) . //8. 2E- 8 
3//334aa//50%//Q07960 

C-NT2RP1000833//Homo sapiens cGMP phosphodi esteras 

e Al (PDE9A) mRNA, complete cds.//0//1494bp//99%// 

AF067223 

C-NT2RP1000846 

C-NT2RP1000851 

C-NT2RP1000856//PIAran-END0THEUAL TETRASPAN ANT 
I GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN). //1.2E-30//232aa//30%//035566 
C-NT2RP1000915//AUT0ANTIGEN NGP-1. III. 7E-19//343aa 
//25%//Q13823 

C-NT2RP1000947//Human E2 ubiquitin conjugating enz 
yme UbcHSB (UBCH5B) mRNA, complete cds. //4.6E-105/ 
/504bp//99%//U39317 

C-NT2RP1000954//RING CANAL PROTEIN (KELCH PROTEI 
N) . III. 4E-23//370aa//28%//Q04652 
C-NT2RP1000958//AUT0ANTI GEN NGP-1. III. 4E-19//343aa 
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//25%//Q13823 

C-NT2RP1000959//Human acidic ribosomal phosphoprot 
ein P0 mRNA, completecds.//2.5E-236//966bp//99%//M 
17885 

C-NT2RP1000966//NUCLE0UN (PROTEIN C23).//8.9E-299 

//554aa//99%//P19338 

C-NT2RP1000980 

C-NT2RP1000988 

C-NT2RP1001011//Drosophila melanogaster putative 4 

3 kDa protein (TH1) mRNA, complete cds.//2.2E-78// 10 

1 529bp//6 1 %//L0 1 790 

C-NT2RP1001014 

C-NT2RP1001395 

C- NT2RP1 00 1 4 1 0//PUTATI VE GTP- BINDING PROTEIN W08E 
3. 3. //8. 9E-141//396aa//67%//P91917 
C-NT2RP1001424 
C-NT2RP1001449 

C-NT2RP1001457//Homo sapiens partial mRNA for beta 

-transducin family protein (putative). //1.2E- 137// 

629bp//100V/AJ005257 20 

C-NT2RP1001466 

C-NT2RP1001475 

C-NT2RP1001482 

C-NT2RP1001494//MALE STERILITY PROTEIN 2.//7.2E-40 
//261aa//27%//Q08891 

C- NT2RP1 00 1 543//MY0- 1 N0SI T0L- 1 - PHOSPHATE SYNTHASE 
(EC 5.5.1. 4) (I PS) . //1 . 6E- 166//506aa//60%//P42803 
C- NT2RP 1 00 1 546//PLATELET- ENDOTHELI AL TETRASPAN ANT 
I GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN) . //1. 6E-30//232aa//30%//035566 30 
C- NT2RP1 00 1 569//SI GNAL RECOGNITION PARTICLE RECEPT 
OR BETA SUBMIT (SR-BETA).//5.8E-121//271aa//89%// 
P47758 

C-NT2RP1001616 

C-NT2RP1001665//CALM0DULIN. //0. 0000005 l//83aa//30% 
//P02594 

C-NT2RP2000006//DNAJ PROTEIN (40 KD HEAT SHOCK CHA 
PERONE PROTEIN) (HSP40).//9.8E-17//79aa//55%//0341 
36 

C-NT2RP2000007 40 
C-NT2RP2000008//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//2.4E-177//726aa//47%//P51523 
C-NT2RP2000032//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-l).//1.8E-22//184aa//34%//Q01 
730 

C-NT2RP2000045//Homo sapiens tumorous imaginal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cd 
s. //0//1390bp//98%//AF061749 
C-NT2RP2000054 

C-NT2RP2000056//PR0TEIN-TYR0SINE PHOSPHATASE EPSIL 50 
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ON PRECURSOR (EC 3.1.3.48) (R-PTP- EPSIL0N).//9.4E 

-16//45aa//100%//P49446 

C-NT2RP2000067 

C-NT2RP2000070//CADHERIN-RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PROTEIN). //3.4E-51//383aa//32%//P33 
450 

C-NT2RP2000079 

C-NT2RP2000088//Homo sapiens mRNA for KIAA0795 pro 
tein, partial cds.//0//2286bp//100%//AB018338 
C-NT2RP2000091 
C-NT2RP2000097 

C-NT2RP2000114//Homo sapiens mRNA for GM3 synthas 
e, complete cds. //0//2244bp//99%//AB018356 
C-NT2RP2000120 

C-NT2RP2000126//P0SSIBLE GLOBAL TRANSCRIPTION ACTI 
VATOR SNF2L. 111. 5E- 1 17//541aa//42V/P41877 
C-NT2RP2000133//Homo sapiens mRNA for KIAA0989 pro 
tein, partial cds. //0//2286bp//99%//AB023206 
C-NT2RP2000147//CLATHRIN COAT ASSEMBLY PROTEIN AP4 
7 (CLATHRIN COAT ASSOCIATED PROTEIN AP47) (GOLCI A 
DAPTOR AP-1 47 KD PROTEIN) (HA1 47 KD SUBUNIT) (CL 
ATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 
MEDIUM CHAIN) . //4. 4E-226//423aa//99%//P35585 
C-NT2RP2000153//GAR2 PROTEIN. //9. 8E-23//31 laa//28% 
//P41891 

C-NT2RP2000157//ML02 PROTEIN. 111. 6E-ll//62aa//40%/ 
/Q09329 

C-NT2RP2000161//Homo sapiens mRNA for KIAA1008 pro 
tein, complete cds.//3.4e-315//1430bp//99%//AB0232 
25 

C-NT2RP2000173 
C-NT2RP2000175 
C-NT2RP2000195 
C-NT2RP2000205 

C-NT2RP2000208//Homo sapiens mRNA for KIAA0892 pro 

tein, partial cds.//0//2898bp//99V/AB020699 

C-NT2RP2000224//INSUUN RECEPTOR SUBSTRATE- 1 (IRS- 

1) . //0. 000043//103aa//28%//P35568 

C-NT2RP2000232 

C-NT2RP2000233 

C-NT2RP2000239 

C- NT2RP2000248//UDP- N- ACETYLGLUCOSAMI NE- - PEPTI DE N 

- ACETYLGLUCOSAMI NYLTRANSFERASE 110 KD SUBUNIT (EC 

2.4.1.-) (0-GLCNAC TRANSFERASE P110 SUBUNIT). //3. 4 

E-21//210aa//33%//P56558 

C-NT2RP2000270 

C-NT2RP2000274 

C-NT2RP2000283 

C- NT2RP2000288//HYP0THETI CAL 111.9 KD PROTEIN C22H 
10.03C IN CHROMOSOME I.//1.6E-27//576aa//25%//Q102 
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97 

C-NT2RP2000297//ZINC FINGER PROTEIN 184 (FRAGHEN 
T) . //3. 3E- 186//256aa//60%//Q99676 
C-NT2RP2000298 

C-NT2RP2000310//Human proline dehydrogenase/prolin 
e oxidase (PRODfl) mRNA f complete cds. //4. 3E-279//1 
193bp//99%//U82381 
C-NT2RP2000328 

C-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MITOCHO 
NDRIAL (EC 2.7.4. 10) (AK3) . //2E- 1 1 l//226aa//92%//P 10 
08760 

C-NT2RP2000346//MYEL0ID DIFFERENTIATION PRIMARY RE 
SPONSE PROTEIN MYD116.//6.3E-115//674aa//46V/P175 
64 

C-NT2RP2000369 
C-NT2RP2000412 

C- NT2RP20004 1 4//HETER0GENE0US NUCLEAR RIBONUCLEOPR 
OTEIN F (HNRNP F).//4.3E-228//415aa//100%//P52597 
C-NT2RP2000422//Homo sapiens N- acetyl glucosamine-p 
hosphate mutase mRNA, complete cds.//0//1757bp//99% 20 
//AF102265 
C-NT2RP2000438 

C-NT2RP2000448//RES1 PROTEIN. //8. 7E-54//392aa//38% 

//P35844 

C-NT2RP2000503 

C-NT2RP2000510 

C-NT2RP2000516 

C-NT2RP2000603 

C-NT2RP2000617 

C-NT2RP2000634//Homo sapiens mRNA for KIAA0614 pro 30 
tein, partial cds.//0//2482bp//99%//AB014514 
C-NT2RP2000656 
C-NT2RP2000658 

C- NT2RP2000668//SERI NE/THREONI NE PROTEIN KINASE PK 
PA (EC 2.7.1.-).//1.3E-27//349aa//32%//Q01577 
C-NT2RP2000704 

C- NT2RP20007 1 0//ASPARTYL- TRNA SYNTHETASE (EC 6.1. 
1. 12) (ASPARTATE-TRNAUGASE)//2.7E-100//488aa//44 
%//032038 

C-NT2RP2000764//NIFS PROTEIN. //6.6E-36//252aa//42% 40 
//P12623 

C-NT2RP2000809//Homo sapiens mRNA for KIAA0873 pro 
tein, partial cds. //0//3347bp//99%//AB020680 
C-NT2RP2000812//DILUTE MYOSIN HEAVY CHAIN, NON-HUS 
CLE (MYOSIN 5A).//0.000000056//179aa//29%//Q99104 
C-NT2RP2000814//GELATI0N FACTOR (ACTIN BINDING PRO 
TEIN 120) (ABP-120).//0.00000011//96aa//29%//P1346 
6 

C- NT2RP20008 1 6//MAGNESI UM- CHELATASE 30 KD SUBUNIT. 
//0. 000000079//172aa//28%//P26174 50 
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C-NT2RP2000819 
C-NT2RP2000841 
C-NT2RP2000845 
C-NT2RP2000863 

C-NT2RP2000880//PR0BABLE TRANSLATION INITIATION FA 
CTOR IF-2.//0//694aa//99%//060841 
C-NT2RP2000892 

C-NT2RP2000931//MATRIN 3. III. 4E-289//467aa//95%//P 
43244 

C-NT2RP2000932//Homo sapiens mRNA; cDNA DKFZp56400 
43 (from clone DKFZp5640043) . //0//2487bp//99%//AL0 
50390 

C-NT2RP2000938 

C-NT2RP2000943//Homo sapiens mRNA for KIAA0755 pro 

tein, complete cds. //0//3458bp//99%//AB018298 

C-NT2RP2000965//Homo sapiens mRNA for fls353, comp 

lete cds.//0//1989bp//96%//AB024704 

C-NT2RP2000985 

C-NT2RP2001036 

C-NT2RP2001044 

C-NT2RP2001056//Homo sapiens mRNA, chromosome 1 sp 
ecific transcript KIAA0488.//0//2749bp//99%//AB007 
957 

C-NT2RP2001065 

C-NT2RP2001070//PUTATIVE PYRIDOXAMINE 5' -PHOSPHATE 
OXIDASE (EC 1.4.3.5)(PNP/PMP OXIDASE). //5.8E- 46// 
222aa//45V/Q20939 

C-NT2RP2001081//SYNAPT0TAOnN IV. //4. 2E-118//430aa 

//54%//P50232 

C-NT2RP2001094 

C-NT2RP2001119 

C-NT2RP2001127//Homo sapiens mRNA for PLU-1 protei 

n. //0//2514bp//99%//AJ132440 

C-NT2RP2001218 

C-NT2RP2001245//MYOSIN HEAVY CHAIN, NONMUSCLE (CEL 
LULAR MYOSIN HEAVY CHAIN) (NMMHC).//2.2E-10//366aa 
//28%//P14105 
C-NT2RP2001381 

C-NT2RP2001397//Homo sapiens mRNA; cDNA DKFZp434Bl 
74 (from clone DKFZp434B174).//0//1495bp//100%//AL 
080146 

C-NT2RP2001427 

C-NT2RP2001601//H(MO sapiens mRNA for KIAA0797 pro 

tein, partial cds.//0//1748bp//99%//AB018340 

C-NT2RP2001675 

C-NT2RP2001721 

C-NT2RP2001907 

C-NT2RP2001969 

C-NT2RP2001976//Mus musculus calmodulin- binding pr 
otein SHA1 (Shal) mRNA, complete cds.//4.7E-177//l 



(2111) 

4219 

538bp//74%//AF062378 
C-NT2RP2002046 
C-NT2RP2002154 
C-NT2RP2002208 

C-NT2RP2002270//AF-9 PROTEIN. //O. OOOOOOl 2//74aa//3 
6%//P42568 

C-NT2RP2002312//Homo sapiens mRNA for CDS2 protei 
n.//0//2333bp//99%//Y16521 

C-NT2RP2002325//Homo sapiens mRNA for Pexllp, comp 
lete cds.//8.4E-254//1158bp//99%//AB015594 10 
C-NT2RP2002385//Homo sapiens synaptic glycoprotein 
SC2 spliced variant mRNA, complete cds.//4.3E-240 
//1105bp//99%//AF038958 
C-NT2RP2002426 

C-NT2RP2002479//Homo sapiens mRNA for ABC transpor 
ter 7 protein, complete cds. //0//2180bp//99%//AB00 
5289 

C-NT2RP2002537//HY?0THETICAL 55.1 KD PROTEIN B041 
6.5 IN CHROMOSOME X.//6.2E-19//288aa//26%//Q 11073 
C-NT2RP2002595//PR0BABLE CALCIUM- BINDING PROTEIN A 20 
LG-2 (PMP41) (ALG-257).//7.5E-35//181aa//42%//P128 
15 

C-NT2RP2O02618//PR0TEIN ARGI NINE N-METHYLTRANSFERA 
SE 2 (EC 2.1.1.-).//1.7E-51//326aa//38%//P55345 
C-NT2RP2002621 
C-NT2RP2002672 

C- NT2RP2002701 //HYPOTHETI CAL 38. 1 KD PROTEIN C2F1 
2.15C IN CHROMOSOME II.//1.9E-14//210aa//30%//0143 
45 

C-NT2RP2002769 30 
C-NT2RP2002862//60S ACIDIC RIBOSOMAL PROTEIN PO (L 
I GHT- INDUCED 34 KD PROTEIN) . //8. 8E-10//203aa//27%/ 
/P29764 

C-NT2RP2002928//Homo sapiens pre-mRNA splicing fac 
tor (PRP17) mRNA. complete cds.//1.9E-136//623bp// 
100%//AF038392 
C-NT2RP2002954 

C-NT2RP2002959//UBI QUI TI N-CONJUGATI NG ENZYME E2-17 
KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN LI CASE) (U 
BIQUITIN CARRIER PROTEIN) (E2(17)KB 2) . //4. 6E-80// 40 
147aa//100%//P51669 

C-NT2RP2002980//30S RIBOSOMAL PROTEIN S10.//0.0000 
0001//98aa//36%//P10129 

C-NT2RP2002986//Homo sapiens mRNA for Kelch motif 

contai ni ng protei n , compl ete cds . //0//2209bp//99%/ 

/AB026190 

C-NT2RP2003108 

C-NT2RP2003117 

C-NT2RP2003121//Mus musculus enhancer of polycomb 
(Epcl) mRNA, completecds.//2.3E-82//642bp//68%//AF 50 
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079765 

C-NT2RP2003125//RING CANAL PROTEIN (KELCH PROTEI 
N) . Ill, 4E-38//539aa//25%//Q04652 
C-NT2RP2003177 
C-NT2RP2003194 

C-NT2RP2003265//Homo sapiens CGI-53 protein mRNA, 
complete cds. //0//1580bp//99%//AF151811 
C-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 mei 
dating protein, complete cds.//0//1526bp//99%//AB0 
06572 

C-NT2RP2003329//PUTATIVE ADENYLATE CYCLASE REGULAT 
ORY PROTEIN. //3. 6E- 14//332aa//32%//P26337 
C-NT2RP2003367 

C-NT2RP2003433//PR0TEIN TRANSPORT PROTEIN SEC61 AL 
PHA SUBUNIT. //5E-131//269aa//91%//P38378 
C-NT2RP2003446 
C-NT2RP2003533 

C-NT2RP2003543//HYP0THFTI CAL TRNA/RRNA METHYLTRANS 
FERASE SLR1673 (EC 2. 1. 1. -). //1. 7E-17//148aa//34%/ 
/P74261 

C-NT2RP2003596 
C-NT2RP2003629 
C-NT2RP2003687 

C-NT2RP2003714//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//5.4E-29//85aa//72%//Q054 
81 

C-NT2RP2003737//UBIQUITIN-CONJUGAnNG ENZYME E2-17 
KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN LIGASE) (UB 
IQUITIN CARRIER PROTEIN) (E2(17)KB 2).//l. 7E-75//1 
47aa//93%//P51669 
C-NT2RP2003793 

C-NT2RP2003952//AH NOPEPTI DASE B (EC 3.4.11.6) (AR 

GINYL AMI NOPEPTIDASE)( ARGI NINE AMINOPEPTIDASE) (CY 

TOSOL AMI NOPEPTI DASE IV) (AP-B).//1.5E-23//200aa// 

30%//009175 

C-NT2RP2003986 

C-NT2RP2004042 

C-NT2RP2004316//Homo sapiens chromosome 1 clone J5 
49L20, WORKING DRAFT SEQUENCE, in unordered piece 
s. //8. 2E-202//926bp//100%//ALO96820 
C-NT2RP2004389//PR0BABLE MITOCHONDRIAL 40S RIBOSOM 
AL PROTEIN S9 PRECURSOR. //9. 3E- 15// 126aa//39%//P38 
120 

C-NT2RP2004392//MNN4 PROTEIN. //1. 4E-ll//143aa//27% 

//P36044 

C-NT2RP2004463 

C-NT2RP2004602 

C-NT2RP2004614//Homo sapiens mRNA for KIAA0922 pro 
tein, partial cds.//0//2040bp//99%//AB023139 
C-NT2RP2004655//Homo sapiens mRNA for leucine rich 
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protein. //8. 5E-233//1061bp//99V/AJ006291 
C- NT2RP2004689//HYP0THETI CAL 192.5 KD PROTEIN C6G 
9. IOC IN CHROMOSOME I . //5. 6E-64//616aa//33%//Q9235 
5 

C- NT2RP200479 1 //PUTATI VE LEUCYL-TRNA SYNTHETASE, C 

YTOPLASMIC (EC 6.1.1.4) (LEUCINE- TRNA LIGASE) (L 

EURS) . //9. 5E- 73//1 53aa//59%//Q10490 

C-NT2RP2004799//PROBABLE SUCCINYL-COA LIGASE [GDP- 

FORMING], BETA-CHAIN PRECURSOR (EC 6.2.1.4) (SUCCI 

NYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA) . //3. 7E- 10 

135//414aa//62%//P53588 

C-NT2RP2004802 

C-NT2RP2004841 

C-NT2RP2004936 

C-NT2RP2004959//P54 PROTEIN PRECURSOR. //0. 00000095 

//297aa//20%//P13692 

C-NT2RP2004999 

C-NT2RP2005000 

C-NT2RP2005001//Homo sapiens mRNA for RIAA0615 pro 
tein, canplete cds.//0//1694bp//99%//AB014515 20 
C-NT2RP2Q05012//Homo sapiens mRNA for SEC63 protei 
n. //0//1693bp//99%//AJ01 1779 
C-NT2RP2005037//ANTI -SILENCING PROTEIN 1.//3.3E-47 
//155aa//59%//P32447 

C-NT2RP2005126//H. sapiens mRNA for RNA hel lease (M 
yc- regulated dead boxprotein).//0//2388bp//98%//X9 
8743 

C-NT2RP2005140 
C-NT2RP2005147 

C-NT2RP2005159 30 
C-NT2RP2005239//Homo sapiens cysteine desulfurase 
(nifS) mRNA, completecds.//0//2087bp//99%//AF09702 
5 

C-NT2RP2005270 

C-NT2RP2005276//Homo sapiens mRNA for Acyl-CoA syn 
thetase 3, complete cds.//0//2122bp//99%//D89053 
C-NT2RP2005293 

C-NT2RP2005315//Homo sapiens mRNA for KIAA0676 pro 
tein, partial cds.//0//1515bp//99%//AB014576 
C-NT2RP2005358//Homo sapiens methyl-CpG binding do 40 
main- containing protein MBD3 (HBD3) mRNA, complete 
cds. //0//2199bp//99%//AF072247 
C-NT2RP2005393//AUT0ANTI GEN NGP- 1 . Ill, 2E-39//224aa 
//35%//Q13823 

C-NT2RP2005436//SPLICING FACTOR, ARGININE/SERINE-R 

ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//1. 2E-13// 

185aa//38%//Q08170 

C-NT2RP2005441 

C-NT2RP2005453 

C-NT2RP2005464 50 
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C-NT2RP2005465//MIT0CH0NDRIAL CARRIER PROTEIN RIM 

2. //3E-44//252aa//41%//P38127 

C-NT2RP2005472 

C-NT2RP2005495 

C-NT2RP2005498//PR0TEIN PHOSPHATASE PP2A, 55 KD RE 
GULATORY SUBUNIT, ALPHA ISOFORM (PROTEIN PHOSPHATA 
SE PP2A B SUBUNIT ALPHA ISOFORM) (ALPHA-PR55) . //5. 
2E-81//166aa//88%//P36876 
C-NT2RP2005509//Homo sapiens CGI -45 protein mRNA, 
complete cds. //0// 1 825bp//99%//AF 1 5 1 803 
C-NT2RP2005520//Hamo sapiens chromosome- associated 
protei n-E (hCAP-E) mRNA, complete cds. //0//3994bp 
//99%//AF092563 

C-NT2RP2005525//Mus musculus kanadaptin mRNA, comp 
lete cds. //2. 4E-304//1687bp//85%//AF035526 
C-NT2RP2005540//Homo sapiens mRNA for KIAA0494 pro 
tein, complete cds. //0//2856bp//99V/AB007963 
C-NT2RP2005549//PUTATIVE LACTOYLGLUTATHI ONE LYASE 
(EC 4.4.1.5) (METHYLGLYOXALASE) (ALDOXETOMUTASE) 
(GLYOXAI^SE I) (GLX I) (KETONE-ALDEHYDE MUTASE) (S 
- D- LACTOYLGLUTATHI ONE METHYLGLYOXAL LYASE). //2E- 20 
//181aa//36%//Q39366 
C-NT2RP2005555 

C-NT2RP2005557//Homo sapiens clone 486790 diphosph 
oinositol polyphosphate phosphohydrolase mRNA, com 
plete cds. //lE-46//576bp//70%//AF062529 
C-NT2RP2005620//Hamo sapiens epsin 2a mRNA, comple 
te cds. //8. 9e-313//1455bp//98%//AF062085 
C-NT2RP2005622 

C-NT2RP2005635//PR0BABLE NH (3) -DEPENDENT NAD(+) SY 
NTHETASE (EC 6.3.5. 1). //IE- ll//128aa//36%//P47623 
C-NT2RP2005637 
C-NT2RP2005640 

C-NT2RP2005654//CYSTEINE STRING PROTEIN (CCCS1).// 

1.2E-13//74aa//45%//P56101 

C-NT2RP2005669//Homo sapiens mRNA for DEDD protei 

n. //3. 9E-209//957bp//99%//AJ010973 

C-NT2RP2005675//Homo sapiens growth suppressor rel 

ated (D0C-1R) mRNA, complete cds.//4.4E-200//908bp 

//99%//AF089814 

C-NT2RP2005683 

C-NT2RP2005690 

C-NT2RP2005712//Homo sapiens mRNA for KIAA0799 pro 
tein, partial cds. //0//1684bp//99%//AB01 8342 
C-NT2RP2005723//HNRNP ARGININE N-METHYLTRANSFERASE 
(EC 2.1.1.-) (0DP1 PROTEIN). //0. 000000003// 169aa/ 
/28%//P38074 
C-NT2RP2005748 

C-NT2RP2005752//Homo sapiens TNFR- rel ated death re 
ceptor-6 (DR6) mRNA, complete cds.//0//1968bp//99% 
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//AF068868 

C-NT2RP2005753//Homo sapiens 1-1 receptor candldat 
e protein mRNA, complete cds. //0//1966bp//99%//AF0 
82516 

C-NT2RP2005763//EUKARY0TIC INITIATION FACTOR 4A (E 
IF-4A) . III. 7E-61//374aa//38%//P47943 
C-NT2RP2005767//G.gallus PB1 gene.//5E-163//1158bp 
//81%//X90849 

C-NT2RP2005773//Homo sapiens pyrrol ine 5-carboxyla 
te reductase isoform (P5CR2) mRNA, complete cds.// 10 
2. 7E-180//656bp//99%//AF151351 
C-NT2RP2005775//NEUR0LYSIN PRECURSOR (EC 3.4.24.1 
6) (NEUROTENSIN ENDOPEPTIDASE) (MITOCHONDRIAL OLIG 
OPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) (MEP) (SO 
LUBLE ANGI OTENSI N- BI NDI NG PROTEIN) (SABP).//2. 1E-2 
13//249aa//85%//Q02038 
C-NT2RP2005781 
C-NT2RP2O05804 

C-NT2RP2005835//SHP1 PROTEIN. //1. 8E-28//208aa//32% 

//P34223 20 

C-NT2RP2005853 

C-NT2RP2005868 

C-NT2RP2005886 

C-NT2RP2005890 

C-NT2RP2005901//Homo sapiens mRNA for KIAA0971 pro 
tein, complete cds. //0//1977bp//99%//AB023188 
C-NT2RP2005933//NUCLE0P0RIN NUP57 (NUCLEAR PORE PR 
OTEI N NUP57) . //5E- 1 l//155aa//34%//P48837 
C-NT2RP2006038 

C-NT2RP2006043//SPLICING FACTOR, ARGININE/SERINE-R 30 

ICfl 4 (PRE-MRNA SPLICING FACTOR SRP75).//1.5E-13// 

185aa//38%//Q08170 

C-NT2RP2006052 

C-NT2RP2006069 

C-NT2RP2006071 

C-NT2RP2006100//Homo sapiens mRNA; cDNA DKFZp564Bl 
02 (from clone DKFZp564B102).//0//1759bp//99V/AL0 
49970 

C-NT2RP2006106 

C-NT2RP2006141 40 
C-NT2RP2006186//Homo sapiens mRNA for KIAA0654 pro 
tei n, parti al cds. //3. 3E- 189//899bp//97%//AB0 14554 
C-NT2RP2006196 
C-NT2RP2006200 

C-NT2RP2006219//H. sapiens mRNA for DGCR6 protein./ 

/I. lE-214//1026bp//97%//X96484 

C-NT2RP2006237 

C-NT2RP2006238 

C-NT2RP2006275//MI CROTUBULE- ASSOCIATED PROTEIN IB 
[CONTAINS: LIGHT CHAINLC1] . //2E-59//388aa//32%//P4 50 
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C-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, c 

omplete cds. III. 8E-274//1236bp//99%//AF035262 

C-NT2RP2006333 

C-NT2RP2006365 

C-NT2RP2006393 

C- NT2RP2006436//ANTERI OR- RESTRI CTED HOMEOBOX PROTE 
IN (RATHKE POUCH HOMEOBOX) . 110. 00000034//50aa//50% 
//Q61658 
C-NT2RP2006456 

C-NT2RP2006464//Homo sapiens mRNA for AND-1 protei 

n. //0//2181bp//99%//AJ006266 

C-NT2RP2006467 

C-NT2RP2006472 

C-NT2RP2006565//Sus scrofa mRNA for SCAMPI protei 
n. //0//1 276bp//84%//Yl 5710 
C-NT2RP2006571//CYT0CHR0ME P450 2G1 (EC 1.14.14.1) 
(CYPIIG1) (P450-NMB) (OLFACTTVE) . //4. 2E-134//486aa 
//50%//P24461 

C-NT2RP2006573//2' ,3* -CYCLIC NUCLEOTIDE 3' -PHOSPHO 
DI ESTERASE (EC 3. 1 . 4 . 37) (CNP) . 110. 0000055// 169aa/ 
/25%//P09543 

C-NT2RP3000031//Homo sapiens mRNA for KIAA0901 pro 
tein, complete cds. //0//2547bp//99V/AB020708 
C-NT2RP3000072 

C-NT2RP3000142//Homo sapiens mRNA for KIAA0592 pro 
tein, partial cds. //0//1404bp//97%//AB01 1164 
C-NT2RP3000220 
C-NT2RP3000251 

C-NT2RP3000252//Homo sapiens GTP-binding protein N 
GB mRNA, complete cds.//0//2388bp//99%//AF120334 
C-NT2RP3000312 

C-NT2RP3000320//Homo sapiens partial mRNA for puta 
tive p621 protein which interacts with transcript! 
on factor Spl.//0//1544bp//100%//AJ242978 
C-NT2RP3000333 
C-NT2RP3000348 

C-NT2RP3000350//PR0BABLE GTP-BINDING PROTEIN HP030 
3. 110. 000000028//185aa//31V/025074 
C-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MITOCHO 
NDRIAL (EC 2.7.4.10) (AK3).//2E-lll//226aa//92%//P 
08760 

C-NT2RP3000361//H(MO sapiens mRNA, complete cds, s 
imilar to yeast pre-mRNA splicing factors, Prpl/Ze 
rl and Prp6. //0//2072bp//98%//AB0I9219 
C-NT2RP3000366//RAS-RELATED PROTEIN RAB-18.//2. IE- 
107//206aa//99%//P35293 

C-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR 
RNA HELICASE (DEAH BOXPROTEIN 13)//1.7E-139//679aa 
//41%//043143 
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C-NT2RP3000403//Homo sapiens formin binding protei 
n 21 mRNA, complete cds.//0//2364bp//99%//AF071185 
C-NT2RP3000484 

C-NT2RP3000527//ZINC FINGER PROTEIN 43 (ZINC PROTE 

IN HTF6) . //4. 8E-28//536aa//27%//P28160 

C-NT2RP3000531//P0LI0VIRUS RECEPTOR PRECURSOR (CD1 

55 ANTI GEN) . Ill . 9E- 12//192aa//30%//P15151 

C- NT2RP3000596//TRI CHOHYAU N . 111. 5E- 17//304aa//28% 

//Q07283 

C-NT2RP3000599 10 

C-NT2RP3000632//ZINC FINGER PROTEIN 84 (ZINC FINCE 

R PROTEIN HPF2).//3E-140//499aa//46%//P51523 

C-NT2RP3000644 

C-NT2RP3000661 

C-NT2RP3000665 

C-NT2RP3000690 

C-NT2RP3000759//ADP-RIB0SYLATI0N FACTOR. //7E-28//1 
76aa//34%//Q94650 

C-NT2RP3000825//NEUR0GENIC LOCUS NOTCH 3 PROTEIN./ 

/2. 5E-36//417aa//31%//Q61982 20 

C-NT2RP3000836 

C-NT2RP3000841 

C-NT2RP3000850 

C-NT2RP3000852 

C-NT2RP3000859 

C-NT2RP3000868//Human ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 
cds. //6. 9E-69//161 lbp//61%//U53445 
C-NT2RP3000869 

C-NT2RP3000901 30 
C-NT2RP3000917//Bomo sapiens Dhnl-like protein mRN 
A, complete cds. //0//3199bp//99%//AF064257 
C-NT2RP3000919//Rattus norvegicus golgi peripheral 
membrane protein p65(GRASP65) mRNA, complete cds. 
111. 7E-185//585bp//88%//AF015264 
C-NT2RP3000980 

C- NT2RP3000994//MATERNAL EFFECT PROTEIN STAUFEN.// 

0. 00000006//78aa//48%//P25159 

C-NT2RP3001004 

C-NT2RP3001081 40 
C-NT2RP3001084 

C-NT2RP3001096//Rattus norvegicus leprecan (lepre 
1) mRNA, complete cds. //1.7E-94//787bp//66%//AF087 
433 

C-NT2RP3001107//PEREGRIN (BR140 PROTEI N).//3E-44// 

260aa//40%//P55201 

C-NT2RP3001109 

C-NT2RP3001116 

C-NT2RP3001119 

C-NT2RP3001133 50 
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C-NT2RP3001140//Hamo sapiens mRNA for KIAA0762 pro 

tein, partial cds. //0//2802bp//99%//AB018305 

C-NT2RP3001155//Hamo sapiens mRNA for AND-1 protei 

n. //0//2732bp//99%//AJ006266 

C-NT2RP3001 176//HYP0THETICAL 65.3 KD PROTEIN IN HA 

D1-SCY1 INTERGENIC REGION. //1. 7E-10//196aa//27%//P 

53154 

C-NT2RP3001214 

C-NT2RP3001216//CYUCIN I (MULTIPLE- BAND POLYPEPTI 
DE I) (FRAGMENT). //0.0000023//137aa//33V/P35663 
C-NT2RP3001221//(^m-BUTYR0BETAINE, 2-0X0GLUTARATE 
DIOXYGENASE (EC 1.14.11.1) (GAMMA- BUTYROBETAINE H 
YDROXYUKE) . //1. 9E-31//353aa//30%//P80193C-NT2RP30 
01236 

C-NT2RP3001239//BCR0TUBULE-ASS0CIATED PROTEIN IB 
(MAPI. 2) (MAPl(X)) [CONTAINS: LIGHT CHAIN LCI].// 
1. 2E-166//395aa//51%//P14873 
C-NT2RP3001260//Homo sapiens mRNA for KIAA0911 pro 
tein, complete cds. //0//2497bp//99%//AB020718 
C-NT2RP3001307 
C-NT2RP3001325 

C-NT2RP3001384//Homo sapiens NAKAP95 mRNA for neig 

hbor of A-kinase anchoring protein 95, complete cd 

s. //0//1213bp//99%//AB025905 

C-NT2RP3001392 

C-NT2RP3001396 

C- NT2RP300 1 398//TRANSCRI PTI ONAL REPRESSOR CTCF.// 
1. 3E-61//374aa//36%//P49711 

C-NT2RP3001407//SCY1 PROTEIN. 110. 00000033//143aa// 

25%//P53009 

C-NT2RP3001420 

C-NT2RP3001426//DNAJ PROTEIN (FRAGMENT). //IE- 16//7 
7aa//46%//033529 

C-NT2RP3001427//WERNER SYNDROME HELICASE HOMOLOG./ 

12. 7E-10//159aa//33%//009053 

C-NT2RP3001457 

C-NT2RP3001472//N0NHIST0NE CHROMOSOMAL PROTEIN 6A. 
//9. 1 E- 1 3//87aa//43%//Pl 1 632 
C-NT2RP3001495//Human oxidoreductase (HHCMA56) mRN 
A, complete cds.//0//1475bp//99%//U13395 
C-NT2RP3001497//Hoeo sapiens multiple membrane spa 
nning receptor TRC8 (TRC8) mRNA, complete cds.//0/ 
/2295bp//99%//AF064801 

C-NT2RP3001529//SP00B-ASS0CIATED GTP-BINDING PROTE 

IN. //lE-61//345aa//42%//P20964 

C-NT2RP3001621 

C-NT2RP3001629 

C-NT2RP3001642//HYP0THEnCAL PROTEIN RIAA0210. //6. 
8E-18//91aa//38%//Q92609 

C-NT2RP3001646//WD-40 REPEAT PROTEIN HSI2.//8.8E-0 
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9//132aa//31%//022468 

C-NT2RP3001676 

C-NT2RP3001679 

C-NT2RP3001799//MY0SIN HEAVY CHAIN, STRIATED MUSCL 

L //l . 6E- 1 l//348aa//27V/P24733 

C- NT2RP300 1 8 1 9//RI NG CANAL PROTEIN (KELCH PROTEI 

N) . 111. 4E-18//249aa//30%//Q04652 

C-NT2RP3001896 

C-NT2RP3001915 

C-NT2RP3001929 10 
C-NT2RP3003193//ZINC FINGER PROTEIN 135.//7.3E-98/ 
/269aa//62%//P52742C-NT2RP3004466 
C-NT2RP3004480//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS35.//3.3E-113//466aa//42%//P34110 
C-NT2RP3004539//Homo sapiens mRNA for KIAA0632 pro 
tein, partial cds. //0//1520bp//99%//AB01 4532 
C-NT2RP3004544//Homo sapiens mRNA for KIAA0554 pro 
tein, partial cds.//0//974bp//95%//AB011126 
C-NT2RP3004569//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN 
B) (ANKYRIN, N0NERYTHR0ID).//0. 000000038// 150aa//2 20 
8%//Q01484 

C-NT2RP3004572//Homo sapiens cofactor of initiator 
function (CIF150) mRNA, complete cds. //0//1770bp/ 
/99%//AF026445 

C-NT2RP3004578//Homo sapiens mRNA for KIAA0477 pro 
tein, complete cds. //0//1639bp//99%//AB007946 
C-NT2RP3004594//Homo sapiens mRNA for AND-1 protei 
n. //0//1807bp//99%//AJ006266 
C-NT2RP3004617//ZINC-BINDING PROTEIN A33. //7. 2E-75 
//464aa//35%//Q02084 30 
C-NT2RP3004618//Homo sapiens putative RNA-binding 
protein Q99 mRNA, complete cds.//0//3972bp//98V/A 
F093097 

C-NT2RP3004669//ETHAN0IAMINE KINASE (EC 2.7.1.82) 
(EASILY SHOCKED PROTEIN). //1. 7E-72//254aa//45%//P5 
4352 

C-NT2RP4000008//CHL0RINE CHANNEL PROTEIN P64.//2.6 
E-98//239aa//64%//P35526 

C- NT2RP400005 1 //SYNAPTONEMAL COMPLEX PROTEIN SC65. 

//4.9E-51//335aa//37%//Q64375 40 

C-NT2RP4000078//Homo sapiens mRNA for KIAA0850 pro 

tein, complete cds. //0//3013bp//99%//AB020657 

C-NT2RP4000109//Homo sapiens mRNA for MEGF5, parti 

al cds. //0//2 1 6 1 bp//99%//AB0 1 1538 

C- NT2RP4000 1 1 1 //CLEAVAGE AND POLYADENYLATION SPECI 

FICITY FACTOR, 100 KDSUBDNIT (CPSF 100 KD SUBUNI 

T).//0//728aa//99V/Q10568 

C-NT2RP4000129 

C-NT2RP4000147//Drosophila melanogaster putative A 
RF1 GTPase activatingprotein (ARF1-GAP) mRNA. comp 50 
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lete cds. //3. 8E-28//528bp//67%//AF011427 

C-NT2RP4000150 

C-NT2RP4000151 

C-NT2RP4Q00159 

C-NT2RP4000185 

C-NT2RP4000210//Homo sapiens mRNA for KIAA0700 pro 
tein, partial cds.//0//4149bp//99%//AB014600 
C-NT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN PREC 
URSOR (AGSA) . //5. 9E- 1 5//1 04aa//40%//Pl 5287 
C-NT2RP4000243//Homo sapiens mRNA for cartil age-as 
sociated protein (CASP) . //0//1932bp//99%//AJ006470 
C-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 

(NDPP-1) . Ill, 7E-84//208aa//76%//Q03173 
C-NT2RP4000259//GLUTATHI ONE PEROXIDASE 2 (EC 1.11. 
1.9). IIS. 5E-29//153aa//43%//023968 
C-NT2RP4000290//HYP0THETI CAL 116.5 KD PROTEIN C20G 
8.09C IN CHROMOSOME I.//3.5E-297//1024aa//55%//P87 
115 

C-NT2RP400031 2/ /ADENYLATE CYCLASE (EC 4.6.1.1) (AT 
P PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE). //1.5E- 26 
//237aa//28%//Q01631 

C-NT2RP4000323//KERATIN, ULTRA HIGH-SULFDR MATRIX 
PROTEIN (UHS KERATIN). //0.0000003//101aa//32%//P26 
372 

C-NT2RP4000355 

C-NT2RP4000360//Homo sapiens mRNA for KIAA0738 pro 
tein, complete cds.//0//4074bp//99%//AB018281 
C-NT2RP4000367//Homo sapiens IkappaB kinase comple 
x associated protein (IKAP) mRNA, complete cds.// 
0//4782bp//99%//AF044195 

C-NT2RP4000370//MIT0CH0NDRIAL PEPTIDE CHAIN RELEAS 
E FACTOR 1 PRECURSOR (MRF-l).//2.6E-77//262aa//54% 
//075570 

C-NT2RP4000376//Homo sapiens mRNA for phospholipas 
e A2 activating protein. //0//2412bp//99%//AJ238243 
C-NT2RP4000381 

C-NT2RP4000398//ZINC FINGER PROTEIN 140.//2.9E-110 
//435aa//50%//P52738C-NT2RP4000415 
C-NT2RP4000417//MANNOSYL-OLIGOSACCHARIDE ALPHA-1, 2 
-MANNOSIDASE (EC 3.2.1.113)(MAN(9)-ALPHA-MANN0SIDA 
SE) (FRAGMENT) . 112. 6E-51//438aa//33%//P45701 
C-NT2RP4000448//Homo sapiens mRNA; cDNA DKFZp566G0 
746 (from clone DKFZp566G0746) . //0//3991bp//99%//A 
L050078 

C-NT2RP4000449 

C-NT2RP4000455//TRANS- ACTING TRANSCRIPTIONAL PROTE 
IN ICPO. 110. 0000003//175aa//27%//P09309 
C-NT2RP4000457//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 15 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 15) 
(UBIQUITIN-SPECIFIC PROCESSING PROTEASE 15) (DEUBIQ 
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UITINATING ENZYME 15).//2.5E-37//291aa//38%//P5010 
1 

C-NT2RP4000480 

C- NT2RP400048 1 //ATP- DEPENDENT RNA HEUCASE D0B1 (H 
RNA TRANSPORT REGULATOR MTR4) . //L 9E-67//721aa//29 
%//Q09475 

C-NT2RP4Q00498//M0B1 PROTEIN (HPS1 BINDER l).//8.8 

E-50//214aa//50%//P40484 

C-NT2RP4000500 

C- NT2RP40005 1 8//ATP- DEPENDENT RNA HEUCASE ROK1.// 10 

1 . 5E- 106//495aa//45%//P45818 

C-NT2RP4000524 

C-NT2RP4000541 

C-NT2RP4000556//SUR4 PROTEIN (SRE1 PROTEIN). //7.4E 

-14//233aa//31%//P40319 

C-NT2RP4000560 

C-NT2RP4000588 

C-NT2RP4000614//Homo sapiens TLS- associated protei 
n TASR-2 mRNA, complete cds. //2.9E-188//863bp//99% 
//AF067730 20 
C-NT2RP4000638 

C-NT2RP4000648//TRANS-ACTI NG TRANSCRIPTIONAL PROTE 
IN ICPO. //O. 00000037//1 75aa//27%//P09309 
C-NT2RP4000657//SP0RE COAT POLYSACCHARIDE BIOSYNTH 
ESIS PROTEIN SPSE.//l.lE-32//350aa//30%//P39625 
C-NT2RP4000704 

C- NT2RP40007 1 3//HYP0THETI CAL 55.1 KD PROTEIN B041 
6.5 IN CHROMOSOME X. //I. lE-13//295aa//27%//Q11073 
C-NT2RP4000724//RETR0VI RUS- RELATED ENV POLYPROTEI 
N. //3. 2E- 191//199aa//78%//P10267 30 
C-NT2RP4000728//Homo sapiens mRNA for KIAA0931 pro 
tein, partial cds. //0//3392bp//95%//AB023148 
C-NT2RP4000737 

C-NT2RP4000739//Homo sapiens mRNA for KIAA1012 pro 
tein, complete cds. //0//3574bp//99%//AB023229 
C- NT2RP400078 1 //HYPOTHETI CAL 27.7 KD PROTEIN IN CP 
T1-SPC98 INTERGENIC REGION. //0. 000000032//67aa//31 
%//P53915 

C-NT2RP4000817//Homo sapiens mRNA for KIAA0470 pro 
tein, complete cds. //0//1927bp//99%//AB007939 40 
C-NT2RP4000833 

C-NT2RP4000837//Homo sapiens mRNA for zinc finger 
protei n SALL1 . //4. 3E-94//810bp//65%//Y18265 
C-NT2RP4000839//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1.//8. 5E-21//271aa//28%//Q00808 
C-NT2RP4000855//AMI NOPEPTI DASE B (EC 3.4.11.6) (AR 
GINYL AMI NOPEPTIDASE)(ARGI NINE AMINOPEPTIDASE) (CY 
TOSOL AMINOPEPTIDASE IV) (AP-B) . //5. 7E-82//324aa// 
48%//009175 

C-NT2RP4000865//ZINC FINGER PROTEIN ZFP-36 (FRAGME 50 
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NT) . //4. 1 E- 85//1 74aa//55%//Pl 64 1 5 
C-NT2RP4000878//MYEL0ID UPREGULATED PROTEIN. //6. 2E 
-91//173aa//87%//035682 

C-NT2RP4000879//UBI QUI TI N-ACTI VATI NG ENZYME El (Al 
S9 PROTEIN). //9.6E-96//513aa//42V/P22314 
C-NT2RP4000925//FIBR0M0DUUN PRECURSOR (FM) (COLLA 
GEN- BINDING 59 KD PROTEIN). //2.6E-26//227aa//36%// 
Q06828 

C-NT2RP4000927//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (OBIQUITIN THIOLESTERASE D 
UB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBI QUI TI NATI NG ENZYME 1).//1. 5E-76//346aa//4 
3%//Q61068 

C-NT2RP4000928//Homo sapiens mRNA for CDS2 protei 
n. //0//2487bp//99%//Y16521 

C-NT2RP4000929//PUTATIVE ATP-DEPENDENT RNA HELICAS 
E MJ1505. //0. 00000014//185aa//25%//Q58900 
C-NT2RP4000955 

C-NT2RP4000973//PR0BABLE PROTEIN DISULFIDE ISOMERA 
SE P5 PRECURSOR (EC 5.3.4. l).//1.4E-26//90aa//42%/ 
/P38660 

C-NT2RP4000975 
C-NT2RP4000979 
C-NT2RP4000984 

C-NT2RP4000989//UNC-47 PROTEIN. //0. 0000082//173aa/ 
/25%//P34579 

C- NT2RP4000997//DNA- DI RECTED RNA POLYMERASE I 135 
KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SUBU 
NIT 2) (RPA135).//0//838aa//87%//P70700 
C-NT2RP4001004//VACU0IAR PROTEIN 8. //3. 7E- 16//401a 
a//26%//P39968 
C-NT2RP4001006 

C-NT2RP4001010//Homo sapiens mRNA for KIAA0964 pro 
tein. complete cds. //0//2482bp//99V/AB023181 
C-NT2RP4001041//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 
C 6. 1. 1. 4) (LEUCINE- -TRNA UGASE)//1. 5E-92//443aa/ 
/44%//Q09996 
C-NT2RP4001057 

C-NT2RP4001064//SYNAPT0NEMAL COMPLEX PROTEIN SC65. 
//6. 7E-51//335aa//37%//Q64375 
C-NT2RP4001079//CALCI UM-TRANSPORTI NG ATPASE 1 (EC 
3.6.1.38) (GOLGI CA2+-ATPASE).//1.3E-123//563aa//4 
6%//P13586 

C-NT2RP4001080//Homo sapiens mRNA for Rodl, comple 
te cds.//0//1439bp//99%//AB023967 
C-NT2RP4001086 

C-NT2RP4001095//D0UBLE-STRANDED RNA-SPECIHC EDITA 
SE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAMINASE) (RNA 
EDITING ENZYME l).//2.6E-17//121aa//36%//P51400 
C-NT2RP4001100 
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C-NT2RP4001117//PR0TEIN TRANSPORT PROTEIN SEC61 AL 
PHA SUBUNI T. Ill . 9E- 1 15//224aa//100%//P38378 
C-NT2RP4001 122//TI PD PROTEI N. //1 . 4E-65//253aa//41% 
//015736 

C-NT2RP4001 126//TRICH0HYALI N. 111. 9E- 18//380aa//26% 

//Q07283 

C-NT2RP4001138 

C-NT2RP4001 1 43//SUCCI NYL- DI AMI NOPI HELATE DESUCCINY 
LASE (EC 3.5.1.18) (SDAP) . //0. 00000021//93aa//33%/ 
/P44514 10 
C-NT2RP4001 148//S0F1 PROTEI N. //1 . 3E- 104//236aa//52 
%//P33750 
C-NT2RP4001149 

C-NT2RP4001 150//NG-CAM RELATED CELL ADHESION HOLEC 
ULE PRECURSOR (NR- CAM) (BRAVO). //3.4E-29//385aa//29 
%//P35331 

C-NT2RP4001174//N0N-GREEN PLASTID TRIOSE PHOSPHATE 
TRANSLOCATOR PRECURSOR (CTPT).//4.7E-29//227aa//3 
5%//P52178 

C-NT2RP4001206//Drosophila mel anogaster strawberry 20 
notch (sno) mRNA, complete cds.//4. 4E-104//1460bp 
//65%//U95760 
C-NT2RP4001207 
C-NT2RP4001210 

C-NT2RP4001 219//PR0BABLE PROTEIN DISULFIDE ISOHERA 
SE P5 PRECURSOR (EC 5.3.4. l).//6.2E-27//90aa//42%/ 
/P38660 

C- NT2RP400 1 228//RI NG CANAL PROTEIN (KELCH PROTEI 

N) . //1 . 8E- 103//508aa//43%//Q04652 

C-NT2RP4001235 30 

C-NT2RP4001256 

C-NT2RP4001260//Homo sapiens mRNA for KIAA0875 pro 
tein, partial cds. //0//2876bp//99%//AB020682 
C-NT2RP4001274//Human transporter protein (gl7) mR 
NA, complete cds.//4.4E-58//U96bp//6i%//U49082 
C-NT2RP4001276//TRI CHOHYALI N. //7. 9E-09//126aa//32% 
//Q07283 

C-NT2RP4001313//MIT0CH0NDRIAL IMPORT RECEPTOR SUBU 
NIT T0M40 (M0M38 PROTEIN) (TRANSLOCASE OF OUTER ME 
MBRANE 40 KD SUBUNI T).//5.9E-17//296aa//29%//P24 39 40 
1 

C-NT2RP4001315//Bos taurus mRNA for Rab5 GDP/GTP e 
xchange factor, RabexS. //8. 5E-213//1129bp//92%//AJ 
001119 

C-NT2RP4001339//Homo sapiens mRNA for AMMERC1 prot 
ein. //9. 2E-160//736bp//99%//AJ007014 
C-NT2RP4001343 

C-NT2RP4001345//Homo sapiens mRNA for LCAT-like ly 
sophospholipase (LLPL), complete cds.//2.7e-310//l 
400bp//100%//AB017494 50 
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C-NT2RP400 1351 //Human ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 
cds. III. 4E-58//2425bp//59%//U53445 
C-NT2RP4001353 

C- NT2RP400 1 372//I RRECULAR CHIASM C-ROUGHEST PROTEI 
N PRECURSOR (IRREC PROTEIN). //1.6E-19//222aa//30%/ 
/Q08180 

C-NT2RP4001373 

C-NT2RP4001375//N0N-RECEPT0R TYROSINE KINASE SPORE 
LYSIS A (EC 2.7.1.112) (TYROSINE- PROTEIN KINASE 
1) . //9. 2E-17//146aa//35%//P18160 
C-NT2RP4001379//HYP0THEnCAL 49.1 KD PROTEIN CUD 
3.06 IN CHROMOSOME I. //2E-53//436aa//30%//Q10085 
C-NT2RP4001407//Homo sapiens mRNA for KIAA0923 pro 
tein, complete cds. //0//2716bp//99%//AB023140 
C-NT2RP4001414//SEPTIN 2 HOMOLOG (FRAGMENT). //7.7E 
-190//422aa//82%//Q14141 

C-NT2RP4001433//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . Ill . 2E- 138//419aa//54%//Q99676 
C-NT2RP4001474//Xenopus laevis putative Zic3 bindi 
ng protein mRNA, complete cds.//2.7E-66//738bp//71 
%//AF129131 

C-NT2RP4001483//2-0X0GLUTARATE DEHYDROGENASE El CO 
MPONENT PRECURSOR (EC1.2.4.2) (ALPHA- KETOGLUTARATE 
DEHYDROGENASE) . //0//962aa//78%//Q02218 
C-NT2RP4001498//ANKYRIN REPEAT-CONTAINING PROTEIN 
AKR1. //lE-27//374aa//29%//P39010 
C-NT2RP4001502 
C-NT2RP4001507 
C-NT2RP4001524 

C-NT2RP4001547//HYP0THEnCAL 45.0 KD PROTEIN IN NO 
T1/CDC39-HMR INTERGENIC REGION. //5. 7E-54//242aa//3 
8%//P25656 

C-NT2RP4001551//Homo sapiens chromatin- specific tr 
anscription el ongationf actor FACT 140 kDa subunit 
mRNA, complete cds.//0//3202bp//99V/AF152961 
C-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3. 
2. -. -) . 1 1 A. 7E-09//216aa//24%//P96902 
C-NT2RP4O01567//ARMADILL0 SEGMENT POLARITY PROTEI 
N. //0. 00000054//213aa//26V/Q02453 
C-NT2RP4001568//ZINC FINGER PROTEIN CCS1.//1.8E-10 
//109aa//36%//P35197 
C-NT2RP4001571 

C-NT2RP4001574//Homo sapiens coat protein gamma-co 
p mRNA, complete cds.//0//3046bp//99%//AF100756 
C-NT2RP4001575//Rattus norvegicus mRNA for ARE1 pr 
otein. //0//1087bp//87V/AJ223830 
C-NT2RP4001592//IS0LEUCYL-TRNA SYNTHETASE (EC 6.1. 
L5) (I SOLEUCI NE— TRNAU CASE) (ILERS).//1.7E-141// 
373aa//47V/P73505 
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C - NT2RP400 1 6 1 0//Homo sapiens mRNA for KIAA0869 pro 
tein, partial cds. //0//1897bp//99%//AB020676 
C-NT2RP4001614 
C-NT2RP4001634 

C-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROTEIN H 

ET18/MMS19. //5. lE-46//234aa//32%//P40469 

C- NT2RP400 1 644//HY0SI N LIGHT CHAIN KINASE (EC 2.7. 

1. 117) (HLCR)V/6.4E-19//lllaa//45%//P25323 

C-NT2RP4001677 

C-NT2RP4001679 10 
C- NT2RP400 1 696//CLEAVAGE AND POLYADENYLATI ON SPECI 
FICITY FACTOR, 100 RDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //4E-10//243aa//25%//Q10568 
C- NT2RP4001 725//GUANI NE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT. //3E-10//128aa//32%//Q10282 
C-NT2RP4001730//UDP-GLUC0SE: GLYCOPROTEIN GLDCOSYLT 
RANSFERASE PRECURSOR (EC 2. 4. 1 . -) (DUGT) . //6. 4E- 17 
0//U68aa//33%//Q09332 
C-NT2RP4001739 

C- NT2RP4001 753//ZI NC FINGER PROTEIN 84 (ZINC FINGE 20 
R PROTEIN HPF2).//3.9E-236//665aa//58%//P51523 
C-NT2RP4001760//PUTATIVE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN). //4. lE-16//263aa//27%//P98174C-NT2R 
P4001790//Homo sapiens mRNA for KIAA1015 protein, 
complete cds. //0//3144bp//99%//AB023232 
C-NT2RP4001803 

C- NT2RP4001 822//PIATELET- ENDOTHELI AL TETRASPAN ANT 

I GEN 3 (PETA-3) (GP2 7) (MEMBRANE GLYCOPROTEIN SFA- 

1) (CD151 ANTIGEN). //1.2E-30//241aa//30%//035566 30 

C-NT2RP4001823//MI CROFI BRI L-ASSOCI ATED GLYCOPROTEI 

N 4.//l.lE-19//77aa//54%//P55083 

C-NT2RP4001828 

C-NT2RP4001838//Homo sapiens CoREST protein (CORES 
T) mRNA, complete cds. //6. 3E-99//555bp//73%//AF155 
595 

C-NT2RP4001861//TRlCH0HYAUN.//lE-35//307aa//34%// 
P37709 

C-NT2RP4001893//Homo sapiens mRNA; cDNA DKFZp56400 
43 (from clone DKFZp5640043) . //0//1306bp//98V/AL0 40 
50390 

C-NT2RP4001896//VEGETATIBLE INCOMPATIBILITY PROTEI 
N HET-E-1.//0. 000000014//345aa//25%//Q00808 
C-NT2RP4001901 

C- NT2RP400 1927//MI CROTUBULE- ASSOCIATED PROTEIN YTM 
1. //I. 3E-38//258aa//32%//Q12024 
C- NT2RP4001 938//TRANSCRI PTI ONAL REPRESSOR CTCF. // 
9. 8E-60//303aa//38%//P49711 
C-NT2RP4OO1946//PROTEIN-L-IS0ASPARTATE O-METHYLTRA 
NSFERASE (EC 2. 1. 1. 77) (PROTEIN- BETA-ASPARTATE MET 50 
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HYLTRANSFERASE) (PIMT) (PROTEIN L-ISOASPARTYL METH 
YLTRANSFERASE) (L-ISOASPARTYL PROTEIN CARBOXYL MET 
HYLTRANSFERASE) . III. 5E-13//211aa//28%//Q43209 
C-NT2RP4001950//GLUTAMIC ACID-RICH PROTEIN PRECURS 
OR, //1. 2E-13//356aa//27%//P13816 
C-NT2RP4001953 
C-NT2RP4001966 
C-NT2RP4001975 

C-NT2RP4002018//RING CANAL PROTEIN (KELCH PROTEI 
N) . //6. 9E-24//370aa//27%//Q04652 
C-NT2RP4002052 

C-NT2RP4002058//PUTATIVE PRE-HRNA SPUCING FACTOR 
RNA HEUCASE (DEAH BOXPROTEIN 13)//lE-137//679aa// 
40%//043143 
C-NT2RP4002071 

C-NT2RP4002078//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//3E-150//722aa//39%//Q054 
81 

C-NT2RP4002081//TOMSCRIPTI0N INITIATION FACTOR II 
A ALPHA AND BETA CHAINS (TFIIA P35 AND P19 SUBUNIT 
S) (TFIIA-42) (TFIIAL).//0.0000067//250aa//31%//P5 
2655 

C-NT2RP4002298 

C-NT2RP4002408//PR0TEIN KINASE CEK1 (EC 2.7.1.-)./ 

/I. 5E-63//159aa//53%//P38938 

C-NT2RP4002791 

C-NT2RP4002888//Homo sapiens mRNA; cDNA DKFZp434Fl 
72 (from clone DKFZp434F172).//0//2557bp//99%//AL0 
80202 

C-NT2RP4002905 

C-NT2RP5003461//RLR1 PROTEIN. //9. 7E-22//177aa//27% 
//P53552 

C-NT2RP5003477//VEGETATI BLE INCOMPATIBILITY PROTEI 

N HET-E- 1 . //5. 5E- 15//280aa//27%//Q00808 

C-NT2RP5003492 

C-NT2RP5003500 

C-NT2RP5003506 

C-NT2RP5003522//NADPH-CYT0CHR0ME P450 REDUCTASE (E 
C 1.6.2.4) (CPR).//3.3E-23//219aa//40%//P37116 
C-NT2RP5003524 
C-NT2RP5003534 

C-0VARC1000006//HI STONE H2A. 1. //I. lE-55//117aa//99 
%//P02262 

C-0VARC1000013//AP0PT0TIC PROTEASE ACTIVATING FACT 
OR 1 (APAF-l).//0.0000042//102aa//32%//014727 
C-0VARC1000014//Homo sapiens GLE1 (GLE1) mRNA, com 
plete cds. 111. 6E-295//1393bp//97%//AF058922 
C-OVARC1000035 

C-0VARC1000060//EXTRACELLULAR RIBONUCLEASE LE PREC 
URSOR (EC 3.1.27.1) (RNASE LE) . //0. 00000032//60aa/ 
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/45%//P80022 

C-0VARC1000087//HIST0NE MACR0-B2A. 1.//1.6E-12//174 
aa//26%//Q02874 

C-0VARC1000091//H0ST CELL FACTOR CI (HCF) (VP16 AC 
CESSORY PROTEIN) (HFC1) (VCAF) (CFF).//8.4E-14//25 
9aa//30%//P51610 
C-0VARC1000113 

C-0VARC1000139//Homo sapiens CGI-21 protein mRNA, 
complete cds. //0//1562bp//99%//AFl 32955 
C-0VARC1000148 10 
C-0VARC1000151//Homo sapiens partial mRNA for puta 
tive protein p38 interacting with transcription fa 
ctor Spl. III. 5E-95//461bp//98V/AJ242975 
C-0VARC1000168 

C-0VARC1000209//0ryza sativa submergence induced p 
rotein 2A mRNA, complete cds.//1.8E-32//511bp//65% 
//AF068332 
C-0VARC1000212 

C-0VARC100024 1//HYP0XI A- I NDUCI BLE FACTOR 1 ALPHA 
(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) (MEMBER 0 20 
F PAS PROTEIN 1) (M0P1) (HIF1 ALPHA). //8.2E-120//3 
51aa//54%//Q16665 

C-0VARC1000288//VACU0LAR AMI NOPEPTI BASE I PRECURSO 
R (EC 3.4.11.22) (POLYPEPTI BASE) (LEUCINE AMINOPEPT 
IBASEIV) (LAPIV) (AMI NOPEPTI BASE III) (AMI NOPEPTI B 
ASE YSCI) . //5. 4E-53//384aa//30%//P14904 
C-0VARC1000304//PR0TEIN MOV- 10. //I. lE-249//519aa// 
87%//P23249 

C-0VARC1O0O309//THRE0NINE SYNTHASE (EC 4.2.99.2)./ 
II. 7E-40//154aa//38%//P29363 30 
C-0VARC1000321 
C-OVARC1000326 

C- 0VARC1 000335//HYP0THETI CAL 39.3 KB PROTEIN IN CC 
N4-WBP1 INTERGENIC REGION. 115. 9E-14//200aa//27V/P 
40004. 

C-0VARC1000347 
C-0VARC1000384 
C-OVARC1000411 
C-OVARC1000420 

C-0VARC1000437//TENSIN. 111. 9E- 181//340aa//84V/Q04 40 
205 

C-0VARC1000443//Homo sapiens mRNA; cBNA BKFZp434A0 
73 (from clone BKFZp434A073).//0//1216bp//99%//AL0 
80126 

C-0VARC1000461 

C-0VARC1000465//PR0TEIN TRANSPORT PROTEIN SEC7. // 

1.2E-25//227aa//25%//P11075 

C-0VARC1000466 

C-0VARC1000473//BUAL SPECIFICITY PROTEIN PHOSPHATA 
SE 3 (EC 3.1.3.48) (EC3.1.3.16) (BOAL SPECIFICITY 50 
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PROTEIN PHOSPHATASE VHR).//3. lE-10//125aa//35%//P5 
1452 

C-0VARC1000479//Homo sapiens mRNA for KIAA0829 pro 

tein, partial cds. //0//1919bp//99%//AB020636 

C-0VARC1000520//Homo sapiens supervillin mRNA, com 

plete cds. 111. 2E-157//892bp//91%//AF051850 

C-0VARC1000564 

C-0VARC1000576 

C-0VARC1000588 

C-0VARC1000605 

C-0VARC1000640 

C-0VARC1000649//Human squamous cell carcinama of e 
sophagus mRNA for GRB-7 SH2 domain protein, comple 
te cds.//0//1812bp//98%//B43772 
C-0VARC1000661 

C-0VARC1000771//RAS-RELATEB PROTEIN RAB-2.//1. 1E-4 
6//121aa//79%//P08886 

C-0VARC1000959//HYP0THETICAL PROTEIN MJ0933.//1.2E 
-17//127aa//33%//Q58343 

C-0VARC1001034//Mus musculus Fn54 mRNA, partial cd 

s. Il\ . 5E- 1 78//1 1 13bp//86%//AF001533 

C-0VARC1001038//Homo sapiens mRNA for Ariadne-2 pr 

otein. //0//1 1 72bp//97%//AJ 1 30978 

C-0VARC1001065//Homo sapiens CGI-12 protein mRNA, 

complete cds. //1E-215//I027bp//98V/AF132946 

C-0VARC1001162 

C-0VARC1001243 

C-0VARC1001296 

C-0VARC1001360 

C-0VARC1001381//Homo sapiens mRNA for candidate tu 

mor suppressor involved in B-CLL//6E-148//683bp// 

99V/AJ224819 

C-0VARC1001425 

C-PLACE1000005 

C-PLACE1000066//SSU72 PROTEIN. //I. lE-39//206aa//43 
%//P53538 

C-PLACE1000142//3-HYBR0XYBUTYRYL-C0A BEHYBRATASE 
(EC 4.2.1.55) (CR0T0NASE).//2.8E-29//134aa//43%//P 
52046 

C-PLACE1000184//Homo sapiens mRNA for KIAA0832 pro 
tein, complete cds.//5.5e-312//1411bp//99V/AB0206 
39 

C-PLACE1000185 

C-PLACE1000213//Homo sapiens mRNA for KIAA0977 pro 
tein, complete cds. //0//1904bp//99%//AB023194 
C-PIACE1000347 
C-PLACE1000374 

C-PLACE1000380//Homo sapiens mRNA for KIAA0853 pro 
tein, partial cds. //0//2208bp//99V/AB020660 
C-PLACE1000383//Homo sapiens mRNA for MTMR1 protei 
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n. //0//753bp//99%//AJ224979 
C-PLACE1000401//POLIOVIRUS RECEPTOR PRECURSOR (CD1 
55 ANTIGEN) . 111. 7E- 30//352aa//3 1 %//Pl 5151 
C-PLACE1000406//PTB- ASSOCIATED SPUCING FACTOR (PS 
F).//l. 2E-132//334aa//72%//P23246 
C-PLACE1000420//7, 8- DI HYDRO- 8- OXOGUANI NE TRIPHOSPH 
ATASE (EC 3.1.6.-) (8-OXO-DGTPASE).//0.0000028//13 
4aa//29%//P53368 
C-PLACE1000435 

C-PLACE1000444 10 

C-PLACE1000562 

C-PLACE1000564 

C- PLACE 1 000588//I NTERFERON- I NDUCED GUANYLATE-BINDI 
NG PROTEIN 1 (GOANI NENUCLEOTI DE- BINDING PROTEIN 
1) . //I. 6E-270//437aa//86%//P32455 
C-PLACE1000596//Homo sapiens mRNA for RIAA0850 pro 
tein, complete cds. //0//2393bp//99%//AB020657 
C-PLACE1000611//Rattus norvegicus neural membrane 
protein 35 mRNA, complete cds.//2E-55//779bp//67%/ 
/AF044201 20 
C-PLACE1000636//MALE STERILITY PROTEIN 2.//1.2E-39 
//261aa//27%//Q08891 
C-PLACE1000716 
C-PUCE1000748 

C-PLACE1000755//Homo sapiens mRNA for Helicase-MO 
I , compl ete cds. //4. 6E-250//1 189bp//97%//AB028449 
C-PLACE1000785//Homo sapiens mRNA for KIAA0648 pro 
tein, partial cds. //0//2002bp//99%//AB01 4548 
C-PLACE1000798 

C-PLACE1000863//PUTATIVE MITOCHONDRIAL 40S RIBOSOM 30 

AL PROTEIN YHR148W.//2.5E-49//181aa//54%//P32899 

C- PLACE1 000909//ANKYR1 N REPEAT-CONTAINING PROTEIN 

AKR1 . III. 6E- 19//404aa//26%//P39010 

C-PLACE1000948 

C-PLACE1000972 

C- PIACE1 000977//BETA- CHI HAERI N (BETA- CHI MERIN) . // 

4. 4E-22//129aa//35%//Q03070 

C-PLACE1001000 

C-PLACE1001092//Homo sapiens sorting nexln 4 mRNA, 
complete cds.//0//1500bp//99%//AF065485 40 
C- PLACE1 00 1 25 7//RI NG CANAL PROTEIN (KELCH PROTEI 
N) . //4. 3E-54//257aa//46%//Q04652 

PLACE 1001 383//ZI NC-FINGER PROTEIN UBI-D4 (APOPTO 
SIS RESPONSE ZINC FINGER PROTEIN REQUIEM) . //3E-33/ 
/138aa//42%//Q61103 

C- PLACE 1 00 1 387//EPI DERMAL GROWTH FACTOR RECEPTOR K 
INASE SUBSTRATE EPS8. 111. 3E- 6 1 // 1 32aa//46%//Ql 2929 
C-PLACE1001399//Homo sapiens chromosome 17. clone 
hRPK. 22JM2, compl etesequence. //0//2118bp//99%//A 
C005412 50 
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C-PLACE1001412 

C-PLACE1001484//Homo sapiens chromosome 20 clone 3 

87E22, WORKING DRAFT SEQUENCE, in unordered piece 

s. //0//1440bp//99%//AL031660 

C-PUCE1001503 

C-PLACE1001570 

C-PLACE1001610 

C-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIOEST 
ERASE, MEDIUM CHAIN (EC 3.1.2.14) (THIOESTERASE I 
I) . //4E-81//263aa//56%//P08635 
C-PLACE1001729 

C- PLACE1 001 739//PUTATI VE ATP-DEPENDENT RNA HELICAS 

E PL10.//3. 5E-75//439aa//41%//P16381 

C- PLACE 1 00 1 78 1 //PROBABLE PHOSPHOMANNOMUTASE (EC 5. 

4. 2. 8) (PMM) . 115. 4E-63//427aa//35V/Q57290 

C-PLACE1001810 

C-PLACE1001817//Homo sapiens ATP-specific succinyl 

-CoA synthetase beta subunit (SCS) mRNA, partial c 

ds. //0//1995bp//99V/AF058953 

C- PLACE 1 00 1 869//L- RI BDLOKI NASE (EC 2.7. 1. 16).//2E- 

27//270aa//31%//P94524 

C-PLACE1001912//Homo sapiens clone 24963 mRNA sequ 
ence, complete cds.//0//1196bp//99%//AF131737 
C-PLACE1001920//Homo sapiens MDC-3. 13 isoform 2 mR 
NA, complete cds.//0//1729bp//99%//AF099935 
C-PLACE1001928 

C- PLACE1 00 1 989//PUTATI VE AMIDASE (EC 3.5. 1.4). III. 
4E-78//496aa//37%//Q49091 

C-PLACE1002046//UGATIN (FRAGMENT) . III. 7E-240//560 

aa//80%//Q61211 

C-PLACE1002072 

C-PLACE1002073//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 

P PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) . 110. 00000 

053//188aa//29%//P49606 

C-PLACE1002140 

C-PLACE1002163 

C-PLACE1002170 

C-PLACE1002433 

C-PLACE1002438//ZINC FINGER PROTEIN 151 (KZ-1 PRO 
TEIN) . 110. 0000042//133aa//29%//Q13105 
C-PLACE1002465 

C-PLACE1002529//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds.//6.7E-214//956bp//94%//AB018256 
C-PLACE1002685//Homo sapiens B cell linker protein 
BLNK mRNA, alternatively spliced, complete cds.// 
0//1750bp//99%//AF068180 

C-PLACE1002722//PR0BABLE G PROTEIN- COUPLED RECEPTO 
R RIAA0001. //9E-45//305aa//33%//Q15391 
C-PLACE1002794 
C-PLACE1002815 
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C-PLACE1002839 
C-PLACE1002851 
C-PLACE1002941 
C-PLACE1002996 
C-PLACE1003045 
C-PLACE1003092 

C-PUCE1003100//HEP27 PROTEIN (PROTEIN D).//2.6E-7 

9//253aa//60%//Q13268C-PLACE1003108 

C-PLACE1003I45 

C- PLACE1 0031 74//UBI QUI TI N- CONJUGATI NC ENZYME E2-18 10 
KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LI CASE) (UBI 
QUI TIN CARRIER PROTEIN) (PM42) . //3. 8E-37//143aa//5 
1%//P42743 

C-PLACE1003190//S0F1 PROTEIN. //I. 9E-110//325aa//48 

%//P33750 

C-PLACE1003200 

C-PLACE1003296//Homo sapiens mRNA; cDNA DKFZp434Gl 
73 (from clone DKFZp434G173).//0//1706bp//99V/AL0 
80133 

C-PLACE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGE 20 
R PROTEIN HPFl).//6.9E-206//396aa//86%//P51522 
C-PLACE1003334 
C-PLACE1003342 

C-PLACE1003353//Homo sapiens breast cancer antiest 
rogen resistance 3 protein (BCAR3) mRNA, complete 
cds. //0//2435bp//99%//U92715 
C-PLACE1003369 

C-PLACE1003602//Homo sapiens mRNA expressed in pla 

centa. //5. 9E-278//1275bp//99%//D83200 

C-PLACE1003611 30 

C-PLACE1003625//ARMADILL0 SEGMENT POLARITY PROTEI 

N. //3. 2E-10//380aa//25%//P18824 

C-PLACE1003704//SPU CING FACTOR, ARGI NI NE/SERI NE- R 

ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//8E-19//20 

9aa//34%//Q08170 

C-PLACE1003711 

C-PLACE1003723 

C-PLACE1003762 

C-PLACE1003771 

C-PLACE1003784 40 

C-PLACE1003923 

C-PLACE1003936 

C-PLACE1003968//5' -AMP- ACTIVATED PROTEIN KINASE, G 

AMMA-1 SUBUNIT (AMPK GAMMA- 1 CHAIN). //2.4E-124//32 

6aa//73%//P80385 

C-PLACE1004104 

C-PLACE1004114 

C- PLACE1 004 1 28//GUANI NE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT 4 (TRANSDUCIN BETA CHAIN 4).//6.1E-l 
81//340aa//96%//P29387 50 
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C-PLACE1004149 
C-PLACE1004156 
C-PLACE1004161 

C-PLACE1004183//Homo sapiens for TOMl-like protei 

n. //O// 1 279bp//97%//AJ01 0071 

C- PLACE1 004 197//BUTYR0PHI LI N PRECURSOR (BT).//4.5E 

-10//208aa//27%//Q62556 

C-PLACE1004203//Homo sapiens GPI -anchored membrane 
protein CDwl08 precursor, mRNA, complete cds.//0/ 
/1882bp//99%//AF069493 
C-PLACE1004258 

C-PLACE1004270//TRANSMEMBRANE PROTEASE, SERINE 2 
(EC 3.4.21.-). //9. 7E-36//389aa//31%//015393 
C-PLACE1004277//Homo sapiens two pore domain K+ ch 
annel (TASR-2) mRNA, complete cds. //0//1498bp//99% 
//AF084830 
C-PLACE1004289 

C-PLACE1004302//S0F1 PROTEIN. //1 . 9E- 1 10//325aa//48 
%//P33750 

C-PLACE1004316//H. sapiens mRNA for apoptosis speci 
fic protein. //0//1767bp//99%//Y11588 
C-PLACE1004358//Homo sapiens connector enhancer of 
KSR-like protein CNKlmRNA, complete cds.//0//2512 
bp//99%//AF100153 
C-PLACE1004376 
C-PLACE1004388 
C-PLACE1004405 

C-PLACE1004428//PRISTAN0YL-C0A OXIDASE (EC 1.3.3. 
-) . //1. 2E-39//385aa//33%//Q63448 
C-PLACE1004437//Human NAD+-specific isocitrate deh 
ydrogenase beta subunlt precursor, mRNA, nuclear g 
ene encoding mitochondrial protein, completecds.// 
0//985bp//99%//U49283 
C-PLACE1004451 

C-PLACE1004460//MATERNAL TUDOR PROTEIN. //0. 0000002 

//218aa//23%//P25823 

C-PLACE1004473 

C-PLACE1004510//Homo sapiens cof actor of initiator 
function (CIF150) mRNA, complete//1.3E-209//954bp 
//99%//AF026445 
C-PLACE1004516 
C-PLACE1004548 

C- PLACE1 004 564//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //0//525aa//99%//Q10568 

C-PLACE1004629//PR0TEIN 0S-9 PRECURSOR. //7.7E- 18// 

264aa//32%//Q13438 

C-PLACE1004645 

C-PLACE1004646//B.taurus mRNA for retinal pigment 
epithelial membrane receptor p63.//4.4E-42//985bp/ 
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/59V/X66277 

C-PLACE1004664 

C-PLACE1004672 

C-PLACE1004674//PR0BABLE CALCIUM- BINDING PROTEIN A 
LG-2 (PHP41) (ALG-257) . //1. 6E-95//191aa//96%//P128 
15 

C-PLACE1004691 
C-PLACE1004722 
C-PLACE1004736 

C-PLACE1004740 10 
C-PLACE1004743//PR0BABLE N-END-RECOGNIZING PROTEIN 
(UBIQUITIN-PROTEIN LIGASE E3 COMPONENT) (N- RECOG 
NIN). 114. 4E-35//578aa//27%//060152 
C-PLACE1004751//Homo sapiens mRNA for alpha2,3-sia 
lyl transferase ST3GalVI, complete cds.//7. 1E-224// 
790bp//98%//AB022918 

C-PLACE1004777//N-CHIMAERIN (NC) (N-CBIMERIN) (ALP 
HA CHIMERIN) (A-CHIMAERIN).//1.9E-32//259aa//32%// 
P30337 

C-PLACE1004804//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 20 
P PYROPHOSPHATE- LYASE) (ADENYLYL CYCLASE) . //4. 7E- 65 
//695aa//29%//Q01631 

C- PLACE100481 4//SPLI CI NG FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//5.9E-19// 
196aa//36%//Q08170 
C-PLACE1004824 

C-PLACE1004868//MALE STERILITY PROTEIN 2.//3.9E-39 

//261aa//27%//Q08891 

C-PLACE1004885 

C- PLACE1 004902//PUTATI VE PRE-MRNA SPLICING FACTOR 30 
ATP- DEPENDENT RNA HELICASE SPAC10F6.02C.//9.3E-11/ 
/94aa//47%//042643 

C-PLACE1004918//L- LACTATE DEHYDROGENASE M CHAIN (E 
C 1. 1. 1. 27) (LDH-A) . //4. 9E-48//198aa//44%//P06151 
C-PLACE1004930//Homo sapiens MDC-3.13 isofonn 2 mR 
NA, complete cds//0//1853bp//98%//AF099936 
C-PLACE1004934 

C-PLACE1004937//SEL-10 PROTEIN. //6. 3E-125//357aa// 
58V/Q93794 

C- PLACE1 004969//HYP0THETI CAL 55. 1 KD PROTEIN B041 40 

6.5 IN CHROMOSOME X.//2E-14//205aa//26%//Q11073 

C-PLACE1004982 

C-PLACE1005026 

C-PLACE1005027 

C-PLACE1005046 

C-PLACE1005077 

C-PLACE1005101//Homo sapiens (clone zapl28) mRNA, 
3' end of cds.//lE-209//1031bp//96%//L40401 
C-PLACE1005102//RING CANAL PROTEIN (KELCH PROTEI 
N) . //2. 6E-56//565aa//30%//Q04652 50 
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C-PLACE1005111 
C-PLACE1005181 

C-PIACE1005187//APAG PROTEIN. //3. 8E- 13//122aa//36% 

//P05636 

C-PIACE1005206 

C-PLACE1005232 

C- PLACE1005243//SERI NE/THREONI NE PROTEIN KINASE PK 
PA (EC 2.7.1.-).//1.3E-27//349aa//32%//Q01577 
C-PLACE1005261 
C-PLACE1005266 

C-PLACE1005277//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds.//3.2E-297//1341bp//100%//AB0111 
82 

C-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP). 
1/2. 3E-13//269aa//28%//P53352 
C-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHO 
NDRIAL (EC 2.7.4.10) (AR3) . //2E- 1 1 l//226aa//92%//P 
08760 

C-PIACE1005308 
C-PLACE1005313 
C-PLACE1005327 
C-PUCE1005335 

C-PLACE1005373//TRNA PSEUDOURIDINE SYNTHASE B (EC 

4.2.1.70) (TRNA PSEUDOURIDINE 55 SYNTHASE) (PSI55 

SYNTHASE) (PSEUDOURIDYLATE SYNTHASE) (URACILHYDROL 

YASE) . //8. 6E-09//194aa//27%//033335 

C-PLACE1005374 

C-PLACE1005480 

C-PLACE1005481 

C-PLACE1005494//Homo sapiens mRNA for transient re 
ceptor potential protein TRP6. //0//1649bp//99%//AJ 
006276 

C-PLACE1005530//HYP0THETICAL 47.6 KD PROTEIN C16C1 
0.5 IN CHROMOSOME III.//5.6E-52//173aa//57%//Q0925 
1 

C-PLACE1005550 
C-PLACE1005554 
C-PLACE1005623 

C-PLACE1005646//Homo sapiens RNA heli case- related 
protein mRNA, completecds.//0//2130bp//99%//AF0832 
55 

C-PLACE1005656//RI BONUCLEOSI DE-DI PHOSPHATE REDUCTA 
SE H2 CHAIN (EC 1.17.4.1) (RIBONUCLEOTIDE REDUCTAS 
E) . //2. lE-148//321aa//83%//P31350 
C-PIACE1005730 
C-PLACE1005755 

C-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOEST 
ERASE. MEDIUM CHAIN (EC 3.1.2.14) (THIOESTERASE I 
I) . III. 5E-79//209aa//53%//P08635 
C-PLACE1005803 
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C-PLACE1005804//Homo sapiens alpha 1,2-iannosidase 
IB mRNA, complete cds.//l. lE-217//994bp//99%//AF0 
27156 

C-PUCE1005851 

C-PUCE1005921//AIG1 PROTEIN. //3E-31//284aa//31%// 
P54120 

C-PLACE1005923 
C-PLACE1005925 
C-PLACE1005934 

C-PLACE1005936 10 
C PLACE1005951 

C-PLACE1005953//GLYC0SYLTRANSFERASE ALG2 (EC 2.4. 
1. -) ■ //6. 7E-30//198aa//37%//P43636 
C-PLACE1005955//VACU0LAR AMINOPEPTIDASE I PRECURSO 
R (EC 3.4.11.22) (POLYPEPTIDASE) //5.4E-54//455aa// 
32%//P14904 

C-PLACE1005966//TRANSCRI PTI ON INITIATION FACTOR TF 
I ID 90 KD SUBUNIT (TAFII-90).//0. 0000001 4//254aa// 
25%//P38129 

C-PLACE1005990 20 
C-PLACE1 00601 l//Homo sapiens mRNA for poly(ADP-rib 
ose) polymerase-2. //0//1564bp//99%//AJ236876 
C-PLACE1006040//Homo sapiens mRNA for alpha endosu 
1 fine. //4. 7E- 161//744bp//99%//X99906 
C-PLACE1006119//Homo sapiens Ran-GTP binding prote 
in mRNA, partial cds.//1.5E-148//681bp//99%//AF039 
023 

C-PLACE1006139 
C-PLACE1006159 

C-PLACE1006167 30 
C-PLACE1006170//Homo sapiens mRNA for KIAA0899 pro 
tein, partial cds.//4.5E-293//953bp//99%//AB020706 
C-PLACE1006195 

C- PLACE1 006 1 96//PUTATI VE ATP- DEPENDENT RNA HEUCAS 
E C12C2. 06. //2. 7E- 1 16//496aa//48%//Q09747 
C-PUCE1006225 
C-PUCE1006236 

C-PLACE1006239//B0NE PROTEOGLYCAN II PRECURSOR (PG 
-S2) (DECORI N) . //2E- 16//244aa//31%//P28675 
C-PLACE1006246 40 
C-PLACE1006325//Homo sapiens mRNA; cDNA DKFZp564Jl 
42 (from clone DKFZp564J142).//3.8E-278//1271bp//9 
9%//AL080066 
C-PLACE1006335 
C-PLACE1006357 

C-PLACE1006385//Homo sapiens epsin 2a mRNA, cample 
te cds. //0//1 168bp//99%//AF062085 
C-PLACE1006412 
C-PLACE1006414 

C-PLACE1006438//ZINC FINGER PROTEIN 165.//2.5E-45/ 50 
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/122aa//43%//P49910 

C-PLACE1006445 

C-PLACE1006470 

C-PLACE1006482//TRANSCRIPTION FACTOR MAFF.//7.7E-5 
5//142aa//85%//Q90595 

C-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD 

PROTEIN (SRP68) . //I. lE-229//367aa//96%//Q00004 

C-PLACE1006492 

C-PLACE1006531 

C-PLACE1006552 

C-PLACE1006598//Homo sapiens clone NH0310K15, WORK 
ING DRAFT SEQUENCE, 4unordered pieces. //0//2182bp/ 
/99%//AC007383 
C-PLACE1006615 

C-PLACE1006626//Homo sapiens mRNA for KIAA0928 pro 
tein, partial cds.//0//1760bp//99%//AB023145 
C-PLACE1006673 

C-PLACE1006678//Homo sapiens mRNA for type II memb 
rane protein, completecds, clone: HP10328.//5.8E- 24 
//734bp//62%//AB015630 
C-PIACE1006704 

C-PIACE1006731//RIB0FIAVIN KINASE (EC 2.7.1.26) (F 
LAVOKINASE) / FHN ADENYLYLTRANSFERASE (EC 2.7.7.2) 
(FAD PYROPHOSPHORYLASE) (FAD SYNTHETASE). //6.9E-1 
3//177aa//33%//Q59263 
C-PLACE1006782 

C-PLACE1006819//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
OG. //9. 8E-213//232aa//80%//P08547 
C-PLACE1006829//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 4) (U 
BIQUITIN-SPECinC PROCESSING PROTEASE 4) (DEUBIQUI 
TINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN).// 
2E-15//188aa//29%//P35123 
C-PLACE1006883 
C-PLACE1006901 

C-PLACE1006917//KSH49 PROTEIN. //5. 5E-12//97aa//35% 

//Q99181 

C-PLACE1006932 

C- PLACE1 006935//HYP0THETI CAL 95.2 KD PROTEIN R144. 
6 IN CHROMOSOME III. //6. 7E-48//278aa//41%//Q10000 
C-PLACE1006956//ATP- DEPENDENT PERMEASE MDL1.//1.3E 
-86//522aa//36%//P97998 

C-PLACE1006958//Homo sapiens mRNA for heat shock p 
rotein apg-1, completecds. //0//1770bp//99V/AB0234 
21 

C-PLACE1006961 
C-PLACE1006962 
C-PLACE1006966 

C-PUCE1007014//36 KD NUCLEOLAR PROTEIN HNP36 (DEL 
AYED-EARLY RESPONSE PROTEIN 12) (DER12).//3.2E-35/ 
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/180aa//33%//Q14542 
C-PLACE1007021 
C-PLACE1007105 
C-PLACE1007178 

C-PLACE1007226//PR0BABLE OXYGEN- INDEPENDENT COPROP 
ORPHYRINOGEN III OXIDASE (EC 1. -.-.-) (COPROPORPHY 
RINOGENASE) (COPROGEN OXIDASE). //lE-42//370aa//31% 
//P54304 
C-PLACE1007238 

C-PLACE1007239//Homo sapiens mRNA for transcript! o 10 
n elongation factor S-II, hS-II-Tl, complete cds./ 
/6. 5E-216//1068bp//96%//D50495 
C-PUCE1007242 

C-PLACE1007243//UNC-47 PROTEIN. //0. 0000001 7//211aa 
//27%//P34579 

C-PLACE1007257//Homo sapiens mRNA for dia-12c prot 

ein. //0//2052bp//99%//Y15908 

C-PLACE1007274 

C-PLACE1007282 

C-PLACE1007301 20 
C-PLACE1007317//Drosophila melanogaster Adrift (ad 
rift) mRNA, complete cds. //4. IE- 17// 1037bp//56%//A 
Fl 17649 
C-PLACE1007342 

C-PLACE1007346//Homo sapiens estrogen- responsive B 
box protein (EBBP) mRNA, complete cds. //0//2366bp 
//99%//AF096870 
C-PLACE1007367 

C-PLACE1007375//PH0RB0L ESTER/DIACYLGLYCEROL-BINDI 
NG PROTEIN UNC-13.//0.00000044//127aa//30%//P27715 30 
C-PLACE1007386 
C-PLACE1007402 

C-PLACE1 007409//WHI TE PROTEIN. //I. lE-64//428aa//32 
%//Q17320 

C- PLACE1 0074 1 6//DI PEPTI DYL PEPTIDASE IV (EC 3.4.1 
4.5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) (TP 
103) (ADENOSINE DEAMINASE COMPLEXING PROTEIN-2) (A 
DABP) . //8. 8E-25//140aa//35%//P27487 
C-PLACE1007450 

C-PLACE1007452 40 

C-PLACE1007460 

C-PLACE1007484 

C- PLACE 1 007488//PUTATI VE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
IASIA PROTEIN H0M0L0G).//5.4E-53//426aa//33V/P527 
34 

C-PLACE1007507 

C- PLACE 1 0075 1 1 //KERATI N , TYPE I CYTOSKELETAL 19 (C 
YTOKERATIN 19) (K19) (CK 19). //1.4E-85//385aa//45% 
//P08728 50 
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C-PLACE1007524 

C-PLACE1007537//Homo sapiens ankyrin repeat-contai 
ning protein ASB-2 mRNA, complete cds.//8.9e-316// 
1485bp//98%//AF159164 
C-PLACE1007544 

C-PLACE1007547//HYP0THETICAL 97.1 KD PROTEIN R05D 
3.4 IN CHROMOSOME III.//lE-49//361aa//36%//P34537 
C-PLACE1007583 

C-PLACE1007598//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //I . 6E- 143//666aa//44%//Q99676 
C-PLACE1007618//Homo sapiens mRNA for KIAA0977 pro 
tein, complete cds. //0//713bp//99%//AB023194 
C-PLACE1007621 

C-PLACE1007632//POUOVIRUS RECEPTOR PRECURSOR. //O. 

0000001//228aa//31V/P32506 

C-PLACE1007645 

C-PLACE1007649//Homo sapiens mRNA for KIAA0977 pro 
tein, complete cds. //0//1952bp//99%//AB023194 
C-PLACE1007688//IA PROTEIN HOMOLOG (IA RIBONUCLEOP 
ROTEIN) (LA AUTOANTIGEN HOMOLOG) . //8. 7E-09//279aa/ 
/28%//Q26457 
C-PLACE1007690 

C-PLACE1007697//GCN20 PROTEIN. Ill, 6E-119//717aa//3 
8V/P43535 

C-PLACE1007706//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds.//0//3431bp//99%//AF061243 
C-PLACE1007725 

C-PUCE1007729//RETR0VIRUS-RELATED PROTEASE (EC 3. 
4. 23. -) . /A. 5E-44//231aa//42%//P10265 
C-PLACE1007730//Homo sapiens mRNA for KIAA0685 pro 
tein, complete cds.//9.2E-294//1504bp//94%//AB0145 
85 

C-PLACE1007746 

C-PLACE1007791//H(mo sapiens IDN3-B mRNA, complete 
cds. //0//1836bp//99%//AB019602 
C-PLACE1007810 
C-PLACE1007843 

C-PLACE1007846//Homo sapiens genomic DNA of 21q22. 
2 Down Syndrome region, segment 3/13.//0//1751bp// 
99%//AP000010 

C-PLACE1007858//Homo sapiens mRNA for KIAA0766 pro 
tein, complete cds.//0//3112bp//99%//AB018309 
C-PUCE1007897 

C-PLACE1007946//MY0SIN HEAVY CHAIN, NON-MUSCLE (ZI 
PPER PROTEIN) (MY0SINII).//2.6E-14//370aa//25%//Q9 
9323 

C-PLACE1007954 

C-PLACE1007955//Homo sapiens cyclin-D binding M>i>- 
like protein mRNA, complete cds. //0//2252bp//99%// 
AF084530 
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C-PLACE1007958//Homo sapiens cAHP-specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds. //0//2300bp 
//99V/AF079529 

C-PUCE1007969//HETER0GENE0US NUCLEAR RIBONUCLEOPR 
OTEIN M (HNRNP M).//l. lE-36//202aa//48%//P52272 
C-PLACE1007990 

C-PLACE1 008000//CHANNEL ASSOCIATED PROTEIN OF SYNA 
PSE-110 (CHAPSYN- 110) (SYNAPTIC DENSITY PROTEIN PSD 
-93) . //6. IE- 14//128aa//39%//Q63622 
C-PLACE1008002//Homo sapiens clone DJ0613C23, WORK 10 
INC DRAFT SEQUENCE, 4unordered pieces. //0//1833bp/ 
/99%//AC005628 

C-PLACE1008044//NUCLEAR PORE COMPLEX PROTEIN NUP10 

7 (NUCLEOPORIN NUP107) (107 RD NUCLEOPORIN) (P105). 

//4. 6e-318//613aa//94%//P52590 

C-PLACE1008095 

C-PLACE1008122 

C-PLACE1008129 

C- PLACE1 008 1 32//HYP0THETT CAL 127.4 RD PROTEIN F07F 
6.4 IN CHROMOSOME 1 1 1 . //1 . 3E-24//395aa//31 V/Q0953 20 
1 

C- PLACE 1 008 1 77//TRI CHOHYALI N . III. 3E-29//487aa//26% 

//P37709 

C-PLACE1008209 

C-PLACE1008273//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT 
PROTEI N) (GAMMA-COP) . Ill . 3E-283//671aa//77%//P536 
20 

C-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7. 

-) . 112. 3E- 18//162aa//37%//P12689 

C-PLACE1008280 30 

C-PLACE1008309 

C-PLACE1008329 

C-PLACE1008356//Homo sapiens mRNA for KIAA0679 pro 
tein, partial cds. //0//1853bp//100%//AB014579 
C-PLACE1008398//GENE 33 POLYPEPTIDE. 111. 3E- 11 4//24 
3aa//87%//P05432 
C-PLACE1008401 

C- PLACE 1 008402//GENERAL VESICULAR TRANSPORT FACTOR 
PI 15 (TRANSCYTOSIS ASSOCIATED PROTEIN) (TAP).//0/ 
/698aa//95%//P41541 40 
C-PUCE1008429//ANKYRIN HOMOLOG PRECURSOR. //3. 1E-1 
l//189aa//32%//Q06527 
C-PLACE1008457 
C-PLACE1008465 
C-PLACE1008488 

C-PLACE1008524//Human DNA sequence from clone 34B2 
1 on chromosome 6pl 2. 1-21.1. Contains part of a ge 
ne for a novel protein with ZU5 domain similar to 
part of Tight Junction Protein ZOl (TJP1) and UNC5 
Homologs, the gene for a novel BZRP (peripheral b 50 
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enzodi azapi ne recepto//0//1980bp//99%//AL031778 

C-PLACE1008531 

C-PLACE1008532 

C-PUCE1008533//101 KD MALARIA ANTIGEN (P101) (ACI 
DIC BASIC REPEAT ANTIGEN).//1. lE-09//62aa//48%//P2 
2620 

C-PLACE1008568 

C-PLACE1008603//NUCLEAR PORE COMPLEX PROTEIN NUP15 

5 (NUCLEOPORIN NUP155) (155 RD NUCLEOPORIN) (P140). 

111. 8E-236//453aa//96%//P37199 

C-PLACE1008621 

C-PLACE1008626 

C-PLACE1008627//Homo sapiens mRNA for cysteine- ric 
h protein. //0//1850bp//99%//AJ006591 
C-PLACE1008629 

C-PLACE1008650//Homo sapiens pleiotropic regulator 
1 (PLRG1) mRNA, complete cds.//0//1548bp//100%//A 
F044333 

C-PIACE1008693 

C-PLACE1008696//Homo sapiens NADH dehydrogenase-ub 
i qui none Fe-S protein8 23 kDa subunit (NDUFS8) gen 
e, nuclear gene encoding mitochondrial protein, co 
mplete cds. //0//3002bp//99V/AF038406 
C-PLACE1008790//IMP0RTIN ALPHA- 6 SUBUNIT (KARYOPHE 
RIN ALPHA-6 SUBUNIT) (IMPORTIN ALPHA S2).//3. 1E-28 
0//533aa//98%//035345 

C-PLACE1008808//Homo sapiens mRNA for cell cycle c 
heckpoint protein radlA.//2.3E-269//1225bp//99%//A 
J004974 

C-PLACE1008813 
C-PLACE1008854 
C-PIACE1008867 
C-PLACE1008887 
C-PLACE1008902 
C-PLACE1008925 

C-PLACE1009020//NIFS PROTEIN. //3. 9E-55//279aa//41% 
//P12623 

C-PLACE1009027//Homo sapiens mRNA for doublecorti 

n. //0//1919bp//99%//AJ003112 

C-PUCE1009045 

C- PLACE1 009060//BR0 1 PROTEIN. //6. 7E-19//567aa//24% 

//P48582 

C-PLACE1009090 

C-PLACE1009091 

C- PLACE1009094//FURI N-U KE PROTEASE 2 PRECURSOR (E 
C 3.4.21.75) (FURIN 2).//1.9E-44//480aa//30%//P304 
32 

C-PLACE1009099//ZINC FINGER PROTEIN 41 (FRAGMENT). 

III. lE-179//452aa//67%//P51814 

C-PIACE1009110 
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C-PLACE1009111 

C- PLACE1 009 1 30//UBI QUI TI N- PR0TEI N LIGASE E3A (EC 

6.3.2.-) (ONCOGENIC PROTEIN- ASSOCIATED PROTEIN E6- 

AP) . //2E-68//181aa//43%//Q05086 

C-PLACE1009158 

C-PUCE1009166 

C-PLACE1009174 

C-PLACE1009186 

C-PLACE1009190 

C-PLACE1009230 10 
C-PLACE1009319//Rattus norvegicus outer membrane p 
rotein (0MP25) mRNA, complete cds; nuclear gene fo 
r mitochondrial product. III. IE- 132//1 229bp//75%//A 
F107295 

C-PLACE1009328 
C-PLACE1009335 
C-PLACE1009338 

C- PLACE1 009368//METAL HOMEOSTASIS FACTOR ATX2.//2. 
5E-10//151aa//29%//Qi2067 

C-PLACE1009375 20 
C-PLACE1009388 

C-PLACE1009404//HYP0THETI CAL 105.6 KD PROTEIN C16C 
9.06C IN CHROMOSOME I . 110. 000000047// 165aa//33%//Q 
09820 

C-PLACE1009434 
C-PLACE1009443 

C-PLACE1009444//PHOSPHATI DYLI NOSI TOL 4-KINASE ALPH 
A (EC 2.7.1.67) (PI 4- KINASE) (PTDINS- 4- KINASE) (PI 
4K-ALPHA) . 111. 8E-71//82aa//89%//P42356 
C-PLACE1009459 30 
C-PLACE1009468//PHOSPHOLIPASE A- 2- ACTIVATING PROTE 
IN (PUP) . //3. lE-289//550aa//93%//P54319 
C- PLACE1 0094 76//PUTATI VE ATP-DEPENDENT RNA HELICAS 
E T26G10.1 IN CHROMOSOME III.//3.9E-40//179aa//37% 
//P34580 

C-PLACE1009524//ARF NUCLEOTI DE-BINDING SITE OPENER 
(ARNO PROTEIN) (ARF EXCHANGE FACTOR) . //8. 1E-99//2 
28aa//75%//Q99418 
C-PLACE1009542 

C-PLACE1009571 40 
C-PLACE1009581 

C-PLACE1009596//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1.//5. lE-54//291aa//40%//Q00808 
C-PLACE1009607 
C-PLACE1009621 

C- PLACE 1 009622//MATERNAL EFFECT PROTEIN STAUFEN.// 
1.3E-60//209aa//41%//P25159 
C-PLACE1009659//MEMBRANE-ASS0CIATED PROTEIN HEM- 2 
(NAP1 PROTEIN) . III. 5E-285//538aa//99%//P55161 
C-PUCE1009665 50 
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C-PLACE1009670//Homo sapiens genethonin 1 mRNA, co 
mplete cds. //0//1854bp//100%//AF062534 
C-PLACE1009708//HYP0THETI CAL 143.3 KD TRP-ASP REPE 
ATS CONTAINING PROTEI NC12G1 2. 13C IN CHROMOSOME I. I 
/7E-33//166aa//43%//Q09876 

C-PLACE1009721//MSF1 PROTEIN. III. 7E-22//176aa//33% 
//P35200 

C-PIACE1009731//AIC1 PROTEIN. Ill . 6E- 22//274aa//28% 
//P54120 

C-PLACE1009763//Homo sapiens mRNA for Nedd8-activa 
ting enzyme hUba3, complete cds.//4.3E-294//1329bp 
//100K//AB012190 
C-PLACE1009794 

C-PLACE1009845//Homo sapiens mRNA for KIAA0905 pro 
tein, complete cds. //0//2685bp//99%//AB020712 
C-PLACE1009886 

C-PLACE1009908//HYP0THETICAL GTP- BINDING PROTEIN I 
N SEH1-PRP20 INTERGENIC REGION. //1.9E-108//277aa// 
43%//P53145 
C-PLACE1009971 

C-PLACE1009992//LIMULUS CLOTTING FACTOR C PRECURSO 
R (EC 3.4.21.84).//4.6E-59//450aa//34%//P28175 
C-PLACE1009995//Homo sapiens mRNA; cDNA DKFZp56401 
23 (from clone DKFZp5640123) . //0//1962bp//99%//AL0 
80122 

C-PLACE1009997//Rattus norvegicus A-kinase anchori 

ng protein AKAP 220 mRNA, complete cds.//5.2E-70// 

736bp//73%//U48288 

C-PLACE1010023 

C-PLACE1010031 

C-PLACE1010053//M.musculus Spnr mRNA for RNA bindi 
ng protein. //6E- 279//1 402bp//94%//X84692 
C-PLACE1010074//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds. //0//2019bp//99%//AF065482 
C-PIACE1010076 

C-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-). III. 4E 

-268//506aa//98%//Q62671 

C-PLACE1010102 

C-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEI 
N) . 111. 3E-114//537aa//44%//Q04652 
C-PLACE1010106//Homo sapiens mRNA; cDNA DKFZp586Ml 
418 (from clone DKFZp586M1418).//0//1974bp//99%//A 
L049385 

C - PLACE 10101 34//TRANSCRI PTI ON REGULATORY PROTEIN S 
NF2 (SWI/SNF COMPLEX COMPONENT SNF2) (REGULATORY P 
ROTEIN SWI2) (REGULATORY PROTEIN GAM1) (TRANSCRIPT 
ION FACTOR TYE3).//1.7E-20//156aa//42%//P22082 
C-PLACE1010148//CYLICIN I (MULTIPLE- BAND POLYPEPTI 
DE I) . 110. 00000O46//431aa//23%//P35662 
C-P1ACE1010194//SPUCING FACTOR, ARGININE/SERINE-R 
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ICH 2 (SPLICING FACT0RSC35) (SC-35) (SPUCINC COMP 
ONENT, 35 RD) (PR264 PROTEIN). //9.8E- 11 //95aa//49% 
//Q01130 
C-PUCE1010202 

C-PLACE1010261//SEGREGATI0N DISTORTER PROTEIN. //I. 
6E-77//214aa//62%//P25722 

C-PLACE1010274//Homo sapiens mRNA; cDNA DKFZp56401 
23 (from clone DKFZp5640123).//0//1964bp//99%//AL0 
80122 

C-PLACE1010293 10 
C-PLACE1010321//N0N-GREEN PLASTID TRIOSE PHOSPHATE 
TRANSLOCATOR PRECURSOR (CTPT).//1. lE-09//350aa//2 
2%//P52178 
C-PLACE1010324 
C-PLACE1010329 

C- PLACE 101 0362// 1 - PHOSPHATI DYLI NOSI TOL PHOSPHODIES 
TERASE PRECURSOR (EC 3.1.4.10) (PHOSPHATI DYLI NOSI T 
OL-SPECIFIC PHOSPHOUPASE C) (PI - PLC). //0. 00000000 
2//126aa//29%//P34024 

C-PLACE1010364 20 
C-PLACE1010383 

C-PLACE1010481//Homo sapiens mRNA for KIAA0836 pro 
tein, partial cds.//0//2121bp//99%//AB020643 
C-PLACE1010491 
C-PLACE1010492 

C-PLACE1010522//Honio sapiens mRNA for DEPP (decidu 
al protein induced byprogesterone) , complete cds./ 
/0//1981bp//99%//AB022718 
C-PLACE1010529 

C-PLACE1010547//INTRACELLULAR PROTEIN TRANSPORT PR 30 
OTEI N USOI . //0. 00000012//616aa//24%//P25386 
C-PLACE1010599//Homo sapiens Pexl4 mRNA for peroxi 
somal membrane anchorprotein, complete cds.//0//19 
04bp//99%//ABO17546 
C-PLACE1010616 

C-PLACE1010622//TR0P0NIN T, CARDIAC MUSCLE ISOFORM 
S (TNTC) . //0. 00000016//120aa//28%//P02642 
C-PLACE1010629 
C-PLACE1010630 

C- PLACE1 01 066 1 //TESTI S-SPECI FI C PROTEIN PBS13.//5. 40 

7E- 75//423aa//39%//Q01 755 

C-PLACE1010714 

C-PLACE1010720//Homo sapiens mRNA for chromosome-a 
ssociated polypeptide-C, complete cds. //4E-299//10 
91bp//99%//AB019987 

C-PLACE1010743//Homo sapiens rayosin-IXb splice var 
iant (Myo9b) mRNA, partial cds.//8.9E-91//668bp//8 
2%//AF020267 

C-PLACE1010771//M.musculus HCNGP mRNA. //7.4E- 168// 
966bp//89%//X68061 50 
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C-PLACE1010786 
C-PLACE1010800 
C-PLACE1010811 

C-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEI N HTF10) (HPF7) . Ill . 3E- 143//407aa//58%//Q0 
5481 

C-PLACE1010877//Homo sapiens mRNA for KIAA0610 pro 
tein, partial cds. //0//1885bp//99W/AB01 1182 
C-PLACE1010900 
C-PLACE2000050 

C-PLACE4000522//NEUR0GENI C LOCUS NOTCH PROTEIN HOM 

OLOG PRECURSOR (XOTCHPROTEI N) . 111. 4E- 191//828aa//4 

8V/P21783 

C-PIACE4000590 

C-PUCE4000638 

C-PIACE4000650//TUBERIN (TUBEROUS SCLEROSIS 2 HOMO 
LOG PROTEI N) . 111. 9E- 17//201aa//34%//P49816 
C-Y79AA1001647 

[112 8] ft^tt«$*£*x-*7. 

6-CSfet/-c54^n-y(7)5'*S^n->l^i| 
£Swi ssProtffi fatttfc3U£Sr- 9 

finition, P|l:tt«fiyij<0ft$ (base):ffi[^ltt(%), b 
yft y Y^f—Z (^Organism, by/t y hr— $<Dkc 
cesion No.co!i(c//T'E^oTlE«ctfc 0 ftjs, ffiRItt 

t&\ 

F-HEMBA1000497//METALL0THI ONEI N-LIKE PROTEIN 2A (M 
T-2A) (MT-K) (MT-lG).//0.13//52//38//P25860 
F- HEMBA1 00 1 750//UBI QUI IT N CARBOXYL- TERMINAL HYDROL 
ASE 64E (EC 3. 1.2. 15) (UBI QUI TIN THIOLESTERASE 64E) 
(UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEU 
BIQUITINATING ENZYME 64E).//2.2e-28//104//59//Q245 
74 

F-HEMBA1003854//VERPR0LIN. //0. 012//138//31//P37370 
F- HEMBA1 004 1 93//NADH- UBI QUI NONE OXIDOREDUCTASE CHA 
IN 4L (EC 1.6.5.3) (FRAGMENT) . //0. 93//39//33//Q371 
31 

F-HEMBA1004860//HIGH POTENTIAL IRON-SULFUR PROTEI 
N, ISOZYME 2 (HIPIP 2) . //0. 90//20//50//P38524 
F-HEMBA1005572//ZINC FINGER PROTEIN 124 (HZF-16)./ 
/7.6e-46//141//58//Q15973 

F-HEMBA1006038//C0LIAGEN ALPHA 1(XII) CHAIN (FRAGM 
ENT) . 110. 0033//32//46//P70560 
F-HEMBA10G6092//VERPR0U N. Ill . 0//62//35//P37370 
F-HEMBA1006406//MATING PHEROMONE ER-10 PRECURSOR 
(EUPLOMONE RIO) . //0. 30//41//36//P12350 
F-HEMBA1006650//MATING-TYPE PHEROMONE BAP1(2) PREC 
URSOR. 110. 089//21//52//Q02593 
F-HEMHA1006812//HEAT SHOCK PROTEIN HTGA (HEAT SHOC 
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K PROTEIN HTPY).//0.38//156//30//P28697 
F-HEMBB1000672 

F- HEHBB 1 00 1 1 9 7//DNA- BI NDI NG PROTEIN 65 (PROTEIN GP 
65) . //I . 0//30//36//P16012 

F- HEMBB1 00 1 87 1 //BONE/CARTI LAGE PROTEOGLYCAN I PREC 
URSOR (BIGLYCAN) (PC-SI). //3.7e-54//241//47//P4785 
3 

F-MAMHA1001252//HYP0THmCAL 9.1 KD PROTEIN IN NIR 
Q 3' REGION (0RF3) . //O. 59//48//39//Q51483 
F-HAMHA1002094 10 
F-NT2RM4000634//T-CELL RECEPTOR BETA CHAIN PRECURS 
OR (ANA 11) . //O. 26//58//27//P06333 
F-NT2RM4000657//1-PH0SPHATIDYLIN0SIT0L-4.5-BISPH0S 
PHATE PHOSPHODIESTERASE DELTA 1 (EC 3.1.4.11) (PLC 
- DELTA- 1) (PHOSPHOUPASE C-DELTA-1) (PLC-III) (FRA 
GMENT) . //8. 9e-20//83//48//P10895 
F-NT2RM4000783//ZINC FINGER PROTEIN (FRAGMENT).// 
1.0//42//40//P19326 

F-NT2RM4000857//INSULIN-LIKE GROWTH FACTOR BINDING 
PROTEIN COMPLEX ACIDLABILE CHAIN PRECURSOR (ALS). 20 
//6. Oe- 23//207//32//002833 

F-NT2RM4001178//H0ME0B0X PROTEIN 0TX3 (Z0TC3).//0. 
012//156//28//Q90267 

F-NT2RM4002420//GLUTAMIC ACID- RICH PROTEIN PRECURS 
OR. //0. 00 1 2//8 1 //37//P 1 381 6 
F-NT2RP2000198//CREB- BINDING PROTEIN. //O. 29//98//3 
7//Q92793 

F-NT2RP2000551//PROTEIN Q300. //0. 00017//23//60//Q0 
2722 

F- NT2RP2000660//HYP0THETI CAL PROTEIN MJ0401.//1.0/ 30 
/41//29//Q57844 

F-NT2RP2001214//MALE SPECIFIC SPERM PROTEIN MST84D 
C. //O. 27//13//61//Q01644 
F-NT2RP2001460//PR0TEIN KINASE C-LIKE (EC 2.7.1. 
-).//0.089//99//29//Q99014 

F- NT2RP200 1 756//ZI NC FINGER PROTEIN MFG-1 (ZINC FI 
NGER PROTEI N 58) (FRAGMENT) . 1 1 A. Oe- 13//177//28//P1 
6372 

F-NT2RP2002056//HYP0THETI CAL 6.0 KD PROTEIN IN TBI 
12 5' REGION. //0. 37//12//75//P53820 40 
F-NT2RP2002677//N0NSPECIFIC LIPID- TRANSFER PROTEIN 
3 PRECURSOR (LTP 3) . //0. 99//61//32//Q42616 
F- NT2RP2002755//0CTAPEPTI DE- REPEAT PROTEIN T2.//3. 
3e- 10//90//35//Q06666F-NT2RP2002843//Cn0CHR0ME B. 
//O. 78//103//26//P48884 

F-NT2RP2003101//ATPASE INHIBITOR, MITOCHONDRIAL HO 
MOLOG. //0. 40//28//46//P37209 
F-NT2RP2003799//HYP0THETICAL PROTEIN MJ0U6. 1.//0. 
80//55//32//P81303 

F-NT2RP2004095 50 
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F-NT2RP2004732 

F-NT2RP2004920//HISTIDINE-RICH, METAL BINDING POLY 

PEPTIDE. //0. 18//18//55//Q48251 

F-NT2RP2005454 

F-NT2RP2005776//P0LY(A) POLYMERASE (EC 2.7.7.19) 
(PAP) (POLYNUCLEOTIDE ADENYLYLTRANSFERASE) (FRAGME 
NT) . 111. 4e-38//136//41//P51003 
F-NT2RP2005806//A-ACGLUTININ ATTACHMENT SUBUNIT PR 
ECURSOR. //4. 0e-08//180//28//P32323 
F-NT2RP2005882 

F-NT2RP3001282//METHYL-ACCEPTING CHEMOTAXIS PROTEI 
N TLPB.//0.0022//69//39//P39217 
F- NT2RP300 1 723//TRANSCRI PTI ONAL REGULATORY PROTEIN 
ALGP (ALGINATE REGULATORY PROTEIN ALGR3) . //O. 0003 
5//127//31//P15276 

F-NT2RP3002099//N0NHIST0NE CHROMOSOMAL PROTEIN HMG 
-17.//0.97//71//28//P05204 

F-NT2RP3003155//CCAAT DISPLACEMENT PROTEIN (HOMEOB 
OX PROTEIN CLOX) (CLOX-1) (FRAGMENT). //0.064//1 10/ 
/34//P39881 

F-NT2RP3004028//NADH-UBI QUI NONE OXIDOREDUCTASE CHA 
I N 5 (EC 1 . 6. 5. 3) (FRAGMENT) . 110. 020//95//29//P155 
83 

F-0VARC1000008//SKIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN). //2.8e-05//165//29//P17437 
F- OVARC 1 000 724/ /SALI VARY PROUNE-RICH PROTEIN PO 
(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAGMENT) . //O. 
035// 1 52//30//P1 0162 

F-0VARC1000751//TRANS-ACTI NG TRANSCRIPTIONAL PROTE 
IN ICPO (VMW118 PROTEIN). //0.38//124//31//P28284 
F-0VARC1001029 

F-PLACE1000814//EC PROTEIN HOMOLOG 2 (FRAGMENT).// 
0.45//61//24//Q42377 

F-PLACE1003030//GALECTIN-3 (GALACTOSE-SPECIFIC LEC 
TIN 3) (MAC-2 ANTIGEN) (I GE-BINDING PROTEIN) (35 KD 
LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) 
(LAMININ- BINDING PROTEIN) (LECTIN L-29).//0. 70//1 
21//32//P47845 

F-PIACE1005549//RH01 GDP-GTP EXCHANGE PROTEIN 1 (P 
ROTEIN KINASE C SUPPRESSOR SKCl).//3.2e-08//205//2 
4//P53046 

F-PLACE1007218//IG KAPPA CHAIN V-III REGION (PC 72 
10).//0.99//52//38//P01668 

[1129] fimttk^fc*^-* 8 . mmm 1 6 vm 

finition, Pfl: JtttE#l0>JI £ (base):ffl[^4(%), h 
yfM y hr-^(7)Accesion No. <Plilc//T'E#JoTlE 
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F-HEHBA1000497 

F-HEMBA1001750//Hinnan mitochondrial genes for seve 
ral tRNAs (Phe. Val, Leu) and 12S and 16S ribosoma 

I RNAs.//6.6e-101//473//99//V00710 
F-HEMBA1003854//Homo sapiens clone RG270D13, *** S 
EQUENCING IN PROGRESS***, 18 unordered pieces. //I. 
7e- 05//4 1 2//61 //AC005081 

F-HEMBA1004193//Human BAG clone RG343H22 from 7q3 
1 , compl ete sequence. //0. 77//466//59//AC002386 10 
F-HEMBA1004860//Human pigment epithelium-derived f 
actor gene, complete cds.//6.7e-07//492//57//U2995 
3 

F-HEMBA1005572//HZF-16=Kruppel -related zinc finger 
gene homolog {alternatively spliced} [human, hepa 
toblastoma cell line, HEP-G2, mRNA, 2080 nt].//2.9 
e- 47/Z34 1 //77//S5464 1 

F-HEMBA1006038//Human DNA sequence from clone 989H 

II on chromosome 22ql3. 1-13. 2, complete sequence./ 

/0. 28//436//59//Z83851 20 
F-HEMBA1006092//Human chromosome 16pl3. 11 BAG clon 
e CIT987SR-29B12 complete sequence. //0. 28//309//60 
//U95738 

F-HEMBA1006406//HS_2268_B2_C07JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2268 Col =14 Row=F, genomic surveysequenc 
e. //3. 7e- 69//340//99//AQ070566 
F-HEMBA1006650//H. sapiens CpG island DNA genoiic M 
sel fragment, clone 5h5, forward read cpg5h5.fla./ 
/9.4e-24//143//96//Z55730 30 
F-HEMBA1006812//X.laevis xUBFalphal mRNA for upstr 
earn binding factor 2.//0.96//234//64//X59863 
F-HEMBB1000672//CIT-HSP-2350H6.TF CIT-HSP Homo sap 
lens genomic clone 2350H6, genomic survey sequenc 
e. //1. 1 e- 68//375//94//AQ059 1 58 
F-HEMBB1001197//Drosophila melanogaster strawberry 
notch (sno) mRNA, complete cds. //2.8e-10//229//66 
//U95760 

F-HEMBB1001871//Equus cabal lus dermatan sulfate pr 
oteoglycan II mRNA, complete cds. //1.2e-27//619//6 40 
2//AF038127 
F-HAMHA1001252 

F-MAMMA1002094//H. sapiens CpG island DNA genomic H 
sel fragment, clone 184g7, forward read cpgl84g7.f 
tla. //3. 4e-29//167//97//Z59993 
F-NT2RM4000634//Chionoecetes opilio (clone C0P41) 
DNA mlcrosatellite repeat regions. //1.4e-21//230// 
73//L49136 

F-NT2RM4000657//Human mRNA for phospholipase C, co 
mplete cds. //0. 029//245//61//D42108 50 
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F-NT2RM4000783//Homo sapiens chromosome 16, cosmid 
clone 330D11 (LANL), compl ete sequence. //3.7e-36// 
324//70//AC005199 

F-NT2RM4000857//RPCI11-49P19.TJ RPCI-11 Homo sapie 
ns genomic clone RPCI-11-49P19, genomic survey seq 
uence. //1. 5e-62//322//97//AQ051961 
F-NT2RM400il78//Streptomyces coelicolor cosmid 7H 
1 . //0. 0025//296//62//AL02141 1 
F-NT2RH4002420//Homo sapiens chromosome 17, clone 
hRPK. 63_AJ, completesequence. //0. 00013//121//76// 
AC005670 

F-NT2RP2000198//Human platelet glycoprotein IX mRN 
A, 3' end.//0.016//246//62//M25827 
F-NT2RP2000551//Rattus norvegicus microsatellite s 
equence clone 82G9.//2.0e-08//223//69//AJ233812 
F-NT2RP2000660//Homo sapiens chromosome 19, cosmid 
R30953, complete sequence. //0. 0073//209//66//AC00 
5622 

F-NT2RP2001214 

F-NT2RP2001460//Homo sapiens PAC clone DJ0905J08 f 
rem 7pl2-pl4, completesequence. //1.0//80//76//AC00 
5189 

F-NT2RP2001756//CIT-HSP-2373P1.TR CIT-HSP Homo sap 
iens genomic clone 2373P1, genomic survey sequenc 
e. 11%. 0e-38//220//94//AQl 10589 
F-NT2RP2002056//Genomic sequence from Human 17, co 
mplete sequence. //1. 2e-80//317//91//AC002094 
F-NT2RP2002677//Homo sapiens chromosome 10 clone C 
IT987SK-1031G15 map 10q25, *** SEQUENCING IN PR0GR 
ESS ***, 1 ordered pieces. //0.032//141//70//AC0060 
97 

F-NT2RP2002755//Homo sapiens genomic DNA of 21q22. 
2 Down Syndrome region, segment 9/13.//1.8e-22//37 
7//69//AP000018 

F-NT2RP2002843//Homo sapiens BAC clone RG030L05 fr 
om 7q22, complete sequence. //6. 5e- 16//31 1//63//AC0 
05050 

F-NT2RP2003101//Human FMR1 gene, 5' end. //0. 32//10 
5//67//L19476 

F-NT2RP2003799//Human DNA for 5' terminal region o 
f LINE-1 transposableelement clone CGLl-4.//1.6e-3 
3//119//96//X52233 

F-NT2RP2004095//HSJ083JUJU)2_MF CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=3083 Col =3 Row=A, genomic survey sequenc 
e. //I . Oe- 1 4//1 54//79//AQ1 06698 
F-NT2RP2004732//CIT-HSP-631P16.TP CIT-HSP Homo sap 
lens genomic clone 631P16, genomic survey sequenc 
e. III. 3e- 20//1 20//99//B79035 
F-NT2RP2004920//Plasaodium falciparum HAL3P4, camp 
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lete sequence. //0. 030//397//59//AL008970 
F-NT2RP2005454//Plasmodium falciparum chromosome 
2, section 47 of 73 of the complete sequence. //0. 97 
//455//56//AE001410 

F-NT2RP2005776//H. sapiens PAP mRNA.//1.0e-33//451/ 
/68//X76770 

F-NT2RP2005806//Mus musculus musculus sex determin 
ing protein (Sry) gene, complete cds.//0.029//412/ 
/60//U70652 

F-NT2RP2005882//Human DNA sequence from PAC 389A20 10 
on chromosome X contains ESTs STS, CpG islands an 
d polymorphic CA repeat. //9.4e-25//155//90//Z93242 
F-NT2RP3001282//RPCI11-52L16.TJ RPCI-11 Homo sapie 
ns genomic clone RPCI-11-52L16, genomic survey seq 
uence. //3. 2e-21//122//100//AQ052775 
F-NT2RP3001723//H. sapiens CpG island DNA genomic M 
sel fragment, clone 13g5, reverse read cpgl3g5.rtl 
a. 111. 2e- 18//163//85//Z56771 
F-NT2RP3002099//Homo sapiens chromosome 17, clone 
hCIT.296_K_l, completesequence.//1.3e-76//351//86/ 20 
/AC005180 
F-NT2RP3003155 

F-NT2RP3004028//Sequence 1 from patent US 5618695. 
//3.3e-13//217//70//I 40055 
F-0VARC1000008////0.0040//674//57//M82836 
F-0VARC1000724//Herpes simplex virus type I immedi 
ate early (IE) gene 3for transcriptional activator 
IE175 (= ICP 4).//l.le-07//519//59//X06461 
F-0VARC1000751//Homo sapiens DNA from chromosome 1 
9, cosmid R29144, complete sequence. //7.2e- 11 //509 30 
//62//AC004221 

F-0VARC1001029//Human DNA sequence from clone 1940 
8 on chromosome 6q24.1-25.3 Contains STS and GSSs, 
complete sequence. //I. 1 e- 05//388//6 1 //AL03 1 769 
F-PLACE1000814//Homo sapiens BAC clone GS011E15 fr 
om 5q31, complete sequence. //1.4e-84//717//78//AC0 
02427 

F-PLACE1003030 

F-PLACE1005549//Human guanine nucleotide regulator 
y protein (NET1) mRNA, complete cds.//4.9e-56//709/ 40 
/68//U02081 

F-PLACE1007218//Homo sapiens chromosome 20 clone R 
P3-387E22, *** SEQUENCING IN PROGRESS in unor 
dered pieces.//3. 1 e- 39//2 1 4 //98//AL03 1 660 

[1130] mm^m%T-?9. 
mmm 1 6 vmtk itzsi?o-> m y *s ^ * - y&m 

{c^6ESTctSTS^^l^cfenBankffi(^tt^^mr-- 

9 
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R-HEHBA1000497//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. III. 4e-38//185//84//U14567 
R-HEMBA1001750//Hansenula wingei mitochondrial DN 
A, complete sequence. III. 7e- 07//399//59//D31 785 
R-HEHBA1003854//Human DNA sequence from clone 224A 

6 on chromosome lp35.1-36.23 Contains part of a ge 
ne similar to Mouse Wnt-4 protein, the genefor CDC 
42 (cell division cycle 42 (GTP-binding protein, 2 
5kD)), ESTs, STSs, GSSs and a CpG Island, complete 

sequence. III. 4e-75//309//85//AL031281 
R-HEMBA1004193//***ALU WARNING: Human Alu-J subfam 
ily consensus sequence. III. 1 e- 34// 1 88/Z8 1 //U 1 4 567 
R-HEMRA1004860//Homo sapiens 12ql3.1 PAC RPCI3-197 
B17 (Roswell Park Cancer Institute Human PAC libra 
ry) complete sequence. //1.3e-06//239//66//AC004241 
R-HEHBA1005572//Homo sapiens chromosome 21 PAC RPC 
IP704E14135Q2, complete sequence. //3. le-21//341//6 
7//AJ010598 

R-HEHBA1006038//Homo sapiens chromosome 19, cosmid 
R34094, complete sequence. //1.7e-24//307//71//AC0 
04678 

R-HEHBA1006092//H. Sapiens mRNA for alpha2-subunit 
of soluble guanylyl cyclase. //0.76//246//62//X6328 
2 

R-HEIffiA1006406//Human DNA sequence from clone 113J 

7 on chromosome Xpll.22-11.4. Contains part of a p 
utative Homeobox (pseudo?) gene, ESTs and anSTS, c 
omplete sequence. III. 3e-31//297//77//AL023574 
R-HEMBA1006650//Homo sapiens BAC clone BK085E05 fr 
om 22ql2. 1-qter, complete sequence. //1.8e-15//350/ 
/65//AC003071 

R-HEHBA1006812//Homo sapiens chromosome X clone RP 
3-424J12, *** SEQUENCING IN PROGRESS in unord 
ered pieces. III. 8e-55//430//81//Z82207 
R-HEHBB1000672//Homo sapiens clone UWGC:y54c283 fr 
om 6p21, complete sequence. //9. le-39//437//71//AC0 
06166 

R-HEHBB1001197//Homo sapiens PAC clone DJ0964C11 f 
rom 7pl4-pl5, compl etesequence. Ill . 5e-37//275//85/ 
/AC004593 

R-HEMBB1001871//Plasmodium falciparum chromosome 1 
2 clone 3D7, *** SEQUENCING IN PROGRESS ***, 5 uno 
rdered pieces. //0.00097//410//59//AC004688 
R-MAlfflA1001252//Homo sapiens clone 201104, *** SEQ 
UENCING IN PROGRESS **\ 4 unordered pieces. //2.9e 
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-13//364//64//AC004529 

R-MAMM1002094//HS_3163J1_A09JR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic ci 
one Plate=3163 Col =17 Row^A, genomic surveysequenc 
e. 115. 9e- 4 1 //2S6//9 1 //AQ 141441 
R-NT2RH4000634//Homo sapiens chromosome 19, cosmid 
R30783, compl ete sequence. Ill . 6e- 2 1 //283//73//AC0 
05258 

R-NT2RM4000657 

R-NT2RH4000783 10 

R-NT2RM4000857//RPCI 11-63K2. TK RPCI-11 Homo sapien 

s genomic clone RPCI-11-63K2, genomic survey seque 

nee. //4. 0e-07//62//98//AQ203073 

R-NT2RM4001178 

R-NT2RM4002420 

R-NT2RP2000198//Homo sapiens Chromosome 16 BAC clo 
ne CIT987-SK37914 -complete genomic sequence, coo 
pi ete sequence. //0. 58//108//67//AC002307 
R-NT2RP2000551//Homo sapiens DNA t pseudoautosoaal 
boundary-1 ike sequencePABL2. IIS. 2e-72//391//87//D3 20 
0043 

R-NT2RP2000660//Homo sapiens chromosome 17, clone 
hRPK.640_I_15, complete sequence. //0. 0058//166//69 
//AC005324 

R-NT2RP2001214//Saccharomyces douglasii mitochondr 
ial tRNA-Ser and tRNA-Phe genes, partial sequence, 
and Varlp (varl) gene, mitochondrial gene encodin 
g mitochondrial protein, complete cds. //0.93//117/ 
/65//U49822 

R-NT2RP2001460 30 
R-NT2RP2001756//CIT-HSP-2382021.TR CIT-HSP Homo sa 
pi ens genomic clone 2382021, genomic survey sequen 
ce. //3. 4e-91//507//92//AQl 14228 
R-NT2RP2002056//Homo sapiens DNA sequence from PAC 

95C20 on chromosome Xpll.3-11.4. Contains STSs an 
d the DXS7 locus with GT and GTG repeat polymorph! 
sms, complete sequence. //0.00022//225//69//Z97181 
R-NT2RP2002677//CIT-HSP-2349K20.TF CIT-HSP Homo sa 
pi ens genomic clone 2349K20, genomic survey sequen 
ce. //3. le- 29//1 78//94//AQ062 168 40 
R-NT2RP2002755//Human DNA sequence from cosmid D65 
A4, between markers DXS366 and DXS87 on chromosome 

X *. //5. 3e- 39//449//72//Z8 1014 
R-NT2RP2002843//Homo sapiens chromosome 17, clone 
hRPR. 22 JJJ2, compl etesequence. //0. 0097//498//59// 
AC005412 

R-NT2RP2003101//CIT-HSP-238301.TR CIT-HSP Homo sap 
lens genomic clone 238301, genomic survey sequenc 
e. //1. 2e-32//344//75//AQ196754 

R-NT2RP2003799////3. 6e-05//408//60//AL010237 50 
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R-NT2RP2004095//Plasmodium falciparum chromosome 4 
strain 3D7, *** SEQUENCING IN PROGRESS ***, in un 
ordered pieces. 111. le- 10//455//61//AL034557 
R-NT2RP2004732//Human DNA sequence from clone 703H 
14 on chromosome lq23.2-24.3 Contains 3' end of a 
novel gene, ESTs, CA repeat (D1S445), STS, GSSs, co 
mplete sequence. IIS. 1 e- 5 1 //383//74//AL03 1 287 
R-NT2RP2004920//Hamo sapiens chromosome 5, PI clon 
e 878H11 (LBNL H45), complete sequence. //0. 062//31 
5//61//AC005219 

R-NT2RP2005454//Human DNA sequence from PAC 121G13 
on chromosome 6 contains flow sorted chromosome 6 
Hindi 1 1 fragment ESTs. polymorphic CA repeat, CpG 
island, CpG island genomic fragments. 110. 7S//246/ 

/63//Z86062 

R-NT2RP2005776//Homo sapiens PAC clone DJ1189D06 f 
rom 7pl5.3-pl4, complete sequence. //0.91//232//61/ 
/AC005232 

R-NT2RP2005806//Human neurofibromatosis type 1 (NF 
1) gene, intron 19a, complete sequence. //1.3e- 19// 
405//66//U37368 

R-NT2RP2005882//Plasmodium falciparum MAL3P1, comp 
lete sequence. III. le-09//533//60//Z97348 
R-NT2RP3001282//Plasmodium falciparum MAL3P8, comp 
lete sequence. I/O. 00026//499//58//AL034560 
R-NT2RP3001723//Human BAC clone RG354L07 from 7q3 
1, complete sequence. //0.00035//337//61//AC002466 
R-NT2RP3002099//Homo sapiens chromosome 17, clone 
hCIT. 296 JU , compl etesequence. Ill . 8e-44//307//86/ 
/AC005180 
R-NT2RP3003155 

R-NT2RP3004028//F14A6-Sp6 IGF Arabidopsis thaliana 
genomic clone F14A6, genomic survey sequence. //0. 9 
5//95//65//B21351 
R-0VARC1000008 

R-0VARC1000724//H(mo sapiens BAC clone RG017R18 fr 
om 7q31, complete sequence. 110. 91//83//71//AC00516 
1 

R-0VARC1000751//HS_2222Jtf _C09_MR CIT Approved Hum 
an Genomic Sperm Library D Homo sapiens genomic cl 
one Plate=2222 Col =18 Row=E, genomic surveysequenc 
e. III. 8e- 1 2//1 76//72//AQ033 143 
R-0VARC1001029//Homo sapiens Xp22 Cosmid U151G1 (f 
rom Lawrence LivermoreX library) and PAC RPCI1-93D 
11 (from Roswell Park Cancer Center) complete sequ 
ence. III. 2e-09//165//75//AC002357 
R-PLACE1000814//Homo sapiens BAC clone GS465N13 fr 
om 7pl5-p21, completesequence.//6.2e-52//514//75// 
AC004744 

R-PLACE1003030//Homo sapiens snRNA activating prot 
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ein complex 190kD subunit (SNAP190) mRNA, coiplete 

cds. //9.6e-33//225//90//AF032387 
R-PLACE1005549//Arabidopsis thaliana genomic DNA, 
chromosome 5, TAC clone: K19P17, complete sequenc 
e. //0. 097//323//61//AB007644 
R-PLACE1007218//Homo sapiens chromosome 20 clone R 
P3-387E22, *** SEQUENCING IN PROGRESS ***, in unor 
dered pieces. //I. le-88//497//91//AL031660 

[ 1 1 3 1. ] tBIilttttSRtSftT-* l 0. 
mm 1 6 "eatfeLfc54^ n-XD5' Wk? o->E9l| 10 
(ctf-fMuman UnigenetS[filtt^^^*r-^ 

tie, PttltttffiW&ftS (base):tl[SH4(%), hy^fc 
> 7 hr-?60Accesion No. <7)liic//T*E#oTfEtfeL 
fc. 4*, ftRltt«)X3T«|fclsiJ:0*"C*)ofc*| 

F-HEMBA1000497//oul5all.xl Soares_NFL_T_GBC_Sl Horn 
o sapiens cDNA clone IMAGE: 1626332 3', mRNA sequen 
ce.//1.0//186//65//AI 018130 

F-HEMBA1001750//Human mRNA for TI-227H.//2.5e-101/ 20 
/473//99//D50525 

F-HEMBA1003854//Homo sapiens mRNA for KIAA1031 pro 
tein, partial cds.//7.2e-06//103//80//AB028954 
F-HEMBA1004193//Homo sapiens mRNA for TL132.//0.75 
//334//59//AJ012755 

F-HEMBA1004860//ny07e01.sl NCI_CGAP_GCB1 Homo sapi 
ens cDNA clone IMAGE: 1271064 3' similar to contain 
s Alu repetitive element;, mRNA sequence. //3. 7e- 06 
//140//70//AA749151 

F-HEMBA1005572//HZF-16=Kmppel -related zinc finger 30 
gene homolog {alternatively spliced} [human, hepa 
toblastoma cell line, HEP-G2, mRNA, 2080 nt].//l.l 
e-48//341//77//S54641 

F-HEMBA1006038//Homo sapiens gene for insulin rece 
ptor substrate-2, complete cds. //0. 036//297//60//A 
B000732 

F-HEMBA1006092//ab80fl2.sl Stratagene fetal retina 
937202 Homo sapiens cDNA clone IMAGE: 853295 3' si 
milar to contains Alu repetitive element;, mRNA se 
quence. //0. 65//150//63//AA663266 40 
F-HEMBA1006406//ws26ell.xl NCI_CGAP_CC6 Homo sapie 
ns cDNA clone IMAGE: 2498348 3' similar to TR: 00271 
0 002710 GAG P0LYPR0TEIN. ;, mRNA sequence. //I. 4e- 
32//518//67//AI 989639 

F-HEMBA1006650//Homo sapiens Arp2/3 protein comple 
x subunit p20-Arc (ARC20) mRNA, complete cds.//1.3 
e- 19//136//90//AF006087 

F-HEMBA1006812//zh49f01 . si Soares_fetal_liver_sple 

enJNFLS_Sl Homo sapiens cDNA clone IMAGE: 415417 

3\ mRNA sequence. //1.3e-120//579//98//W80404F-HEM 50 
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BB1000672//Homo sapiens mRNA for HAA1040 protein, 
parti al cds. //0. 00047//706//57//AB028963 
F-HEMBB1001197//tq45e03.xl NCI.CGAPJJtl Homo sapie 
ns cDNA clone IMAGE: 2211772 3' similar to TR:00194 

0 001940 STRAWBERRY NOTCH ;, mRNA sequence. //1.2e- 
16//117//92//AI 580023 

F-HEMBB1001871//Human chondral tin/dermatan sulfate 
proteoglycan (PG40) core protein mRNA, complete c 
ds. //4. 6e-26//527//62//M14219 
F-MAMMA1001252 
F-MAMMA1002094 

F-NT2RM4000634//DKFZp434D1813_rl 434 (synonym: hte 
s3) Homo sapiens cDNAclone DKFZp434D1813 5' , mRNA 
sequence. //9. 7e- 16//226//69//AL040136 
F-NT2RM4000657//Homo sapiens mRNA for KIAA1069 pro 
teln, partial cds.//7.6e-179//817//99//AB028992 
F-NT2RM4000783//wd82fD6.xl NCI_CCAP_Lu24 Homo sapi 
ens cDNA clone IMAGE: 2338115 3', mRNA sequence.// 
1.8e-20//470//65//AI703299 

F-NT2RM4000857//Homo sapiens KIAA0416 mRNA, partia 

1 cds. III. 9e-46//749//65//AB007876 
F-NT2RM4001178//Homo sapiens protein tyrosine phos 
phatase (PAC-1) mRNA.complete cds.//0.0024//254//6 
3//L11329 

F-NT2RM4002420//wg39f 1 1 . xl Soares_NSF_F8_9W_0TJPA_ 
P_S1 Homo sapiens cDNAclone IMAGE: 2367501 3' simil 
ar to contains element LI LI repetitive element ;, 
mRNA sequence. //1. 4e-13//127//84//AI 742251 
F-NT2RP2000198//Human mRNA for platelet glycoprote 
in IX.//0.0033//241//62//X52997 
F-NT2RP2000551//ze37dl2.sl Soares retina N2b4HR Ho 
mo sapiens cDNA clonelMAGE: 361175 3' , mRNA sequenc 
e. //5. 0e-07//l 16//71//AA017066 
F-NT2RP2000660//qx01gll.xl NCI_CGAP_Brl4 Homo sapi 
ens cDNA clone IMAGE: 1999364 3\ mRNA sequence.// 
0.027//120//65//AI 225283 
F-NT2RP2001214 

F-NT2RP2001460//wb50hl0.xl NCI_CGAP_GC6 Homo sapie 
ns cDNA clone IMAGE: 2309155 3' , mRNA sequence. //0. 
0013//89//78//AI 651878 

F-NT2RP2001756//zw54el2. si Soares_total_fetus_Nb2H 
F8_9w Homo sapiens cDNA clone IMAGE: 773902 3' si mi 
lar to TR:G456660 G456660 ZINC FINGER PROTEIN ZFP- 
1 ;, mRNA sequence. //2. 3e- 18//120//93//AA427992 
F-NT2RP2002056//tw44g09.xl NCI.CGAPJItl Homo sapie 
ns cDNA clone IMAGE: 2262592 3' similar to contains 
Alu repetitive element;, mRNA sequence. //2.4e-07/ 
/99//79//AI8U687 
F-NT2RP2002677 

F-NT2RP2002755//zj 83dl0. si Soares.fetalJ i ver_spl e 
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enJNFLS_Sl Homo sapiens cDNA clone IMAGE: 461491 
3* similar to contains element TAR1 repetitive ele 
ment ;, mRNA sequence. //1 . 9e- 19//229//76//AA705059 
F-NT2RP2002843//wt88dl2.xl NCI_CGAP_GC6 Homo sapie 
ns cDNA clone IMAGE: 2514551 3' similar to TR:P7952 
2 P79522 MHC CLASS I REGION PROLINE RICH PROTEIN. 
;, mRNA sequence. //8. 2e-15//31 4//67//AI 964055 
F-NT2RP2003101//wi65a03.xl NCI_CGAP_Kidl2 Homo sap 
iens cDNA clone IMAGE: 2398156 3' , mRNA sequence.// 
0. 38//106//68//AI 763133 10 
F-NT2RP2003799//Homo sapiens mRNA; cDNA DKFZp564Cl 
42 (from clone DKFZp564C142).//2.5e-29//124//91//A 
L049979 
F-NT2RP2004095 

F-NT2RP2004732//Homo sapiens mRNA for KIAA0884 pro 
tei n. parti al cds. III. 6e- 109//533//96//AB020691 
F-NT2RP2004920//wz68dl0.xl NCLCGAPJellS Homo sap 
iens cDNA clone IMAGE: 2563219 3' similar to TR:000 
172 000172 UNE-1 REVERSE TRANSCRIPTASE ;, mRNA se 
quence. //0. 0020//220//61//AI 969546 20 
F-NT2RP2005454//Homo sapiens mRNA for KIAA0977 pro 
tein, complete cds. //0.058//143//69//AB023194 
F-NT2RP2005776//H. sapiens PAP mRNA.//4.3e-35//451/ 
/68//X76770 

F-NT2RP2005806//HSZ78328 Human fetal brain S. Meie 
r-Ewert Homo sapiens cDNA clone 2.48 (CEPH) 3', mR 
NA sequence. 111. 0e-05//385//62//Z78328 
F-NT2RP2005882//Human mRNA for KIAA0364 gene, comp 
1 ete cds. 111. 3e-23//141//94//AB002362 
F-NT2RP3001282 30 
F-NT2RP3001723//ws73d05.xl NCI_CGAP_Co3 Homo sapie 
ns cDNA clone IMAGE: 2503593 3' similar to contains 
MSRl.tl TAR1 TAR1 repetitive element ;, mRNA sequ 
ence. //2. 6e-07//245//66//AW008782 
F-NT2RP3002099//yg49d01.sl Soares infant brain INI 
B Homo sapiens cDNA clone IMAGE: 36239 3' , mRNA seq 
uence. //0. 58//164//64//R46086 
F-NT2RP3003155 

F-NT2RP3004028//Homo sapiens mRNA for KIAA1074 pro 
tein, complete cds. //1.3e-29//488//66//AB028997 40 
F-0VARC1000008//Homo sapiens mRNA for KIAA0665 pro 
tein, complete cds. //0. 00032//430//59//AB014565 
F-0VARC1000724//Homo sapiens mRNA for RIAA0641 pro 
tei n, compl ete cds. 110. 0054//426//58//AB014541 
F-OVARC1000751//Human Tislld gene, complete cds.// 
4.6e-12//527//62//U07802 

F-OVARC1001029//qv29c05.xl NCI_CGAPJ)v31 Homo sapi 
ens cDNA clone IMAGE: 1982984 3' similar to contain 
s element LI repetitive element ;, mRNA sequence./ 
10. 001 2//145//68//AI 252422 50 
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F-PLACE1000814//ak42f05.sl Soares.testi s_NHT Homo 
sapiens cDNA clone IMAGE: 1408641 3' , mRNA sequenc 
e. 111. 1 e- 3 1 //275//76//AA868469 
F-PLACE1003030 

F-PLACE1005549//Homo sapiens mRNA for Rho guanine 
nucleoti de-exchange factor, splice variant NET1A./ 
/1. 2e-57//737//67//AJ010046 
F-PLACE1007218//yo34a08.sl Soares adult brain N2b4 
HB55Y Homo sapiens cDNA clone IMAGE: 179798 3' , mRN 
A sequence. 111. 2e-2i//216//76//H52716 

[1132] mm&m&$:T-? 1 1. 

(c^f^Human Unigeneffll^tt$^l£*x~^ 

tie, PtfcJtftK0J0)£$ (base):ffl[i»4(%), Yy^t 
v hr-^OAccesion No. <DMMIX&ty<oXtm L 
fc 0 fete, ISl-^o->^5 , *iBE9JKJtffi1-53 , *iS 

W 

R-HEMBA1000497//np09h02.sl NCI_CGAPJ>r3 Homo sapie 
ns cDNA clone IMAGE: 1115859 similar to contains Al 
u repetitive element; contains element MER22repetit 
ive element ;, mRNA sequence. IIS. 2e-38//185//83//A 
A614254 

R-HEMBA1001750//yy71bl0. si Soaresjnul ti pi e_scl eros 
is_2NbHMSP Homo sapiens cDNA clone IMAGE: 278971 
3\ mRNA sequence. //0.0045//193//63//N63303 
R-HEMBA1003854//Homo sapiens mRNA; cDNA DKFZp564Fl 
33 (from clone DKFZp564F133).//3.4e-72//310//80//A 
L049263 

R-HEMBA10Q4193//trOle08.xl NCLCGAP_0v23 Homo sapi 
ens cDNA clone IMAGE: 2217062 3' similar to contain 
s Alu repetitive element; contains element MER4 rep 
etitive element ;, mRNA sequence. //1.5e-33//186//8 
1//AI914747 

R-HEMBA1004860//qhl6b06.xl Soares_NFL_T_GBC_Sl Horn 
o sapiens cDNA clone IMAGE: 1844819 3' , mRNA sequen 
ce. 110. Oil I II 18//69//AI 218308 
R-HEMBA1005572//wjl6h05.xl NCI_CGAP_Kidl2 Homo sap 
iens cDNA clone IMAGE: 2403033 3' , mRNA sequence.// 
4. 6e- 1 1 1//522//99//AI 861830 
R-HEMBA1006038//DKFZp434E1117_rl 434 (synonym: hte 
s3) Homo sapiens cDNAclone DKFZp434E1117 5' , mRNA 
sequence. /II. 2e- 22//295//72//AL04 1 450 
R-HEMBA1006092//qt30d09. xl Soares_pregnant_uterus_ 
NbHPU Homo sapiens cDNA clone IMAGE: 1949489 3' sim 
ilar to contains element PTR5 repetitive element 
;, mRNA sequence. //1.4e-87//422//98//AI 337963 
R-HEMBA1006406//Homo sapiens mRNA for RIAA0752 pro 
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tein, partial cds.//4. 1 e- 30//29 1 //76//AB0 1 8295 
R-HEMBA1006650//H. sapiens mRNA for serine/threonin 
e protein kinase EMK. 113. 6e-09//319//62//X97630 
R-HEMBA1006812//Human mRNA for RIAA0118 gene, part 
i al cds. III. le-52//337//87//D42087 
R-HEMBB1000672//Homo sapiens mRNA; cDNA DKFZp434M0 
11 (from clone DKFZp434M011).//3.2e-48//276//74//A 
L096734 

R-HEMBB100U97//zt35bll.rl Soares ovary tumor NbHO 
T Homo sapiens cDNA clone IMAGE: 724317 5' similar 10 
to contains Alu repetitive element;, mRNA sequenc 
e. //9. 9e-44//275//88//AA410788 
R-HEMBB1001871//wg20c02. xl Soares JISF_F8_9W_0T_PA_ 
P_S1 Homo sapiens cDNAclone IMAGE: 2365634 3\ mRNA 

sequence. //6. 3e- 104//501//98//AI 741321 
R-MAMMA1001252//aa61h04.sl NCI _CGAP_CCB1 Homo sapi 
ens cDNA clone IMAGE: 825463 3' similar to contains 

Alu repetitive element; contains element XTRrepeti 
tive element ;. mRNA sequence. //9.0e-19//127//91// 
AA504355 20 
R-MAMMA1002094//wd28hl2.xl Soares_NFLT_GBC_Sl Horn 
o sapiens cDNA clone IMAGE: 2329511 3', mRNA sequen 
ce. //2. 5e-68//328//99//AI 936520 
R-NT2RM4000634//DKFZp434F2016_sl 434 (synonym: hte 
s3) Homo sapiens cDNAclone DRFZp434F2016 3\ mRNA 
sequence. //8. 2e- 20// 1 85//8 1 //AL04 1 1 46 
R-NT2RM4000657//Homo sapiens mRNA for KIAA1069 pro 
tein, partial cds.//5.7e-62//335//94//AB028992 
R-NT2RM4000783 

R-NT2RM4000857//Human megakaryocyte stimulating fa 30 
ctor mRNA, complete cds.//0.00074//360//61//U70136 
R-NT2RM4001178//tk08e03.xl NCI_CGAP_Lu24 Homo sapi 
ens cDNA clone IMAGE: 2150428 3', mRNA sequence.// 
0. 77//96//62//AI 457506 

R-NT2RM4002420//wl58b04.xl NCI_CGAPJBrn25 Homo sap 
iens cDNA clone IMAGE: 2429071 3' , mRNA sequence.// 
2. 4e-85//438//94//AI 857508 

R-NT2RP2000198//nxl9bll.sl NCI_CGAP_GC3 Homo sapie 
ns cDNA clone IMAGE: 1256541 3' , mRNA sequence. III. 
9e-45//270//91//AA738352 40 
R-NT2RP2000551//tg80hll.xl Soares.NhHMPiuSl Homo s 
apiens cDNA clone IMAGE: 2115141 3', mRNA sequence. 
IIZ. 3e- 53//3 1 1 //85//AI 4 1 7680 
R-NT2RP2000660//ns42a06. si NCI_CGAP_GCB1 Homo sapi 
ens cDNA clone IMAGE: 1186258 3\ mRNA sequence.// 
4. 3e-26//142//97//AA805691 

R-NT2RP2001214//tw65g08.xl NCI_CGAPJJt3 Homo sapie 
ns cDNA clone IMAGE: 2264606 3' similar to contains 
element MSR1 repetitive element ;, mRNA sequence. 
III. 5e-57//289//97//AI 680174 50 
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R-NT2RP2001460 

R-NT2RP2001756//zw54el2. si Soares_total_fetus_Nb2H 
F8_9w Homo sapiens cDNA clone IMAGE: 773902 3' si mi 
lar to TR: G456660 G456660 ZINC FINGER PROTEIN ZFP- 
1 ;, mRNA sequence. //6.0e-13//85//96//AA427992 
R-NT2RP2002056//yh26al2.sl Soares placenta Nb2HP H 
omo sapiens cDNA clonel MAGE: 130846 3' , mRNA sequen 
ce. //0. 0016//208//65//R22302 
R-NT2RP2002677//Homo sapiens mRNA for KIAA0524 pro 
tein, partial cds. //3.4e-26//339//71//AB01 1096 
R-NT2RP2002755//qd50dl0. xl Soares_fetal .heart JfbHH 
19W Homo sapiens cDNAclone IMAGE: 1732915 3' , mRNA 
sequence. III. 5e-26//419//66//AI 190698 
R-NT2RP2002843//at31f08.xl Barstead colon HPLRB7 H 
omo sapiens cDNA clonel MAGE: 2373639 3' similar to 
contains Ll.tl LI repetitive element ;, mRNA seque 
nee. III. 8e-45//463//74//AI 749673 
R-NT2RP2003101//ty24h05.xl NCI_CGAPJt3 Homo sapie 
ns cDNA clone IMAGE: 2280057 3', mRNA sequence. 111. 
5e-73//347//99//AI 758824 

R-NT2RP2003799//Homo sapiens mRNA for KIAA0751 pro 
tein, complete cds.//0.0026//247//65//AB018294 
R-NT2RP2004095//zv08c02.sl SoaresJMMPu_Sl Homo s 
apiens cDNA clone IMAGE: 753026 3' similar to conta 
ins element MER32 repetitive element ;, mRNAsequen 
ce. //9. 6e-07//188//66//AA436455 
R-NT2RP2004732//tu60a07.xl NCI _CGAP_Gas4 Homo sapi 
ens cDNA clone IMAGE: 2255412 3' similar to contain 
s Alu repetitive element; contains element Llrepeti 
tive element ;, mRNA sequence. //4.3e-25//414//68// 
AI 678956 

R-NT2RP2004920//wdl3h02.xl NCI_CGAP_Co3 Homo sapie 
ns cDNA clone IMAGE: 2328051 3', mRNA sequence. //6. 
8e-91//483//93//AI 694022 

R-NT2RP2005454//yy77g09. si Soaresjaultiple_scleros 
is_2NbHMSP Homo sapiens cDNA clone IMAGE: 279616 
3', mRNA sequence. //0.0070//325//59//N48302 
R-NT2RP2005776//qq97d06. xl Soares J:otal_fetus_Nb2H 
F8_9w Homo sapiens cDNA clone IMAGE: 1939307 3' , mR 
NA sequence. 111. 5e-08//89//82//AI 338419 
R-NT2RP2005806//wc29h01.xl NCI_CGAP_Kidll Homo sap 
iens cDNA clone IMAGE: 2316625 3' similar to contai 
ns MER2.b3 MER2 repetitive element ;, mRNA sequenc 
e. in. 2e- 16//235//71 //AI 671398 
R-NT2RP2005882//wo31f09.xl NCI _CGAP__Gas4 Homo sapi 
ens cDNA clone IMAGE: 2456969 3', mRNA sequence.// 
0. 00095//352//59//AI 925528 

R-NT2RP3001282//wg35b03. xl Soares JSF_F8_9W_0T_PA_ 
PJS1 Homo sapiens cDNAclone IMAGE: 2367053 3' , mRNA 
sequence. Ill . 7e- 1 13//555//97//AI 769199 
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R-NT2RP3001723//wo48e06.xl NCI__CGAP_Gas4 Homo sapi 
ens cDNA clone IMAGE: 2458594 3\ mRNA sequence.// 
4. 2e-98//471//98//AI 926617 

R-NT2RP3002099//DKFZp564L227_sl 564 (synonym: hfbr 
2) Homo sapiens cDNA clone DRFZp564L227 3' , mRNA s 
equence. //9. 2e-50//329//87//AL037910 
R-NT2RP3003155//zp07a07.sl Stratagene ovarian cane 
er (#937219) Homo sapiens cDNA clone IMAGE: 595668 
3\ mRNA sequence. //1.4e-30//159//99//AA173172 
R-NT2RP3004028//Homo sapiens protein kinase C-alph 10 
a mRNA, partial 3' UTR. //0. 43//66//75//AF035594 
R-0VARC1000008//wa69el2.xl Soares JFL_T_GBC_S1 Horn 
o sapiens cDNA clone IMAGE: 2301454 3', mRNA sequen 
ce. //I. 0e-77//376//98//AI 699393 
R-0VARC1000724//tf94bl0.xl NCI_CGAP_CLL1 Homo sapi 
ens cDNA clone IMAGE: 2106907 3' , mRNA sequence.// 
0.71//27//100//AI 380236 

R-0VARC1000751//og93d04.sl NCI _CGAP_Kid5 Homo sapi 
ens cDNA clone IMAGE: 1455847 3' , mRNA sequence.// 
3. 5e- 13//274//63//AA863306 20 
R-0VARC1001029//yz96e02. rl Soares melanocyte 2NbHM 

Homo sapiens cDNA clone IMAGE: 290906 5' similar t 
o contains Alu repetitive el ement; contains element 

PTR5 repetitive element ;, mRNA sequence. //3.5e-l 
3//175//74//N99464 

R-PLACE1000814//tg49a08.xl Soares JFL_T_GBC_S1 Horn 
o sapiens cDNA clone IMAGE: 2112086 3' similar to c 
ontains Ll.t2 LI LI repetitive element ;, mRNA seq 
uence. III. 2e- 18//285//69//AI 424789 
R-PLACE1003030//Homo sapiens snRNA activating prot 30 
ein complex 190kD subunit (SNAP190) mRNA, complete 
cds. //4. 0e-34//225//90//AF032387 
R-PLACE1005549//tm26bll.xl Soares JIFLJLGBC_S1 Horn 
o sapiens cDNA clone IMAGE: 2157693 3' , mRNA sequen 
ce. //0. 91//127//66//AI 480253 
R-PIACE1007218//yq06e01.rl Soares fetal liver sple 
en 1NFLS Homo sapienscDNA clone IMAGE: 196152 5' si 
milar to contains Alu repetitive el ement; contains 
LTR4 repetitive element ;, mRNA sequence. //2.4e-36 
//245//87//R92256 40 

[1133] ftm&$m%T-i? 1 2. ^*ffiSia?ij 

frr-^tt, g££ij£, t y hr-?ODef initios P 
ft, Jt«E0koft£, ftfSItt, t y hr-^coAccesion 
No. co)K{c//T*EB]oTIEfcLfco 
C-HEMBA1000012//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 
C 6.1.1.4) (LEUCINE— TRNA LI CASE) (LEURS) . //6. 4E-9 
9//457aa//45%//Q09996 

C-HEMBA1000020//Homo sapiens beta 2 gene. //7. 5E-26 
4//1194bp//95%//X02344C-HEMBA1000129//HYP0THETICAL 50 
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HEUCASE C8A4.08C IN CHROMOSOME I.//3.8E-25//166a 
a//36%//Q09884 

C-HEMBA1000201//Homo sapiens mRNA for integrase in 
teractor lb protein (INIlB).//0//1612bp//99%//AJ01 
1738 

C-HEMBA1000216//HYP0XIA-INDUCIBLE FACTOR 1 ALPHA 

(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN). //1E-86// 

146aa//56%//Q61221 

C-HEMBA1000231 

C-HEMBA1000264 

C-HEMBA1000280 

C-HEMBA1000282 

C-HEMBA1000303//"Mus musculus Plenty of SH3s (P0S 
H) mRNA, complete cds. V/7. lE-254//1440bp//87%//AF 
030131 

C-HEMBA1000333// n Homo sapiens mRNA for RIAA0874 pr 
otein, partial cds. V/4.8E-253//1148bp//99V/AB020 
681 

C-HEMBA1000351 

C-HEMBA1000356//Homo sapiens mRNA; cDNA DKFZp566C2 
43 (from clone DKFZp566C243).//3.3E-287//815bp//98 
V/AL050274 
C-HEMBA1000396 

C-HEMBA1000411//ANKYRIN. //5. 7E-12//127aa//38%//Q02 
357 

C-HEMBA1000442 
C-HEMBA1000456 
C-HEMBA1000504 

C-HEMBA1000518//PECANEX PROTEIN. 111. lE-19//227aa// 

38V/P18490 

C-HEMBA1000519 

C-HEMBA1000523//TESTIS-SPECIFIC PROTEIN PBS13.//2. 
4E-44//292aa//36%//Q01755 

C-HEMBA1000542//"Rattus norvegicus mRNA for dipept 

idyl peptidase III, complete cds. V/2.2E-194//663b 

p//83%//D89340 

C-HEMBA1000545 

C-HEMBA1000557 

C-HEMBA1000592//"Homo sapiens sorting nexin 6 (SNX 

6) mRNA, complete cds. 7/0//1465bp//99%//AF121856 

C-HEMBA1000594 

C-HEMBA1000604 

C-HEMBA1000622 

C-HEMBA1000637 

C-HEHBA1000655 

C-HEMBA1000657//"Rattus norvegicus ADP-ribosylatio 
n factor-directed GTPase activating protein mRNA, 
complete cds. 7/7.2E-156//1366bp//76%//U35776 
C-HEMBA1000749 
C-HEMBA1000769 
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C-HEMBA1000773 
C-HEMBA1000774 
C-HEMBA1000822 
C-HEMBA1000843 

C - HEHBA 1 00085 2//ARYLSULFATASE D PRECURSOR (EC 3.1. 

6. -) (ASD) . //IE- 78//1 1 9aa//87%//P51689 

C-HEMBA1000870 

C-HEHBA1000908 

C-HEHBA1000934 

C-HEMBA1000972 10 

C-HEMBA1000986 

C-HEMBA1000991 

C-HEMBA1001008 

C-HEMBA1001059// M Human N- acetylgalactosamine 6-sul 
phatase (GALNS) gene.exon 14. 7/4.8E-169//786bp//9 
9%//U06088 
C-HEMBA1001094 

C-HEMBA1001302//"Homo sapiens calcium binding prot 
ein precursor, mRNA, complete cds. 7/9.6E-258//682 
bp//94%//AF153686 20 
C-HEMBA1001330 
C-HEMBA1001497 

C-HEMBA1001569//SYNAPT0BREVIN 2 (VESICLE ASSOCIATE 
D MEMBRANE PROTEIN 2)(VAMP-2).//2.3E-53//110aa//10 
OV/P19065 
C-HEMBA1001570 

C-HEMBA1001620//HY0- 1 NOSI TOL- 1 - PHOSPHATE SYNTHASE 
(EC 5.5.1.4) (IPS).//1.6E-166//506aa//60%//P42803 
C-HEMBA1001640 

C-HEMBA1001655 30 
C-HEMBA1001672//"Homo sapiens methyl-CpG binding d 
omain- containing protein MBD3 (HBD3) mRNA, complet 
e cds. 7/0//1707bp//98%//AF072247 
C-HEMBA1001711 

C-HEMBA1001723//"Rattus norvegicus G beta-like pro 
tein GBL mRNA, complete cds. V/4. 7E-172//1240bp//8 
1%//AF051155 

C-HEMBA1001746// M Homo sapiens squamous cell carcin 
oma antigen recognizedby T cell (SART-2) mRNA, com 
pi ete cds. 7/7. 6E- 59//998bp//64%//AF098066 40 
C-HEMBA1001781 

C-HEMBA1001804//"Homo sapiens zinc finger DNA bind 
ing protein 99 (ZNF281) mRNA, complete cds. 7/0//1 
637bp//99%//AFl 251 58 

C-HEMBA1001822//"Mus musculus Ese2L protein mRNA, 
complete cds. 7/1.9E-235//1329bp//89%//AF132479 
C-HEMBA1001824 

C-HEMBA1001866//UDP-GLUC0SE: GLYCOPROTEIN GLUC0SYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//5. 7E-51 
//234aa//41%//Q09332 50 
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C-HEMBA1001910 

C-HEMBA1001913//GCN20 PROTEIN. III. 3E-81//158aa//50 
%//P43535 

C-HEMBA1001921//"Homo sapiens germinal center kina 
se related protein kinase mRNA, complete cds. 7/0/ 
/1850bp//99%//AF000145 
C-HEMBA1001939 

C-HEMBA1001950//"Homo sapiens mRNA for KIAA0971 pr 
otein, complete cds. 7/0//1974bp//99%//AB023188 
C-HEMBA1001967// M H(mo sapiens NY-REN-57 antigen mR 
NA, partial cds. 7/0//1721bp//99%//AF155114 
C-HEMBA1002035//Homo sapiens mRNA; cDNA DKFZp586E0 
518 (from clone DKFZp586E0518).//0//2149bp//99%//A 
L050089 

C-HEMBA1002092//"Mus musculus 01M/EBF-like-3 tra 
nscription factor (O/E-3) mRNA, complete cds. 7/1. 
3E-271//1583bp//88%//U92703 
C-HEMBA1002102//ANKYRIN. //4. 40E-10//106aa//35%//Q0 
2357 

C-HEHBA1002150 

C-HEMBA1002151//"Rattus norvegicus p34 mRNA, compl 
ete cds. 7/1. lE-153//1059bp//82%//AF178669 
C-HEMBA1002189 

C-HEMBA1002215//TESTIN 2 (TES2) [CONTAINS: TESTIN 
1 (TES1) ] . III. 2E- 199//392aa//89%//P47226 
C-HEMBA1002229 

C- HEHBA 1 00224 1 //PR0LI FERATT NG-CELL NUCLEOLAR ANTIG 
EN P120 (PROLIFERATION-ASSOCIATED NUCLEOLAR PR0TEI 
N P120) . III. 70E-06//95aa//33%//P46087 
C-HEMBA1002341// n Homo sapiens mRNA for KIAA0771 pr 
otein, partial cds. 7/0//1514bp//99%//AB018314 
C-HEMBA1002417//"Homo sapiens chromosome 19, cosmi 
d R28784, complete sequence. 7/1. 4E-299//294bp//10 
0V/AC005954 

C-HEMBA1002547//"Homo sapiens agrin precursor mRN 

A, partial cds. 7/0//1605bp//97V/AF016903 

C-HEMBA1002703 

C-HEMBA1002779 

C-HEMBA1002816 

C-HEMBA1002970 

C-HEMBA1002999//"Rattus norvegicus lamina associat 
ed polypeptide 1C (LAP1C) mRNA, complete cds. 7/1. 
4E- 171//1552bp//75%//U20286 
C-HEMBA1003021 

C-HEMBA1003077//SUT PROTEIN PRECURSOR. //2.6E- 15// 

199aa//31%//P24014 

C-HEMBA1003079 

C-HEMBA1003273 

C-HEMBA1003304 

C-HEMBA1003309 
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C-HHffiA1003376 
C-HEMBA1003384 
C-HEMBA1003531 
C-HEMBA1003548 
C-HEMBA1003556 
C-HEMBA1003571 
C-HEMBA1003579 

C-HEMBA1003684//ZINC FINGER PROTEIN 151 (MZ-1 PRO 

TEIN) . //2E-73//526aa//32%//Q13105 

C-HEMBA1003692 10 

C-HEMBA1003720 

C-HEMBA1003725 

C-HEMBA1003729 

C-HEMBA1003758 

C-HEMBA1003773//"Mus musculus signal recognition p 
article receptor betasubunit mRNA, complete cds. 7 
/5. 8E-81//511bp//86%//M7343 
C-HEMBA1003783//"Mus musculus bromodomain- contain! 
ng protein BP75 mRNA, complete cds. 7/1. 1E-190//120 
4bp//84%//AF084259 20 
C-HEMBA1003799 
C-HEMBA1003804 

C-HEMBA1003805//"Mus musculus KH domain RNA bindin 
g protein QKI-5A mRNA, complete cds. 7/0//988bp//95 
%//AF090402 

C-HEMBA1003836//M0B1 PROTEIN (MPS1 BINDER 1).//8.1 

0E-31//134aa//52%//P40484 

C-HEMBA1003856 

C-HEMBA1003866//"Mus musculus semaphorin Via mRNA, 
compl ete cds. 7/1 . 2E- 105//1 192bp//70V/AF030430 30 
C-HEMBA1003879 
C-HEMBA1003880 
C-HEMBA1003893 
C-HEMBA1003908 
C-HEMBA1003937 
C-HEMBA1003942 
C-HEMBA1003958 
C-HEMBA1003976 

C-HEMBA1003978//"Homo sapiens mRNA for KIAA0840 pr 

otein, partial cds. V/0//1 530bp//100%//AB020647 40 

C-HEMBA1003985 

C-HEMBA1004011 

C-HEMBA1004024 

C-HEMBA1004038 

C-HEMBA1004045 

C-HEMBA1004048 

C-HEMBA1004111//"Homo sapiens mRNA for KIAA1276 pr 
otein, partial cds. 7/1.00E-163//751bp//99%//AB033 
102 

C-HEMBA10Q4131//SEPTIN 2 H0M0L0G (FRAGMENT). //1.6E 50 
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-166//416aa//72V/Q14141 
C-HEMBA1004138 
C-HEMBA1004143 
C-HEMBA1004150 

C-BEMBA1004168//"Homo sapiens geminin mRNA, comple 
te cds. 7/3.9E-208//951bp//99%//AF067855 
C-HEHBA1004200 

C- HEMBA1 004202//RAS- RELATED PROTEIN RAB-13.//6. 2E- 
30//208aa//37%//P51153 

C-HEMBA1004203//NUCLEOLAR PROTEIN N0P2.//1.5E-12// 

258aa//29%//P40991 

C-HEHBA1004238 

C-HEHBA1004248// M Homo sapiens insulin induced prot 

ein 2 mRNA, complete cds. 7/8.20E-175//552bp//97%/ 

/AF125392 

C-HEHBA1004272 

C-HEMBA1004274 

C-HEUBA1004275// w Homo sapiens mRNA for KIAA1111 pr 
otein, partial cds. 7/0//1341bp//99%//AB029034 
C-HEMBA1004286// n Homo sapiens TGF beta receptor as 
sociated protein- 1 mRNA, complete cds. 7/0//1982bp 
//99%//AF022795 
C-BEHRA1004312 

C-HEMBA1004321//ZINC FINGER PROTEIN 184 (FRAGHEN 

T) . III. 3E-93//357aa//42%//Q99676 

C-HEMBA1004323 

C-HEHBA1004327 

C-HEMBA1004330 

C-HEHBA1004341 

C-HEMBA1004366 

C-HEMBA1004372 

C-HEHBA1004389//"Homo sapiens zinc finger DNA bind 
ing protein 99 (ZNF281) mRNA, complete cds. 7/0//1 
437bp//99%//AFl 25 1 58 
C-HEHRA1004394 

C-HEMBA1004408//PEPTI DYL- PROLYL CIS-TRANS ISOMERAS 

E 10 (EC 5.2.1.8) (PPIASE) (ROTAMASE) (CYCLOPHILIN 

-10) . III. 2E-32//148aa//52%//P52017 

C-HEMBA1004429 

C-HEMBA1004460 

C-HEHBA1004461 

C-HEMBA1004502 

C-HEMBA1004554 

C-HEMBA1004560 

C-HEMBA1004610 

C-HEMBA1004629 

C-HEHBA1004632 

C-HEHBA1004637 

C-HEHBA 1004670 

C-HEHBA1004672 
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C-HEMBA1004697 
C-HEMBA1004711 
C-HEMBA1004725 
C-HEMBA1004730 

C-HEMBA1004734//UBI QUI TI N-CONJUGATI NG ENZYME E2-18 
RD (EC 6.3.2.19) (UBIQUITIN- PROTEIN UGASE) (UBI 
QUITIN CARRIER PROTEIN) (PM42).//9.9E-39//143aa//5 
2%//P42743 
C-HEMBA1004751 

C-HEMBA1004752 10 

C-HEMBA1004889//"Human C3f mRNA, complete cds. V/ 

6. 70E-24//341aa//26V/U72515 

C-HEMBA1004934 

C-HEMBA1004944 

C-HEMBA1004973 

C-HEMBA1004977 

C-HEMBA1005009//"Homo sapiens BAF53a (BAF53a) mRN 
A, complete cds. V/0//1813bp//99%//AF041474 
C-HEMBA1005083 

C-HEMBA1005113 20 

C-HEMBA1005133 

C-HEMBA1005185 

C-HEMBA1005219//NUCLEAR PROTEIN SNF7.//5.3E-10//18 
9aa//25%//P39929 

C-HEMBA1005252//"Homo sapiens mRNA for RIAA0585 pr 
otein, partial cds. 7/1.2E-268//1215bp//99%//AB011 
157 

C-HEHBA1005296 
C-HEMBA1005314 

C-HEMBA1005331 30 

C-HEMBA1005394 

C-HEMBA1005403 

C-HEMBA1005423//"Homo sapiens cycl in- dependent kin 

ase inhibitor (CDKN2C)mRNA, complete cds.7/2E-213 

//537bp//99%//AF04 1 248 

C-HEMBA1005468 

C-HEMBA1005469 

C-HEMBA1005474 

C-HEMBA1005517 

C-HEHBA1005518 40 
C-HEMBA1005528//CCR4-ASS0CIATED FACTOR 1 (CAF1).// 
3. lE-154//285aa//99%//Q60809 
C-HEMBA1005558//NUCLEAR PROTEIN SNF7.//6.40E-16//1 
70aa//31%//P39929 

C-HEMBA1005576//"Homo sapiens mRNA for KIAA0463 pr 
otein, partial cds. V/l. lE-181//835bp//99%//AB0079 
32 

C-HEMBA1005582// M TR0P0HY0SIN 1, NON-MUSCLE ISOFORM 
(TROPOMYOSIN II) (CYTOSKELCTAL TROPOMYOSIN). 7/0. 
00000009//213aa//27V/P09492 50 
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C-HEMBA1005583 

C-HEMBA1005595//"DYNEIN HEAVY CHAIN, CYTOSOLIC (DY 
HC) . 7/2. 3E-54//562aa//29%//P34036 
C-HEHBA1005609//Homo sapiens mRNA; cDNA DKFZp564Rl 
33 (from clone DKFZp564K133).//2.2e-315//1448bp//9 
9%//AL050012 

C-HEHBA1005621// n Homo sapiens Mad2B protein (HAD2 
B) mRNA, complete cds. 7/2.9E-224//1031bp//99%//AF 
139365 

C-HEHBA1005666 
C-HEHBA1005680 
C-HEHBA1005685 

C-HEMBA1005737//CALCI NEURI N B SUBUNIT (PROTEIN PHO 

SPHATASE 2B REGUUT0RYSUBUNIT).//4.4E-17//167aa//3 

4%//P25296 

C-HEMBA1005746 

C-HEMBA1005755 

C-HEMBA1Q05813 

C-HEMRA1005822 

C-HEMBA1005834 

C-HEMBA1005884 

C-HEMBA1005891 

C-HEHBA1005909 

C-HEMBA1 005911 

C-HEMBA1005931 

C-HEMBA1005963 

C-HEMBA1005991 

C-HEMBA1006005 

C-HEMBA1006031// n Homo sapiens mRNA for putative ph 
ospholipase, completecds. 7/0//1413bp//99%//AB0194 
35 

C-HEMBA 1006067 
C-HEMBA1006081 
C-HEMBA1006091 
C-HEMBA1006100 

C-HEMBA1006108// n Homo sapiens mRNA for KIAA0943 pr 
otein, partial cds. 7/4. 8E-245//764bp//99%//AB0231 
60 

C-HEHBA1006121 

C-HEMBA1006130//SEL- 10 PROTEIN. //0. 000000043//219a 

a//25%//Q93794 

C-HEMBA1006155 

C-HEMBA1006158//"Hamo sapiens transcription factor 
forkhead-like 7 (FKHL7) gene, complete cds. 7/0// 
1551bp//99%//AF048693 
C-HEHBA1006182 

C-HEMBA1006198//PR0LINE-RICH PROTEIN MP-2 PRECURSO 
R. //I. 9E-19//215aa//39%//P05142 
C-HEMBA1006235//Homo sapiens clone 24422 mRNA sequ 
ence. //0//161 5bp//99%//AF070557 
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C-HEMBA1006253//DNA- DAMAGE- REPAI R/TOLERATI ON PROTE 
IN DRT111 PRECURSOR. //0.00000002//62aa//53%//P4269 
8 

C-HEMBA1006259 

C-HEMBA1006272//RETR0VIRUS- RELATED PROTEASE (EC 3. 
4. 23. -) . //1. 3E-123//200aa//73%//P10265 
C-HEMBA1006278//P0LY(A) POLYMERASE (EC 2.7.7.19) 
(PAP) (POLYNUCLEOTI DE ADENYLYLTRANSFERASE) . //1E-21 
0//490aa//77V/P25500 

C-HEMBA1006283//NUCLEAR POLYADENYLATED RNA-BI NDING 10 
PROTEIN NAB2. //0. 000000012//176aa//30V/P32505 
C-HEMBA1006284 

C-HEMBA1006291//2-ARYLPR0PI0NYL-C0A EPIMERASE (EC 

5. -.-.-) . //4. 2E-12//215aa//23%//P70473 
C-HEMBA1006293 

C-HEMBA1006309//HYP0THETICAL 54.2 KD PROTEIN IN ER 
P5-0RC6 INTERGENIC REGION. //1. 4E-48//248aa//43%//P 
38821 

C-HEMBA1006349 

C-HEMBA1006364 20 
C-HEMBA1006381 

C-HEMBA1006398//"Human LI element LI. 6 putative pi 
50 gene, complete cds. 7/2E-277//1729bp//85V/U935 
63 

C-HEMBA1006445//"Homo sapiens putative tumor supre 
ssor N0EY2 mRNA, complete cds. V/1.4E-270//1224bp/ 
/100%//U96750 
C-HEMBA 10064 83 
C-ffEMBA 1006492 

C-HEMBA1006497 30 
C-HEMBA1006502 

C-HEMBA1006507// tt Homo sapiens mRNA for KIAA0666 pr 
otein, partial cds. 7/0//2334bp//99%//AB01 4566 
C-HEMBA1006535 

C-HEMBA1006559//"Mus musculus PRAJA1 (Prajal) mRN 

A, complete cds. 7/2.8E-206//1107bp//83%//U06944 

C-HEMBA1006566 

C-HEMBA1006579 

C-HEMBA1006583 

C-HEMBA1006612 40 

C- HEMBA1 006624//DNA/PANT0THENATE METABOLISM FLAVOP 

ROTEIN H0M0L0G. //0. 00000069// 109aa//38%//Q58323 

C-HEMBA1006643 

C-HEMBA1006674 

C-HEMBA1006682 

C-HEMBA1006708//HYP0THETICAL 46.4 KD TRP-ASP REPEA 
TS CONTAINING PROTEININ PMC1-TFG2 INTERGENIC REGIO 
N. //3. 3E-22//241aa//31%//P53196 
C-HEMBA1006717 

C-HEMBA1006744 50 
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C-HEMBA1006754 
C-HEMBA1 006767 
C-HEMBA1006789 
C-HEMBA1006832 

C-HEMBA1006885// tt Homo sapiens gene for Proline syn 

thetase associated, complete cds. 7/0//1467bp//96% 

//AB018566 

C-HEMBA1006900 

C-HEMBA1006926 

C-HEMBA1006941//Homo sapiens mRNA for putative thi 
oredoxin-like protein. //1.8E-226//1039bp//99%//AJ0 
10841 

C-HEMBA1006973// M Hamo sapiens rab3-GAP regulatory 

domain mRNA, completecds. V/5.6E-143//740bp//94%// 

AF004828 

C-HEMRA1006993 

C-HEMBA 1007002 

C-HEHBA1007062 

C-HEMBA1007080 

C-HEMBA1007087//HYPOTHETI CAL PROTEIN MJ0162. //2E-4 
5//304aa//32%//Q57626 

C-HEMBA1007112//Homo sapiens mRNA; cDNA DKFZp586Cl 
817 (from clone DKFZp586C1817).//0//1619bp//99%//A 
LI 17450 

C-HEMBA1007194//"Homo sapiens origin recognition c 

omplex subunit 6 (0RC6) mRNA, complete cds. V/0//1 

588bp//99V/AF139658 

C-HEMRA1007206 

C-HEMBA1007256 

C-HEMRA1007267 

C-HEMBA1007281 

C-HEMBA1007300//"Hono sapiens 3', 5' -cyclic nucleot 

ide phosphodiesteraselOAl (PDE10A) mRNA, splice va 

riant 1, complete cds. 7/0//1519bp//99%//AF127479 

C-HEMBA1007301 

C-HEMBA1007319 

C-HEMBA1007320 

C-HEMBA1007327 

C-HEMBA1007347 

C-HEMBB1000005 

C-HEMBB1000030 

C-HEMBB1000048 

C-HEMBB1000099 

C-HEMBB1000141 

C-HEMBB1000198 

C-HEMBB1000217// W flomo sapiens SUMO- 1 -activating en 

zyme El N subunit (S0A1) mRNA, complete cds. 7/0// 

1038bp//99%//AF090385 

C-HEMBB1000218 

C-HEMBB1000274 
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C-HEMBB1000312 
C-HENBB1000402 
C-HEMBB1000420 
C-HEMBB1000480 
C-HEMBB1000530 
C-HEMBB1000550 

C-HEMBB1000556//"Homo sapiens mRNA for KIAA0750 pr 
otein, complete cds. V/6. 3E-74//1213bp//64%//AB018 
293 

C-KEMBB1 000586 10 
C-HEMBB1000592 

C-HEMBB1000593//"Homo sapiens transferrin receptor 
2 alpha (TFR2) mRNA, complete cds. V/1.3E-107//503 
bp//99%//AF067864 
C-HEMBB1000649 

C-HEMBB1000693//"Homo sapiens neuroanl mRNA, compl 
ete cds. V/0//2952bp//94%//AF040723 
C-HEMBB1000822 
C-HEMBB1000826 

C-HEMBB1000890 20 
C- HEMBB1 0009 1 5//S0BTI U SI N- U KE PROTEASE PACE4 PRE 
CURSOR (EC 3.4.21.-).//1.10E-08//129aa//31%//P2912 
2 

C-BEMBB1001008 

C-HEMBB1001020//"Homo sapiens mRNA for KIAA0889 pr 
otein, complete cds. V/0//1812bp//98%//AB020696 
C-BEMBB1001051 

C-HEMBB1001112// n Homo sapiens sec61 homolog mRNA, 

complete cds. V/6E-145//961bp//83%//AF077032 

C-HEMBB1001221 30 

C-HEMBB1001234//65 KD YES- ASSOCIATED PROTEIN (YAP6 

5) . //5. 4E-93//196aa//54%//P46938 

C- HEMBB1 001 282//ANKYRI N R (ANKYRINS 2.1 AND 2.2) 

(ERYTHROCYTE ANKYRIN) . //7E-43//394aa//34%//P16157 

C-HEMBB1001302 

C-HEMBB1001335 

C-HEMBB1001337 

C-HEMBB1001356 

C-HEMBB1001364 

C-HEMBB1001366 40 

C-HEMBB1001367 

C-HEMBB1001527 

C-HEMBB1001537 

C-HEMBB1002359 

C-HEMBB1002415 

C-HEMBB1002457 

C-HEHBB1002492 

C-HEMBB1002495 

C-HEMBB1002502 

C-HEMBB1002550//HYP0THETICAL UOG-1 PROTEIN. //5E- 28 50 
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//266aa//33%//P27544 

C-HEMBB1002600// w Homo sapiens tetraspan NET- 5 mRN 

A, complete cds. V/0//1417bp//99%//AF089749 

C-HEMBB1002607//"Homo sapiens vitamin D3 receptor 

interacting protein (DRIP80) mRNA, complete cds. V 

/2E- 136//660bp//98%//AF105421 

C-HEMBB1002684 

C-HEHBB1002692 

C-HEMBB1002697 

C-HEHBB1002705//"Homo sapiens CGI -27 protein mRNA, 
complete cds. V/7.80E-285//841bp//96%//AF132961 
C-NAHHA1000019 

C-MAMMA1000020//H. sapiens mRNA for flavin-containi 
ng monooxygenase 5 (FM05).//8.2E-198//868bp//99%// 
Z47553 

C-HAMHA1000025 

C-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN 

1 (TESl)].//1.5E-90//323aa//48%//P47226 

C-HAHHA1000069 

C-MAMMA1000084 

C-HAMHA1000139 

C-HAMMA1000163 

C- MAMMA 10001 71 

C-MAMMA1000173//"Homo sapiens src homology 3 domai 

n-containing protein HIP-55 mRNA, complete cds. V/ 

2. 6E-164//1044bp//87%//AF197060 

C-MAMMA1000277 

C-MAMMA1000278 

C-MAMHA1000284//P.walti mRNA for rnp associated pr 

otein 55. //2. 2E-109//864bp//76%//X99836 

C-MAMMA1000309 

C-HAMMA1000312 

C-MAMMA1000313 

C-HAMHA1000361 

C-MAMMA1000388// n Homo sapiens UKLF mRNA for ubiqui 

tous Kruppel like factor, complete cds. V/0//1466b 

p//99%//AB015132 

C-MAMMA1000395 

C-MAMMA1000410 

C-MAHMA1000416//RYP0THETICAL 32.0 KD PROTEIN C09F 
5.2 IN CHROMOSOME III.//2.00E-30//119aa//53%//Q092 
32 

C-MAHHA1000421 
C-MAMMA1000422 
C-MAMMA1000468 
C-MAMMA1000472 
C-MAMMA1000490 
C-MAMMA1000524 
C-MAMMA1000567 

C-MAMMA1000612// n Rattus norvegicus G beta-like pro 
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tein GBL mRNA, complete cds. 7/lE-95//1115bp//72V 

/AF051155 

C-MAMMA1000623 

C-MAMMA1000625//GYP7 PROTEIN. //2. lE-41//198aa//40% 

//P48365 

C-HAMMA1000664 

C-MAMMA1000670 

C-MAMMA1000672//VI TELLOGENI C CARBOXYPEPTIDASE PREC 

URSOR (EC 3.4.16.-).//4.4E-33//250aa//33%//P42660 

C-MAMMA1000713//L-RIBUL0KINASE (EC 2. 7. 1. 16) . 111. 7 10 

0E-17//246aa//29%//P94524 

C-MAMM1000731//(MGM0D0MAIN-Hm^ 

PROTEIN 1 (CHD-l).//lE-77//395aa//45%//014646 

C-MAMMA1000734//Homo sapiens mRNA for SEC63 protei 

n. //0//1 587bp//99%//AJ01 1 779 

C-MAMMA1000738//HYP0THETI CAL 116.5 RD PROTEIN C20G 

8.09C IN CHROMOSOME I.//9E-299//1033aa//55%//P8711 

5 

C-MAMMA1000746 

C-MAMMA1000775 20 
C-MAMMA1000824//ACTIN. //6. 2E-20//284aa//28V/P5350 
0 

C-MAMMA1000831 

C- MAMMA 1 00084 1 //PUTATI VE AMIDASE (EC 3.5. 1.4). 111. 

8E-40//101aa//54%//027540 

C-MAMMA1000842 

C-MAMMA1000843 

C-MAMMA1000856 

C-MAMMA1000865 

C-MAMMA1000875 30 

C-MAMMA1000906 

C-HAMMA1000908 

C-MAMMA1000914 

C-MAMMA1000956//Homo sapiens CLDN8 gene for claudi 

n-8. //0//1767bp//99%//AJ250711 

C-MAMMA1000968 

C-MAMHA1000979 

C-MAMMA1001008//"Homo sapiens aspartic-like protea 
se mRNA, complete cds. 7/2. 50E- 276//1 263bp//99%//A 
Fl 17892 40 
C-MAMMA1001021 

C- MAMMA 1 00 1 04 1 // "SPECTRI N BETA CHAIN, BRAIN (SPECT 
RIN. NON-ERYTHROID BETA CHAIN) (FODRIN BETA CHAIN) 

(SPTBN1) . V/l. 6E- 16//1 13aa//41%//Q01082 
C-MAMMA1001059//Homo sapiens mRNA for DEAD Box Pro 
tein 5.//0//1440bp//99V/AJ237946 
C-MAMMA1001075//"Homo sapiens CGI -72 protein mRNA, 

complete cds. 7/1. 3E-181//397bp//98%//AF151830 
C-MAMMA1001078 

C-MAMMA1001091 50 
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C-MAMMA1001 105//0V0 PROTEIN (SHAVEN BABY PROTEIN). 

//4E-49//125aa//68V/P51521 

C-MAHMA1001110 

C-MAMMA1001126 

C-MAMMA1001139//SRE-2 PROTEIN. 115. 80E-35//239aa//3 

8%//Q09273 

C-MAMMA1001143 

C-MAMMA1001154 

C-MAMMA1001181//ABC1 PROTEIN HOMOLOG PRECURSOR.// 

1. 30E-07//81aa//45%//Q92338 

C-MAMMA1001215 

C-MAMMA1001244 

C-MAMMA1001259//"Mus musculus F-box protein FBX18 
mRNA, partial cds. 7/2.3E-271//1414bp//89%//AF1842 
75 

C-MAMMA1001260//HYP0THETICAL 97.1 RD PROTEIN R05D 
3.4 IN CHROMOSOME III.//2. lE-52//630aa//30V/P3453 
7 

C-MAMMA1001343 

C-MAMMA1001411//Homo sapiens mRNA; cDNA DKFZp56400 
823 (from clone DKFZp56400823).//0//2131bp//99%//A 
L080121 

C-MAMMA1001419 

C-MAMMA1001476//DRIDINE KINASE (EC 2.7.1.48) (DRID 

I HE MONOPHOSPHOKINASE) (FRAQHENT) . //6. 5E-129//260aa 

//92%//P52623 

C-MAHMA1001510 

C-MAMMA1001522 

C-MAMMA1001576//"Human gamma- tubulin mRNA, complet 

e cds. 7/7.5E-276//1561bp//90%//M61764 

C-MAMMA1001604 

C-MAMMA1001620 

C-MAMMA1001635 

C-MAMMA1001649 

C-MAMMA1001686 

C-MAMMA1001692 

C-MAMMA1001743//Y BOX BINDING PROTEIN-1 (Y-BOX TRA 
NSCRIPTION FACTOR) . 11%. 5E- 32//1 71 aa//36%//P2 1 573 
C-MAMMA1001754// M Hamo sapiens CGI-11 protein mRNA, 
complete cds. 7/0//1837bp//98%//AF132945 
C-MAMHA1001757 
C-MAMMA1001764 

C-MAMMA1001768//CELL DIVISION CYCLE PROTEIN 48 HOM 
OLOG MJ1 156. //3. 8E-45//351aa//38%//Q58556 
C-MAMMA1001771//M. musculus mRNA for semaphorin B./ 
/2. 60E-200//1272bp//79%//X85991 
C- MAMMA 100 1790 

C-MAMMA1 001 837//ZI NC FINGER PROTEIN 29 (ZFP-29).// 

2. 6E-77//507aa//38V/Q07230 

C-MAMMA1001858 
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C-MAMM1001868//TRICHOHYALIN.//2. 7E- 19//359aa//25% 

//P22793 

C-MAMMA1001970 

C-MAMMA1002042 

C-MAMHA1002068 

C-MAMHA1002153 

C-MAMHA1002156 

C-MAMHA1002170//40S RIBOSOMAL PROTEIN S2 (S4) (LLR 
EP3 PROTEIN) . //6E-66//157aa//70%//P15880 
C-MAMHA1002174 10 
C-MAMMA1002209 

C-MAMMA1002219//"Homo sapiens mRNA for KIAA1067 pr 
otein, partial cds. 7/1. lE-181//861bp//98%//AB0289 
90 

C-MAMHA1002236//TRANSLATI0N INITIATION FACTOR EIF- 
2B GAMMA SUBUNIT (EIF-2B GDP-GTP EXCHANGE FACTOR) . 
11%. 8E- 2 1 7//31 0aa//86%//P7054 1 
C- MAMMA 1002243 

C-MAMMA1002268// M Mus musculus sphingosine kinase 

(SPHRla) mRNA, parti al cds. 7/lE-190//1624bp//76%// 20 

AF068748 . 

C-MAMHA1002269 

C-MAMHA1002292 

C-HAMMA1002294 

C-MAMMA1002297//Homo sapiens mRNA for Rab6 GTPase 
activating protein. //I. lE-214//881bp//97%//AJ01167 
9 

C-MAMMA1002312 

C-MAMMA1002329//M. musculus mRNA for semaphorin B./ 
/3. 80E-45//332bp//84%//X85991 30 
C-MAMMA1002333 

C-MAMMA1002351//FERRIPY0CHEUN BINDING PROTEIN.// 

0. 000078//127aa//26%//P40882 

C-IAMHA1002353 

C-MAMMA1002355 

C-MAMHA1002356 

C-MAMHA1002362 

C-MAMMA1002380 

C-MAMMA1002384 

C-MAMMA1002427 40 
C-MAMMA1002470//PROBABLE Nfl(3) -DEPENDENT NAD(+) SY 
NTHETASE (EC 6.3.5. 1). //IE- ll//128aa//36%//P47623 
C-MAMMA1002485// M Homo sapiens stanniocalcin- relate 
d protein mRNA, complete cds. 7/0//1822bp//99%//AF 
098462 

C-MAMHA1002494 

C-MAMMA1002524//HYP0THFTI CAL 117.8 RD PROTEIN IN S 
TE2-FRS2 INTERGENIC REGION. //1. 2E-34//337aa//31%// 
P43571 

C-MAMMA1002530//"Homo sapiens cytosolic phospholip 50 
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ase A2 gamma (cPLA2 gamma) mRNA, complete cds. 7/0 

//1910bp//99%//AF065214 

C-MAMMA1002554 

C-MAMMA1002585// n Homo sapiens mRNA for KIAA0860 pr 
otein, complete cds. V/0//1405bp//99%//AB020667 
C-MAMMA1002598 

C-MAMMA1002619//PR0BABLE DBIQUITIN CARBOXYL-TERMIN 
AL HYDROLASE K02C4.3 (EC 3.1.2.15) (UBIQUITIN THIO 
LESTERASE) (UBI QUI TI N- SPECI FI C PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME). //9.5E-1 6// 159aa//37% 
//Q09931 

C-MAMMA1002655//"Homo sapiens mRNA for ganglioside 
sialidase. complete cds. V/0//1515bp//99%//AB0081 
85 

C-MAMMA1002671//ACETYL-C0ENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE- - COALI GASE) (ACYL- ACTIVATING EN 
ZYME) . //I. lE-45//618aa//26%//P27550 
C-MAMMA1002673 

C-MAMMA1002684// n Homo sapiens mRNA for KIAA0214 pr 
otein, complete cds. V/0//3174bp//99%//D86987 
C-MAMMA1002711 

C-MAMMA1002769//"Homo sapiens cell cycle progressi 

on restoration 8 protein (CPR8) mRNA, complete cd 

s. V/2. 2E-25//330bp//77%//AF011794 

C-MAMHA1002775 

C-HAMMA1002782 

C-MAMMA1002796 

C-MAMMA1002807 

C-MAMMA1002838 

C-MAMMA1002842// fl Mus musculus c-Cbl associated pro 
tein CAP mRNA, complete cds. 7/2.6E-58//373bp//81% 
MJ58883 

C-MAMMA1002869//PINCH PROTEIN (PARTI CULARY INTERES 
TING NEW CYS-HIS PROTEIN). //1.4E-160//305aa//85%// 
P48059 

C-MAMMA1002881//GU0MA PATHOGENESIS- RELATED PROTEI 
N (RTVP-1 PROTEIN). //5.7E-30//214aa//35%//P48060 
C-MAMMA1002886 
C-MAHMA1002890 

C-MAMMA1002938//"Homo sapiens mRNA for KIAA0698 pr 
otein, complete cds. 7/8.4E-252//1139bp//100%//AB0 
14598 

C-MAMMA1002964 

C-MAMMA1003011//HI STONE MACR0-H2A. 1. //2. 7E-123//37 
0aa//66%//Q02874 

C-MAMMA1003013//DNA POLYMERASE BETA (EC 2.7.7.7)./ 

II. 4E-46//332aa//36%//P06746 

C-MAMMA1003015 

C-HAMMA1003019 

C-MAMMA1003035//RIB0S0MAL LARGE SUBUNIT PSEUDOURID 
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INE SYNTHASE C (EC 4.2.1.70) (PSEUDOURIDYLATE SYNT 
BASE) (URACIL HYDR0LYASE).//1.9E-13//108aa//33%//P 
23851 

C-MAMMA1003039 
C-MAMHA1003044 
C-MAMHA1003049 
C-HAMHA1003056 

C-MAMHA1003057//MD6 PROTEIN. Ill, lE-225//419aa//97% 
//Q60584 

C-MAMMA1003066 10 

C-MAMHA1003099 

C-MAMMA1003104 

C-HAMMA1003113//"Mus musculus C0P9 complex subunlt 
7a (C0PS7a) mRNA, complete cds. 7/1. lE-234//1178b 
p//86%//AF071316 

C-MAMMA1003127//MY0SIN I ALPHA (MMI -ALPHA) . //2. 2E- 

1 05//2 1 7aa//89%//P46735 

C-HAMMA1003135 

C-MAMMA1003146//Homo sapiens mRNA for GalT3 protei 
n. //4. 3E-218//996bp//99%//Y15062 20 
C-MAMMA1003150//"Homo sapiens mRNA for KIAA1096 pr 
otein, partial cds. 7/0//1342bp//99%//AB029019 
C-MAMMA1003166// M Homo sapiens MLL septin-like fusi 
on protein (MSF) mRNA, complete cds. 7/3. 10E-158//5 
92bp//97%//AFl 23052 
C-NT2RM1000032 

C-NT2RM1000035//"Human mRNA for KIAA0199 gene, par 

tial cds. 7/0//2948bp//99%//D83782 

C- NT2RM1 000039//HYP0THETI CAL 41.4 KD PROTEIN IN SR 

LQ-HYPF 1NTERGENIC REGION (EC 1.18.1.-) (0RF4) (OR 30 

F2) . 111. 90E- 14//299aa//25%//P37596 

C-NT2RM1000055// tt Homo sapiens mRNA for KIAA0829 pr 

otein, partial cds. V/0//31 1 lbp//99%//AB020636 

C-NT2RM1000059 

C-NT2RH1000062 

C- NT2RH1 000 1 1 8//CALCI NEURI N B SUBUNIT (PROTEIN PHO 
SPHATASE 2B REGULATORYSUBUNIT) (CALCI NEURI N REGULA 
TORY SUBUNI T) . Ill . 2E- 10//150aa//28%//P87072 
C-NT2RM1000119 

C-NT2RM1000127 40 
C-NT2RM1000131//"Homo sapiens mRNA for KIAA0792 pr 
otein, complete cds. 7/0//2980bp//99V/AB018335 
C-NT2RM1000132// ,, Homo sapiens NADH: ubiquinone oxid 
oreductase NDUFS6 subunit mRNA, nuclear gene encod 
ing mitochondrial protein, complete cds. 7/7.8E-11 
0//516bp//99%//AF044959 

C-NT2RM1000153//CYT0S0UC PURINE 5' -NUCLEOTIDASE 
(EC 3.1.3.5). //3. 3E-38//469aa//27%//P49902 
C- NT2RM 1 000 1 86//CALCI NEURI N B SUBUNIT (PROTEIN PHO 
SPHATASE 2B REGULATORYSUBUNIT) (CALCI NEURI N REGULA 50 
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TORY SUBUNIT) . Ill . 2E- 10//150aa//28%//P87072 
C-NT2RM1000187//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP-DEPENDENT RNA HEUCASE SPAC10F6.02C.//1. IE- 10/ 
/94aa//47V/042643 

C-NT2RM1000199//Homo sapiens mRNA for type I trans 
membrane receptor (psk-1 gene) . //0//2476bp//99%//A 
J245820 

C-NT2RM1000244//"Hamo sapiens TRAF4 associated fac 
tor 1 mRNA, partial cds. 7/2E-126//592bp//99%//U81 
002 

C-NT2RM1000252//H. sapiens E-HAP-115 mRNA. //9. 7E-35 
//569bp//64%//X73882 

C-NT2RM1000256//"Homo sapiens mRNA for Glutamineif 
ructose-6-phosphate ami dotransf erase, complete cd 
s. 7/0//3012bp//99%//AB016789 
C-NT2RH1000260//"Human mRNA for KIAA0130 gene, com 
plete cds. 7/0//3139bp//98V/D50920 
C-NT2RH1000271 
C-NT2RH1000300 

C-NT2RM1000314// H Human mRNA for KIAA0159 gene, com 
plete cds. 7/0//4349bp//99V/D63880 
C-NT2RM1000354//"Xenopus laevis chromosome condens 
ation protein XCAP-G mRNA, complete cds. 7/7. 4E-24 
5//2101bp//68%//AFl 11423 

C-NT2RM1000355// n Homo sapiens transmembrane protei 
n BRI (BRI) mRNA, complete cds. 7/0//1599bp//99%// 
AF152462 
C-NT2RM1000365 

C-NT2RH1000377// n Homo sapiens dual specificity pho 
sphatase MKP5 (MKP5) mRNA, complete cds. 7/3.2E-19 
6//1 0 16bp//94%//AFl 792 1 2 

C-NT2RM1000388//HYPOTHETICAL 27.7 RD PROTEIN IN CP 
T1-SPC98 INTERGENIC REGI ON. //0. 0000000 19//67aa//31 
V/P53915 
C-NT2RM1000399 

C-NT2RM1000430//"Homo sapiens erythroblast macroph 
age protein EMP mRNA, complete cds. 7/1.4E-185//148 
6bp//81%//AF084928 

C-NT2RM1000555//"H(mo sapiens mRNA for KIAA0885 pr 
otein, complete cds. 7/0//2885bp//99%//AB020692 
C-NT2RH1000563//TRANSMISSI0N-BL0CiaNG TARGET ANTIG 
EN S230 PRECURSOR. 110. 0000068// 199aa//30%//Q08372 
C- NT2RM1 000648//GLYC0SYLTRANSFERASE ALG2 (EC 2.4. 
1. -) . IIS. 5E-75//301aa//39V/P43636 
C-NT2RM1000661// n Homo sapiens translation initiati 
on factor 4e mRNA, complete cds. 7/4.3E-210//960bp 
//99%//AF038957 

C-NT2RH1000666//DNA- BINDING PROTEIN A. 111. 2E-09//1 

65aa//34%//P16989 

C-NT2RM1000672 
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C- NT2RM 1 00069 1 //Homo sapiens mRNA for PL0-1 protei 

n. //0//3104bp//99%//AJ132440 

C-NT2RM1000699 

C-NT2RM1000741//"Homo sapiens mRNA for KIAA0567 pr- 
otein, partial cds. 7/1. 1 E- 295//1 338bp//99%//AB01 1 
139 

C-NT2RM1000742//"Homo sapiens AC133 antigen mRNA, 
complete cds. V/0//3524bp//99%//AF027208 
C-NT2RM1000746//"Homo sapiens polyamine modulated 
factor- 1 (PMF1) mRNA, complete cds. 7/6. 70E-227//10 10 
43bp//99%//AF141310 

C-NT2RM1000770//DXS6673E PROTEIN. //I. 4E-39//194aa/ 
/48V/Q14202 

C-NT2RM1000772//VEGETATIBLE INCOMPATIBIUTY PROTEI 
N HET-E-1. //7. 3E- 15//280aa//27V/Q00808 
C-NT2RM1000780 

C-NT2RM1000800//Mus musculus partial mRNA for B-IN 
Dl protein (B-indl gene).//l. lE-98//571bp//89%//Z9 
7207 

C-NT2RM1000802 20 
C-NT2RM1000811//"Homo sapiens AC133 antigen mRNA, 
complete cds. 7/0//3524bp//99%//AF027208 
C-NT2RM1000826//"Homo sapiens mRNA for KIAA0885 pr 
otein, complete cds. 7/0//2885bp//99%//AB020692 
C-NT2RM1000829 

C-NT2RH1000850//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 
(ERYTHROCYTE ANKYRIN) . //9. 7E-42//333aa//36%//P1615 
7 

C-NT2RM1000852//"Homo sapiens putative ATP-depende 
nt RNA helicase R0K1 mRNA, complete cds. 7/0//2206 30 
bp//99%//AF077033 

C-NT2RH1000857// ,, Homo sapiens mRNA for KIAA0962 pr 
otein, partial cds. 7/0//3716bp//99%//AB023179 
C-NT2RM1000874//"Homo sapiens death effector domai 
n- containing testicular molecule mRNA, complete cd 
s. 7/1. 4E-244//11 13bp//99%//AF043733 
C-NT2RM1000882// ,, Homo sapiens delta-6 fatty acid d 
esaturase mRNA, complete cds.7/4.30E-122//1394bp/ 
/69%//AF126799 

C-NT2RM1000885//HYP0THETI CAL 97. 1 KD PROTEIN R05D 40 
3.4 IN CHROMOSOME III.//1.8E-56//630aa//30%//P3453 
7 

C-NT2RM1000894//DNA- DIRECTED RNA POLYMERASE I 135 
RD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SUBU 
NIT 2) (RPA135).//0//1020aa//89%//P70700 
C-NT2RM1000898//"ACTIN t CYTOPLASMIC (ACTIN, MICRON 
UCLEAR) . 7/8. 9E-26//229aa//29%//P02583 
C-NT2RM1000905// ,, Homo sapiens HSPC021 mRNA, cample 
te cds. 7/0//1480bp//99%//AF077207 
C-NT2RM1000924//HYP0THETICAL 39.7 KD PROTEIN C34E1 50 
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0.2 IN CHROMOSOME III.//lE-15//266aa//26%//P46577 

C-NT2RM1000927 

C-NT2RM1000962 

C-NT2RM1000978 

C-NT2RM1001003// w Homo sapiens alpha-catenin-like p 

rotein (CTNNAL1) mRNA,complete cds. 7/0//2230bp//9 

9%//AF030233 

C-NT2RM1001043 

C-NT2RM1001066 

C-NT2RMlO0tO72//"l-PH0SPHAnDYUN0SIT0L-4,5-BISPH0 
SPHATE PHOSPHODIESTERASE GAMMA 1 (EC 3.1.4.11) (PL 
C-GAMMA-1) (PHOSPHOUPASE C-GAMMA-1) (PLC-II) (PLC 
-148) . 7/8. 3E-47//259aa//35V/P08487 
C-NT2RM1001085// M Rattus norvegicus brain specific 
cortactin-binding protein CBP90 mRNA, partial cd 
s. 7/3. 7E-32//460bp//64%//AF053768 
C-NT2RM1001102// M Human HEM45 mRNA, complete cds. 7 
/2. 3E-27//482bp//63%//U88964 
C-NT2RM1001105 

C-NT2RM1001139//Homo sapiens mRNA; cDNA DKFZp564F0 
522 (from clone DKFZp564F0522).//0//1756bp//99%//A 
L049943 

C-NT2RM2000420 

C-NT2RM2000566//"Homo sapiens integrin alpha-7 mRN 
A, complete cds. 7/0//2519bp//96%//AF032108 
C-NT2RM2000609 

C-NT2RM2000612//"Rattus norvegicus ADP-ribosylatio 
n factor-directed GTPase activating protein mRNA, 
complete cds. 7/2.6E-106//1069bp//74%//U35776 
C-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTE 
IN HTF6).//2.9E-103//249aa//73%//P28160 
C-NT2RM2001588 

C-NT2RM2001605//Homo sapiens mRNA for PLD-1 protei 
n. //0//3114bp//99%//AJ132440 
C-NT2RM2001613//"Homo sapiens sec61 homolog mRNA, 
complete cds. 7/0//2601bp//99%//AF084458 
C-NT2RM2001632//KES1 PROTEI N. //1 . 40E-31//342aa//34 
%//P35844 

C-NT2RM2001648//"Homo sapiens sec61 homolog mRNA, 
complete cds. 7/0//2421bp//99%//AF084458 
C-NT2RM2001652// n Homo sapiens guanine nucleotide e 
xchange factor mRNA, complete cds. 7/0//2608bp//99 
%//AF111162 

C-NT2RH2001659//ZI NC/CADMI UH RESISTANCE PROTEIN.// 
3. 4E-39//161aa//34%//P20107 
C-NT2RM2001664// n Homo sapiens IkappaB kinase compl 
ex associated protein(IKAP) mRNA, complete cds. 7/ 
0//2471bp//99%//AF044 195 

C-NT2RM2001668//"Homo sapiens putative WHSC1 prote 
in (WHSC1) mRNA, alternative splice product ending 
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in intron 11, complete cds. 7/6.2E-16//464bp//62% 
//AF083391 

C-NT2RM2001671//"0ryctolagus cuni cuius sarcolemial 
associated protein (SLAP1) mRNA, complete cds. 7/ 
0//1843bp//94%//U21155 
C-NT2RM2001675 
C-NT2RM2001681 

C-NT2RM2001688//HYP0THETI CAL 33.8 KD PROTEIN C5H1 
0.01 IN CHROMOSOME I.//4.60E-20//253aa//30%//Q0967 
4 10 
C-NT2RM2001695//Bomo sapiens clone H63 unknown mRN 
A. //0//2016bp//99%//AF103804 
C-NT2RM2001696 

C-NT2RM2001698// n Homo sapiens XGalT-1 mRNA for gal 
actosyl transferase I .complete cds. 7/6.2E-253//117 
0bp//99%//AB028600 

C-NT2RM2001700//"ACYL-C0A DEHYDROGENASE, VERY-LONG 
-CHAIN SPECIFIC (EC 1.3.99.-) (VLCAD) (FRAGMENT). M 
//5. 7E-130//536aa//49%//P50544 

C-NT2RM2001716 20 
C-NT2RM2001723 

C-NT2RM2001730//PR0BABLE UBIQUITIN CARBOXYL-TERWN 
AL HYDROLASE K02C4.3 (EC 3.1.2.15) (UBIQUITIN THIO 
LESTERASE) (UBI QUI TIN-SPECIFIC PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME). //7.2E-16//381aa//27% 
//Q09931 

C-NT2RM2001743//"Homo sapiens cell cycle progressi 
on 2 protein (CPR2) mRNA, complete cds. 7/0//1498b 
p//99%//AF011792 

C- NT2RM200 1753/ /HYPOTHETI CAL PROTEIN RIAA0210.//8. 30 

8E- 1 1//1 19aa//36%//Q92609 

C-NT2RM2001760// n Homo sapiens sec61 homolog mRNA, 

complete cds. 7/0//2379bp//99%//AF084458 

C-NT2RM2001768 

C-NT2RM2001771//ZINC FINGER PROTEIN 135.//6.4E-154 
//394aa//64%//P52742 

C-NT2RM2001782//"Homo sapiens GDP-mannose pyrophos 
phorylase A (GMPPA) mRNA, complete cds. 7/0//1470b 
p//99%//AF135422 

C-NT2RM2001784 40 
C-NT2RM2001785//Homo sapiens mRNA; cDNA DKFZp586C2 
01 (from clone DRFZp586C201) . //0//2146bp//99%//AL0 
50118 

C-NT2RM2001813 

C-NT2RM2001823//CHD1 PROTEIN. //1 . 8E- 106//631aa//39 
%//P32657 

C-NT2RM2001839// n Homo sapiens calumein (Calu) mRN 
A, complete cds. 7/0//2415bp//97%//AF013759 
C-NT2RM2001840 

C-NT2RM2001855 50 
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C-NT2RM2001867// n Homo sapiens mRNA for RIAA0943 pr 
otein, partial cds. 7/0//967bp//99%//AB023160 
C-NT2RM2001879 

C-NT2RM2001983// n Homo sapiens RGS-GAIP interacting 
protein GIPC mRNA, complete cds. 7/0//1658bp//98% 
//AF089816 

C-NT2RM2002145// tt Homo sapiens erythroblast macroph 
age protein EMP mRNA, complete cds. 7/8.5E-191//152 
4bp//81%//AF084928 
C-NT2RM4000027 

C-NT2RM4000030//LAS1 PROTEIN. //5. 6E-12//184aa//32% 
//P36146 

C-NT2RM4000046//G0LIATH PROTEIN (Gl PROTEIN). //0.0 
00008//1 12aa//31%//Q06003 

C-NT2RM4000155// M THREONYL-TRNA SYNTHETASE, CYTOPLA 
SMIC (EC 6.1.1.3) (THREONINE— TRNA LI CASE) (THRR 
S). 7/1, 2E-157//321aa//61%//P26639 
C-NT2RM4000156//H. sapiens HPBRII-7 gene.//3.6E-21/ 
/785bp//60%//X67336 

C-NT2RM4000167//"Hamo sapiens kinesin superfamily 
motor RIF4 mRNA, complete cds. 7/0//1946bp//99V/A 
F071592 

C-NT2RM4000199 
C-NT2RM4000200 

C-NT2RM4000202//ZINC FINGER PROTEIN MOK-2 (HOK-2). 
//4. 9E-32//170aa//41%//Q16600 
C-NT2RM4000233//"Mus musculus semaphorin Via mRNA, 
complete cds. 7/3.4E-231//1395bp//86%//AF030430 
C-NT2RM4000244 
C-NT2RM4000251 
C-NT2RM4000265 
C-NT2RM4000324 
C-NT2RM4000327 

C- NT2RM4000356//RAS- RELATED PROTEIN RAB-17.//5.9E- 

80//213aa//75%//P35292 

C-NT2RM4000425 

C-NT2RM4000433// w Mus musculus retinoic acid-respon 
sive protein (Stra6) mRNA, complete cds. 7/4. IE- 27 
l//2085bp//77V/AF062476 
C-NT2RM4000514 

C-NT2RM4000531//ZINC FINGER PROTEIN 29 (ZFP-29).// 

2. 4E-89//389aa//43V/Q07230 

C-NT2RM4000532 

C-NT2RM4000534 

C-NT2RM4000603 

C- NT2RM40006 1 1 //VEGETATI BLE INCOMPATIBIUH PROTEI 
N HET-E- 1 . //2. 9E-09//108aa//31%//Q00808 
C- NT2RM40006 1 6//ACETYL- COENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE- - COALI CASE) (ACYL- ACTIVATING EN 
ZYME) . //2. 7E-146//420aa//60%//P27550 
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C-NT2RM4000674//HYP0THETI CAL SYMPORTER SLL1374.// 

1. 2E-28//180aa//30%//P74168 

C-NT2RM4000689 

C-NT2RM4000698 

C-NT2RM4000700 

C-NT2RM4000712// n Homo sapiens ubiquitin hydrolyzin 
g enzyme I (UBH1) mRNA, partial cds. V/1E-136//110 
4bp//77%//AF022789 
C-NT2RM4000717 

C- NT2RM4000733//TRANSCRI PTI ON TERMINATION FACTOR R 10 
HO. //0. 0000004 l//207aa//29V/P521 54. 
C-NT2RM4000734//"Homo sapiens mRNA for KIAA0760 pr 
otein. partial cds. 7/0//2273bp//99V/AB018303 
C-NT2RM4000741//"Homo sapiens hSGTl mRNA for hSgtl 
p, complete cds. V/0//2184bp//99%//D88208 
C-NT2RM4000751//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //3. 9E-125//301aa//53%//Q99676 
C-NT2RM4000764 
C-NT2RM4000778 

C-NT2RM4000787 20 
C-NT2RM4000790 

C-NT2RM4000795//"Homo sapiens mRNA for KIAA0951 pr 
otein, complete cds. V/0//1847bp//96%//AB023168 
C-NT2RM4000796 

C-NT2RM4000798//"Homo sapiens brefeldin A-inhibite 
d guanine nucleoti de-exchange protein 2 mRNA, camp 
lete cds. 7/0//2603bp//99V/AF084521 
C-NT2RH4000813 

C-NT2RH4000820//VACU0UR ATP SYNTHASE SUB0NIT AC45 
PRECURSOR (EC 3.6.1.34) (V-ATPASE AC45 SUBUNIT)./ 30 
/l. 10E-24//138aa//44%//P40682 
C-NT2RM4000833 
C-NT2RM4000848 
C-NT2RM4000852 
C-NT2RH4000855 
C-NT2RM4000887 
C-NT2RM4000895 
C-NT2RH4000950 
C-NT2RM4000979 

C-NT2RM4001002//Homo sapiens mRNA; cDNA DKFZp586G0 40 
518 (from clone DKFZp586G0518)V/0//2259bp//100%// 
AL050092 
C-NT2RH4001032 

C-NT2RM4001047//M025 PROTEIN. //8E-140//333aa//80%/ 
/Q06138 

C-NT2RM400i054//"Homo sapiens sec61 homolog mRNA, 
complete cds. V/3. 1E-190//I315bp//81%//AF077032 
C- NT2RM400 1 084//HYP0THETI CAL 105.6 KD PROTEIN C16C 
9.06C IN CHROMOSOME I . //0. 000000032//165aa//33%//Q 
09820 50 
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C-NT2RM4001 1 16//HYP0THETI CAL 216.3 RD PROTEIN R06F 

6.8 IN CHROMOSOME II.//5.9E-86//292aa//48%//Q09417 

C-NT2RM40O114O//H0ME0BOX PROTEIN MSH-D.//1E-11//10 

3aa//38%//Q01704C-NT2RM4001151 

C-NT2RM4001 155//ADRENAL MEDULLA 50 KD PROTEIN. //4. 

IE- 197//445aa//78%//Q27969 

C-NT2RM4001160 

C-NT2RM4001187 

C-NT2RM4001191// n Homo sapiens clone 24963 mRNA seq 
uence, complete cds. V/0//1950bp//99%//AF131737 
C-NT2RM4001200//ZINC FINGER PROTEIN 135. //9. 5E-135 
//375aa//60%//P52742 

C-NT2RM4001203// w Homo sapiens mRNA for KIAA0839 pr 
otein, partial cds. 7/0//3047bp//99%//AB020646 
C-NT2RM4001204// M Homo sapiens mRNA for KIAA1089 pr 
otein, partial cds. 7/0//2349bp//99%//AB029012 
C-NT2RM4001217//"Homo sapiens nuclear matrix prote 
in NRP/B (NRPB) mRNA, complete cds. 7/7.3E-148//140 
9bp//72%//AF059611 

C-NT2RM4001256//"Xenopus laevis putative Zic3 bind 

ing protein mRNA, complete cds. 7/4.30E-55//289bp/ 

/77V/AF129131 

C-NT2RM4001258 

C-NT2RM4001309 

C-NT2RM400131 3//PH0SPHATI DYLI NOSI TOL 3-KINASE VPS3 
4-UKE (EC 2. 7. 1.137) (PI 3-KINASE) (PTDINS-3-KINAS 
E) (PI 3K) . III. 50E-35//124aa//65%//P54676 
C-NT2RM4001316//"ACYL-C0A DEHYDROGENASE, MEDIUM- CH 
AIM SPECIFIC PRECURSORS 1.3.99.3) (MCAD). 7/2.3E 
-31//334aa//30%//P08503 

C-NT2RM4001320//"Homo sapiens mRNA for Neuroblasto 
ma, complete cds. 7/1.8E-39//728bp//64%//D89016 
C-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4 
PROTEIN) . //lE-28//171aa//37%//P32626 
C-NT2RM4001344//HYP0THETI CAL GTP- BINDING PROTEIN I 
N P0P2-H0L1 INTERGENICREGI0N.//8.1E-30//265aa//33% 
//P53742 

C-NT2RM4001347//"Homo sapiens NY- REN- 25 antigen mR 
NA, partial cds. 7/0//2300bp//99%//AF155103 
C-NT2RM4001371// n Homo sapiens IDN3 mRNA, partial c 
ds. 7/0//2524bp//99%//AB019494 
C-NT2RM4001382//"Homo sapiens RanBP7/importin 7 mR 
NA, complete cds. 7/2. 2E-237//1079bp//99%//AF09879 
9 

C-NT2RM4001384 
C-NT2RM4001410 

C-NT2RM4001411//"Mus musculus Pro-rich, PH, SH2 do 
main-containing signaling mediator (PSM) mRNA, com 
plete cds. 7/0//1962bp//87V/AF020526 
C-NT2RM4001412// n Homo sapiens nGAP mRNA. complete 
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cds. 7/0//1918bp//99%//AF047711 

C-NT2RH4001414 

C-NT2RM4001437 

C- NT2RH4001 444//I SOLEUCYL-TRNA SYNTHETASE (EC 6.1. 

1.5) (I SOLEUCI NE- -TRNALI CASE) (ILERS).//1.4E-118// 

444aa//46%//P73505 

C-NT2RM4001454 

C-NT2RH4001455 

C- NT2RM400 1 483//ZI NC FINGER PROTEIN 136. //5. IE- 106 
//357aa//55%//P52737 10 
C-NT2RM4001489//"Homo sapiens mRNA for KIAA0685 pr 
otein, complete cds. V/0//1810bp//99%//AB014585 
C-NT2RM4001522 

C-NT2RM4001557//"Homo sapiens mRNA for KIAA1040 pr 
otein, partial cds. V/0//1547bp//97%//AB028963 
C-NT2RM4001565 

C-NT2RM4001566//"Homo sapiens mRNA for KIAA1114 pr 
otein, complete cds. V/0//1900bp//99%//AB029037 
C-NT2RM4001582//"Mus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA, complete cds. V/1.5E-284//1082b 20 
p//90%//AF071317 

C-NT2RM4001592//"Homo sapiens mRNA for KIAA1122 pr 
otein, partial cds. V/0//2170bp//99%//AB032948 
C-NT2RM4001594 

C-NT2RM4001597//H. musculus red-1 gene. //2. IE- 171// 
1414bp//78%//X92750 

C-NT2RM4001611//SIS2 PROTEIN (HAL0T0LERANCE PR0TEI 

N HAL3) . //2. 6E-32//203aa//39%//Q12600 

C-NT2RM4001629//"MAGUK P55 SUBFAMILY MEMBER 3 (MPP 

3 PROTEIN) (DISCS, LARGE H0M0L0G 3). V/1.5E-93//27 30 

8aa//38%//Q13368 

C-NT2RM4001650 

C-NT2RM4001662 

C-NT2RM4001666//HYP0THETICAL 48.6 KD PROTEIN IN AL 
PA-GABP INTERGENIC REGION. //2.7E-84//410aa//42%//P 
37339 

C-NT2RM4001682 
C-NT2RM4001710 

C-NT2RM4001714//SEPTIN 2 H0M0L0G (FRAGMENT). //8.9E 
-141 //354aa//72%//Q 14141 40 
C-NT2RM4001715 

C-NT2RM4001731//"Homo sapiens mRNA for KIAA1004 pr 
otein, partial cds. V/0//1922bp//100%//AB023221 
C-NT2RM4001746 
C-NT2RM4001754 

C- NT2RM400 1 758//PUTATI VE SERI NE/THREONI NE- PROTEI N 
KINASE EMK (EC 2.7. 1. -).//4. lE-186//639aa//58%//Q0 
5512 

C-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL-1).// 
7. 9E-66//31 laa//35%//Q03164 50 
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C-NT2RM4001810// M Homo sapiens mRNA for KIAA0863 pr 
otein, complete cds. V/0//2377bp//99%//AB020670 
C-NT2RM4001813//LECTIN BRA-2. //0. 00000048//114aa// 
30%//P17346 

C-NT2RM4001823//ZINC FINGER PROTEIN 43 (ZINC PROTE 
I N HTF6) . 112. 9E-55//325aa//37%//P28160 
C-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//5.9E-161//481aa//56%//P51523 
C-NT2R14001836 

C-NT2RM4001841// M Homo sapiens mRNA for KIAA0920 pr 
otein, complete cds. 7/0//1861bp//98%//AB023137 
C-NT2RM4001842 
C-NT2RM4001856 

C-NT2RM4001858//T-B0X CONTAINING PROTEIN TBX6L (FR 
AGMENT) . //6. 5E-22//126aa//46%//P79779 
C-NT2RM4001865//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//4.3E-244//1248bp//94%//Y17711 
C-NT2RM4001876//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-l).//6.5E-23//184aa//36%//Q15 
404 

C-NT2RM4001880//PUTAT1VE DNA HEUCASE II H0M0L0G 
(EC 3. 6. 1. -) . //5. 9E-09//268aa//26%//P47486 
C-NT2RM4001922// M Homo sapiens mRNA for KIAA0957 pr 
otein, complete cds. V/0//2165bp//99%//AB023174 
C-NT2RM4001930//"H(MO sapiens dolichyl-P-Glc:Man9G 
lcNAc2-PP-dolichyl glucosyl transferase (ALG6) mRN 
A, complete cds. V/0//1930bp//99%//AFl 02851 
C-NT2RM4001940//"flomo sapiens timeless homolog mRN 
A, complete cds. 7/0//2087bp//99%//AF098162 
C-NT2RM4001953 
C-NT2RM4001965 

C-n2RM4001969//R.norvegicus mRNA for IP63 protei 
n. 112. 6E-261//1563bp//84%//X99330 
C-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.8E-112//457aa//47%//P51523 
C-NT2RM4001984 

C-NT2RM4001987//"NEURAL CELL ADHESION MOLECULE 1, 
LARGE ISOFORM PRECURSOR (N-CAM 180) [CONTAINS: N-C 
AM 140]. 7/3.2E-17//281aa//30%//P16170 
C-NT2RM4002013//HYP0THETI CAL 89.4 KD TRP-ASP REPEA 
TS CONTAINING PROTEI NIN PMT6-PCT1 INTERGENIC REGIO 
N. //6. 9E-94//589aa//35%//P42935 
C-NT2RM4002018 

C-NT2RM4002034// rt Homo sapiens hiwi mRNA, partial c 
ds. 7/1. 9E-53//1585bp//60%//AF104260 
C-NT2RM4002044 
C-NT2RM4002054 

C-NT2RM4002063//"0ryctolagus cuni cuius sarcosine o 
xidase (SOX) mRNA, complete cds. 7/0//1865bp//99%/ 
/U82267 
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C-NT2RM4002066//"Homo sapiens thyroid hormone rece 
ptor- associated protein complex component TRAP230 
mRNA, complete cds. 7/1.50E-211//1123bp//71%//AFll 
7755 

C-NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEI 
N).//2. 8E- 105//556aa//41%//Q04652 
C-NT2RM4002128 
C-NT2RM4002140 

C-NT2RM4002145//SLIT PROTEIN PRECURSOR. //1.40E- 09/ 
/127aa//33%//P24014 10 
C-NT2RM4002161//"Homo sapiens laforin (EPH2A) mRN 
A, complete cds. 7/0//2671bp//99%//AF084535 
C-NT2RM4002174//MRP PROTEIN. //9. lE-68//264aa//51%/ 
/P21590 

C-NT2RM4002189//"GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4- ALPHA- GLUCOSIDASE) (l t 4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . V/6. 2E-33//688aa//27%/ 
/P08640 

C-NT2RM40O22O5// n EL0NGATI0N FACTOR G, MITOCHONDRIA 
L PRECURSOR (MEF-G) . 7/3E-37//122aa//72%//Q07803 20 
C-NT2RM4002213//"Homo sapiens protein phosphatase 
methyl esterase- 1 (PME-1) mRNA, complete cds. 7/0// 
2452bp//100V/AF157028 

C-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND./ 

/3. 7E-19//147aa//41%//P40809 

C-NT2RM4002251// n ALPHA-l, 3- MANNOSYL- GLYCOPROTEIN B 

ETA-1,2-N- ACETYLGLUCOSAMI NYLTRANSFERASE (EC 2.4. 

1.101) (N-GLYCOSYL- OLIGOSACCHARIDE- GLYCOPROTEIN N 

-ACETYLGLUCOSAMI NYLTRANSFERASE I) (GNT- I) (GLCNAC 

-T I ) . 7/2. 2E-36//320aa//38V/P27808 30 

C-NT2RM4002256 

C-NT2RM4002266 

C-NT2RM4002281 

C-NT2RM4002287 

C-NT2RM4002294 

C-NT2RM4002301 

C-NT2RM4002323//ANTIGEN COR (FRAGMENT) . //0. 0000000 

01//154aa//33%//P48778 

C-NT2RM4002339 

C-NT2RM4002344 40 
C-NT2RM4002373//"Homo sapiens mRNA for RIAA0649 pr 
otein. complete cds. 7/0//2666bp//99%//AB014549 
C-NT2RM4002374 
C-NT2RM4002383 

C-NT2RM4002409//ACETYL-C0ENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE- - COALI GASE) (ACYL- ACTIVATING EN 
ZYME) . //1 . 3E-29//275aa//30%//P27095 
C-NT2RM4002438// M Xenopus laevis putative Zic3 bind 
ing protein mRNA, complete cds. 7/1. lE-49//611bp// 
70V/AF129131 50 



ffl2002-191363 
4294 

C-NT2RM4002446 
C-NT2RM4002452 
C-NT2RM4002457 

C-NT2RM4002460// n ENV POLYPROTEIN (COAT POLYPROTEI 
N) [CONTAINS: COAT PROTEINS GP70, GP20] . 7/0. 00000 
1 6//226aa//24%//P5 1515 
C-NT2RM4002493 

C- NT2RM4002527//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1. //8. 9E- 15//366aa//27V/Q00808 
C-NT2RM4002532//PR0TEIN H0M1. //2E- 16//276aa//28%// 
P55137 

C-NT2RM4002558//"Homo sapiens fatty acid transport 
protein (FATP) mRNA.conplete cds. 7/0//1797bp//99 
%//AF055899 
C-NT2RM4002567 
C-NT2RM4002593 

C-NT2RM4002594//MSP1 PROTEIN H0M0L0G. //2. 7E-68//23 
6aa//58%//P54815 

C-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6.1. 
1.12) (ASPARTATE--TRNALIGASE) (ASPRS) . //2. 3E-101// 
488aa//45V/032038 
C-NT2RP1000324 

C-NT2RP1000363//"Homo sapiens mRNA for KIAA0638 pr 
otein, partial cds. 7/0//1345bp//99%//AB014538 
C-NT2RP1000418 

C-NT2RP1000513// M Human NifU-like protein (hNifU) m 

RNA, partial cds. 7/6.50E-171//516bp//99%//U47101 

C-NT2RP1000721 

C-NT2RP1000730 

C-NT2RP1000767 

C-NT2RP1000836 

C-NT2RP1000902//HYP0THETI CAL 127.4 KD PROTEIN F07F 
6.4 IN CHROMOSOME III.//5. 2E-20//306aa//33%//Q0953 
1 

C-NT2RP1000943 

C-NT2RP1001033// n Homo sapiens delta- tubulin mRNA, 

canplete cds. 7/2. 10E-285//1290bp//10O%//AF201333 

C-NT2RP1001073// n Homo sapiens U6 snRNA-associated 

Sm-like protein LSm5 mRNA, complete cds. 7/8. 1E-10 

7//504bp//99%//AF182291 

C-NT2RP1001199 

C-NT2RP1001248 

C-NT2RP1001253// n Homo sapiens oscillin (hLn) mRNA, 
complete cds. 7/0//2020bp//99%//AF029914 
C-NT2RP1001286 

C-NT2RP1001294//MICR0TUBULE-ASS0CIATED PROTEIN YTM 
1. //I. 80E- 38//258aa//32%//Ql 2024 
C-NT2RP1 001302//MI CROTUBULE- ASSOCI ATED PROTEIN YTM 
1. //I. 80E-38//258aa//32%//Q12024 
C-NT2RP1001310//"Homo sapiens mitochondrial carrie 



(2149) 

4295 

r homolog 1 isofonu amRNA, partial cds; nuclear ge 
ne for mitochondrial product. V/0//1732bp//99%//AF 
176006 

C-NT2RP1001361// n Homo sapiens NADH- ubiquinone oxid 
oreductase subunit B14.5B homolog mRNA, complete c 
ds. 7/6. 5E-116//541bp//100%//AF070652 
C-NT2RP1001385//HYP0THETICAL 48.8 KD PROTEIN IN SS 
U81-SCS2 INTERGENIC REGION. //2.7E-22//284aa//25%// 
P40074 

C-NT2RP1001432 ' 10 
C-NT2RP2000040//"Homo sapiens mRNA for KIAA0747 pr 
dtein, partial cds. 7/0//2648bp//99%//AB0 18290 
C-NT2RP2000076//Homo sapiens partial mRNA for poly 
homeotic 2 protein (PH2 gene).//7.9E-20//265bp//73 
%//AJ242730 
C-NT2RP2000098 
C-NT2RP2000108 

C-NT2RP2000257//PUTATIVE MITOCHONDRIAL CARRIER YIL 
006W. //9. 7E-41//278aa//36%//P40556 
C-NT2RP2000258//ACTIVAT0R 1 140 KD SUBUNIT (REPLIC 20 
ATI ON FACTOR C LARGE SUBUNIT) (Al 140 KD SUBUNIT) 
(RF-C 140 KD SUBUNIT) (ACTIVATOR 1 LARGE SUBUNIT) 
(DNA- BINDING PROTEIN P0-GA).//7. lE-12//213aa//23%/ 
/P35251 

C-NT2RP2000289 
C-NT2RP2000327 
C-NT2RP2000337 

C-NT2RP2000420//ZINC FINGER PROTEIN 165.//8.5E-33/ 
/155aa//52V/P49910 

C-NT2RP2000459 30 

C-NT2RP2000498 

C-NT2RP2000758 

C-NT2RP2001137 

C-NT2RP2001149 

C-NT2RP2001 168//VERPR0UN. //1. 5E-09//143aa//33%//P 
37370 

C-NT2RP2001173// M Homo sapiens mRNA for KIAA0480 pr 
otein, complete cds. 7/0//1780bp//99V/AB007949 
C-NT2RP2001 174//GASTRULA ZINC FINGER PROTEIN XLCGF 
46. 1 (FRAGMENT) . //6E- 10//88aa//38%//P18722 40 
C-NT2RP2001196 
C-NT2RP2001226 

C-NT2RP2001268// M Homo sapiens mRNA for KIAA0810 pr 
otein, partial cds. 7/0//3301bp//98%//AB018353 
C- NT2RP200 1 290//BETA- SOLUBLE NSF ATTACHMENT PROTEI 
N (SNAP- BETA) (SNAP- ALPHA HOMOLOG) (BRAIN PROTEIN 
147) (FRAGMENT) . //4. 4E-91//179aa//99%//P28663 
C-NT2RP2001295//ZINC/CADMIUM RESISTANCE PROTEIN.// 
8. 3E-39//161aa//34%//P20107 

C-NT2RP2001312 50 
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C-NT2RP2001327// W TUM0R NECROSIS FACTOR, ALPHA-INDU 

CED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN). 7/5. 5E-1 

16//311aa//71%//Q13829 

C-NT2RP2001328 

C-NT2RP2001366 

C-NT2RP2001378//MUCIN 2 PRECURSOR (INTESTINAL MUCI 
N 2).//2E-ll//403aa//25%//Q02817 
C-NT2RP2001392//IDT0CH0NDRIAL LON PROTEASE HOMOLOG 
1 PRECURSOR (EC 3.4.21. -) 7/8. 4E- 192//581aa//54%/ 
/P93647 

C-NT2RP2001394//Homo sapiens mRNA for SCML2 protei 
n. //0//2068bp//99%//Yl 8004 

C-NT2RP2001420//"Mus musculus nuclear protein NIP4 

5 mRNA, complete cds. 7/9E-112//742bp//82%//U76759 

C-NT2RP2001450 

C-NT2RP2001467 

C-NT2RP2001506 

C-NT2RP2001511//"Hamo sapiens putative RNA-binding 
protein Q99 mRNA, complete cds. 7/3. 2E-297//2206b 
p//75%//AF093097 

C-NT2RP2001520//Homo sapiens mRNA for mitochondria 
1 carrier protein ARALARl.//0//2502bp//99%//Y14494 
C-NT2RP20dl536//"Homo sapiens X-ray repair cross-c 
Qmplementing protein 3(XRCC3) mRNA, complete cds." 
//0//2326bp//99%//AF035586 

C-NT2RP2001560//VAV2 PROTEIN. //0. 0000001 5//219aa// 
27%//Q60992 

C-NT2RP2001576//HYP0THETI CAL 62.2 KD PROTEIN C4G8. 
12C IN CHROMOSOME I.//8.2E-29//294aa//31%//Q09837 
C-NT2RP2001581 

C-NT2RP2001597//"RYAN0DINE RECEPTOR, CARDIAC HUSCL 
E. 7/0. 000000036//127aa//36%//P30957 
C-NT2RP2001628 

C-NT2RP2001663//EN0LASE (EC 4.2.1.11) (2-PH0SPH0GL 
YCERATE DEHYDRATASE) (2-PH0SPH0-D- GLYCERATE HYDRO 
-LYASE) (FRAGMENT) . //I . lE-47//126aa//53%//P42897 
C- NT2RP200 1 748//FARNESYL PYROPHOSPHATE SYNTHETASE 
(FPP SYNTHETASE) (FPS) (FARNESYL DIPHOSPHATE SYNTHE 
TASE) (DIMETHYLALLYLTRANSFERASE (EC 2.5.1.1) / GER 
ANYLTRANSTRANSFERASE (EC 2.5.1.10)) (KIAA0032). // 
5. 40E-47//96aa//97%//P14324 
C-NT2RP2001813 

C-NT2RP2001883//"Homo sapiens CGI -01 protein mRNA, 
complete cds. 7/0//2306bp//99%//AF132936 
C-NT2RP2001900//ACTIN-UKE PROTEIN ARP5.//2.3E-38/ 
/395aa//30%//P53946 
C-NT2RP2001947 

C-NT2RP2001985//"Homo sapiens high-risk human papi 
llama viruses E6 oncoproteins targeted protein E6T 
PI alpha mRNA, complete cds. 7/2.00E-38//435bp//67 
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K//AF090989 

C-NT2RP2001991//S0DIUM- AND CHLORIDE- DEPENDENT TRA 
NSPORTER NTT73. //6. 5E- 129//279aa//85%//Q08469 
C-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLEC 
ULE PRECURSOR (NR-CAH) (BRAVO). //1. 7E-47//247aa//52 
%//P35331 

C-NT2RP2002058//"Homo sapiens WD repeat protein WD 
R3 (WDR3) mRNA, complete cds. 7/0//2510bp//99%//AF 
083217 

C-NT2RP2002076//Homo sapiens clone 24804 iRNA sequ 10 
ence. Ill . 5E- 294//1 334bp//99%//AF0521 83 
C-NT2RP2002078//PECANEX PROTEIN. //1. 8E-09//195aa// 
32V/P18490 

C-NT2RP2002079//"HI STONE HI, GONADAL. V/4.4E- 11 III 
14aa//34%//P02256 

C-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-as 
soci ated protei n. //0//3389bp//99%//AJ007509 
C-NT2RP2002185//"Homo sapiens ubiquilin mRNA, comp 
lete cds. V/0//1789bp//99%//AFl 76069 
C-NT2RP2002193//"Homo sapiens PIAS3 mRNA for prote 20 
in inhibitor of activatied STAT3, complete cds."// 
0//2809bp//99%//AB021868 
C-NT2RP2002231 
C-NT2RP2002235 

C-NT2RP2002252//"Mus musculus (clone pVZmSin3A9) m 
Sin3A9 mRNA, completecds. V/0//31 18bp//91%//L38621 
C-NT2RP2002292 
C-NT2RP2002408 

C-NT2RP2002442//HESA PROTEI N. //2. 8E- 14//163aa//30% 
//P46037 30 
C-NT2RP2002464//DNA CROSS-LINK REPAIR PROTEIN PS02 
/SNM1. //6. 50E-07//17iaa//27%//P30620 
C-NT2RP2002498 

C-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1744)./ 
/4. 6E- 144//537aa//49%//Q02386 
C-NT2RP2002520//"Homo sapiens transcription factor 
RFX-B (RFXB) mRNA, complete cds. V/3.70E-34//668b 
p//61%//AF105427 
C-NT2RP2002549 

C-NT2RP2002609//2-HYDR0XYMUC0NIC SEE ALDEHYDE HYDR 40 
OLASE (EC 3. 1 . 1 . -) (HHSH) . III. 80E-08//109aa//37%// 
P19076 

C-NT2RP2002706 

C-NT2RP2002710//SH3-BINDING PROTEIN 3BP-1.//4.9E-8 

5//489aa//43%//P55194 

C-NT2RP2002800 

C-NT2RP2002880//GLUC0SE REPRESSION MEDIATOR PROTEI 
N. 110. 000039//206aa//23%//P14922 
C-NT2RP2002891 

C-NT2RP2002929//HYP0THETICAL 46.2 KD TRP-ASP REPEA 50 
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TS CONTAINING PR0TEIND2013. 2 IN CHROMOSOME U.I/A. 
IE- 87//395aa//40%//Ql 8964 

C-NT2RP2002939//ZINC FINGER PROTEIN 136.//5.4E-70/ 
/282aa//42%//P52737 

C-NT2RP2002993//DNA- DIRECTED RNA POLYMERASE I 135 
KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SOBU 
NIT 2) (RPA135).//0//716aa//91%//P70700 
C-NT2RP2003034 
C-NT2RP2003099 

C-NT2RP2003137//UBIQUITIN. //0. 000026//70aa//30%//P 
13117 

C-NT2RP2003157//"Hamo sapiens CGI-74 protein mRNA, 
complete cds. 7/0//2037bp//99%//AF151832 
C-NT2RP2003158//"Homo sapiens mRNA for proteasome 
subunit p58, completecds. V/0//2091bp//99%//D67025 
C-NT2RP2003165 

C-NT2RP2003243//Homo sapiens partial mRNA for puta 
tive p621 protein which interacts with transcript! 
on factor Spl. //0//1544bp//99%//AJ242978 
C-NT2RP2003277// fl Hamo sapiens mRNA for KIAA0625 pr 
otein, partial cds. 7/0//3788bp//99%//AB0 14525 
C-NT2RP2003286//PR0BABLE RNA 3' -TERMINAL PHOSPHATE 
CYCLASE (EC 6.5. 1.4) (RNA- 3' - PHOSPHATE CYCLASE) 
(RNA CYCLASE) . //4. lE-88//374aa//47%//Q23400 
C-NT2RP2003297 

C-NT2RP2003307//KINESIN LIGHT CHAIN (KLC).//2.2E-1 
99//550aa//70%//Q07866 

C-NT2RP20O3308//CR00KED NECK PROTEIN. //5.4E-244//6 
22aa//67%//P17886 

C-NT2RP2003347//BREAST CANCER TYPE 1 SDSCEPTIBIUT 
Y PROTEIN H0M0L0G.//O.O0OO22//261aa//24%//P48754 
C-NT2RP2003391//Homo sapiens mRNA for nuclear tran 
sport receptor. //0//1509bp//99%//AJ 133769 
C-NT2RP2003393 
C-NT2RP2003445 

C-NT2RP2003466//"Homo sapiens delta-6 fatty acid d 
esaturase mRNA, complete cds. V/0//2194bp//99%//AF 
126799 

C-NT2RP2003480// M Homo sapiens zinc finger DNA bind 
ing protein 99 (ZNF281) mRNA, complete cds. 7/0//3 
0 1 2bp//99%//AFl 25 1 58 

C- NT2RP2003506//NADPH- CYTOCHROME P450 REDUCTASE (E 
C 1.6.2.4) (CPR).//5.4E-14//106aa//46%//P04175 
C-NT2RP2003511 

C-NT2RP2003513// rt Human mRNA for KIAA0270 gene, par 
tial cds. V/0//2137bp//97%//D87460 
C-NT2RP2003567// n Homo sapiens mRNA for KIAA0462 pr 
otein, partial cds. V/0//2343bp//99%//AB007931 
C-NT2RP2003604// M Homo sapiens alpha-catenin-like p 
rotein (CTNNAL1) mRNA,C(aplete cds. V/0//2442bp//9 
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9V/AF030233 
C-NT2RP2003691 

C-NT2RP2003713// n Homo sapiens ubi qui tin- specific p 
rotease 3 (USP3) mRNA, complete cds. V/0//2018bp//9 
9V/AF073344 

C-NT2RP200376O//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT 
PROTEI N) (GAMMA-COP) . //0//869aa//80%//P53620 
C-NT2RP2003764 
C-NT2RP2003769 

C-NT2RP2003777 10 
C-NT2RP200384O//HYP0THETI CAL 48.1 KD PROTEIN B040 
3.2 IN CHROMOSOME X.//3.7E-21//137aa//43%//Q11076 
C-NT2RP2003857//MY0TR0PHIN (V-l PROTEIN) (GRANULE 
CELL DIFFERENTIATION PROTEIN) . //O. 0000001 6// 11 7aa/ 
/29%//Q91955 

C-NT2RP2003981//"Homo sapiens mRNA for KIAA0804 pr 
otein, partial cds. 7/0//3046bp//99%//AB018347 
C-NT2RP2003984//Homo sapiens mRNA; cDNA DKFZp564A0 
26 (from clone DKFZp564A026).//0//2514bp//99%//AL0, 
50367 20 
C- NT2RP200404 1 //SYNAPSI NS I A AND I B.//0. 00000074// 
159aa//32%//P17599 

C-NT2RP2004066// ,, Human DNA sequence from clone 134 
019 on chromosome lp36. 11-36.33, complete sequenc 
e. 7/0//2410bp//99%//AL034555 
C-NT2RP2004081 
C-NT2RP2004124 
C-NT2RP2004152 
C-NT2RP2004165 

C-NT2RP2004187//ZINC FINGER PROTEIN 38 (ZFP-38) (C 30 
TFIN51) (TRANSCRI PTI ONFACTOR RU49). //5.6E-31//424a 
a//28%//Q07231 

C-NT2RP2004239//"Homo sapiens lok mRNA for protein 
kinase, complete cds. V/0//3044bp//99%//AB015718 
C-NT2RP2004245 
C-NT2RP2004364 
C-NT2RP2004365 

C-NT2RP2004366//"Homo sapiens mRNA for KIAA0986 pr 
otein, partial cds. 7/0//2790bp//97%//AB023203 
C-NT2RP2004373 40 
C-NT2RP2004476//"Homo sapiens cyclin L ania-6a mRN 
A, complete cds. 7/0//2075bp//99%//AF180920 
C-NT2RP2004551 

C-NT2RP2004568//PUTATIVE ATP-DEPENDENT RNA HELICAS 
E C30D11. 03. //3E-117//625aa//40%//Q09903 
C-NT2RP2004600 

C-NT2RP2004664// M Homo sapiens mRNA for KIAA0460 pr 
otein, partial cds. V/0//2368bp//99%//AB007929 
C-NT2RP2004743 

C-NT2RP2004768//SERI NE/THREONI NE- PROTEI N KINASE NR 50 
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Rl (EC 2.7.1.-) (N-RICH KINASE l).//1.3E-26//190aa 
//41%//P38692 

C-NT2RP2004816// n Homo sapiens H beta 58 homolog mR 
NA, complete cds. 7/0//2144bp//96%//AF054179 
C-NT2RP2004861 
C-NT2RP2004897 

C-NT2RP2004933//"HaiK> sapiens mRNA for ZIP-kinase, 
complete cds. 7/0//2103bp//99%//AB007144 
C-NT2RP2004978//ACTIN-UKE PROTEIN ARP8.//3.3E-47/ 
/353aa//30%//Ql 2386 

C-NT2RP2005038//DNA NUCLEOTI DYLEXOTRANSFERASE (EC 
2.7.7.31) (TERMINAL ADDITION ENZYME) (TERMINAL DEO 
XYNUCLEOTI DYLTRANSFERASE) (TERMI NAL TRANSFERASE) . / 
/4E-91//218aa//44%//Q92089 

C-NT2RP2005162//"Homo sapiens aspartyl aminopeptid 

ase mRNA, complete cds. V/0//1615bp//99%//AF005050 

C-NT2RP2005204// n Hooo sapiens SUMO-l-activating en 

zyme El N subunit (SUA1) mRNA, complete cds. 7/0// 

1262bp//99%//AF090385 

C-NT2RP2005227 

C-NT2RP2005287 

C-NT2RP2005288//"Homo sapiens RCCl-like G exchangi 
ng factor RLG mRNA, complete cds. 7/0//2992bp//99% 
//AF060219 

C-NT2RP2005490//"Mus musculus D3Mm3e (D3ttn3e) mRN 
A, complete cds. 7/1.8E-175//1102bp//83%//AF053628 
C-NT2RP2005539//"Homo sapiens mRNA for KIAA0850 pr 
otein, complete cds. 7/0//1560bp//99%//AB02(t657 
C-NT2RP2005605//QUEUINE TRNA- RI BOSYLTRANSFERASE (E 
C 2.4.2.29) (TRNA- GUANINE TRANSGLYCOSYLASE) (GUANI 
NE INSERTION ENZYME). //8.2E- 23// 164aa//28%//032053 
C-NT2RP2005722//"Homo sapiens ZK1 mRNA for Kruppel 
-type zinc finger protein, complete cds. 7/0//2545 
bp//99%//AB011414 
C-NT2RP2005732 

C-NT2RP2005784// n Homo sapiens ubiquitin-conjugatin 
g enzyme variant Kua (UBE2V) mRNA, complete cds."/ 
/0//2191bp//92%//AF155120 

C- NT2RP20058 1 2//HYP0THETI CAL 39.3 KD PROTEIN IN GC 
N4-WBP1 INTERGENIC REGION. //2. 3E-39//318aa//31%//P 
40004 

C-NT2RP2005859// M Homo sapiens mRNA for KIAA0863 pr 
otein, complete cds. 7/0//1649bp//99%//AB020670 
C-NT2RP2006023 

C-NT2RP2006334//Homo sapiens mRNA; cDNA DKFZp434Jl 
54 (from clone DKFZp434J154).//0//2318bp//99%//AL0 
80155 

C-NT2RP2006441 
C-NT2RP3000002 

C-NT2RP3000050//ZINC FINGER PROTEIN 91 (ZINC FINGE 
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4301 

R PROTEIN HTF10) (HPF7).//2.2E-150//490aa//53%//Q0 
5481 

C-NT2RP3000055 
C-NT2RP3000068 
C-NT2RP3000080 

C- NT2RP3000085// ACETYL- /PROPI ONYL- COENZYME A CARBO 

XYLASE ALPHA CHAIN [CONTAINS: BIOTIN CARBOXYLASE 

(EC 6.3.4.14); BIOTIN CARBOXYL CARRIER PROTEIN (BC 

CP) ] . //I . 9E- 123//436aa//50%//P46401 

C-NT2RP3000092 10 

C-NT2RP3000109//P54 PROTEIN PRECURSOR. //O. 0000065/ 

/358aa//22V/P13692 

C-NT2RP3000134 

C-NT2RP3000149 

C-NT2RP3000197 

C-NT2RP3000207//"GLUCOAMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4- ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . 7/2. 9E- 1 l//721aa//23%/ 
/P08640 

C-NT2RP3000233//"Human DNA sequence froa clone 22D 20 
12 on chromosome Xq21.1-21.33. Contains a novel pr 
otein similar to Drosophila Reich (Ring Canal prot 
ein, KEL) and a heterogenous set of other types of 
proteins. Contains ESTs and GSSs, complete sequen 
ce. 7/0//1462bp//99V/AL035424 
C-NT2RP3000235 
C-NT2RP3000247 
C-NT2RP3000267 

C-NT2RP3000299//"Rattus norvegicus mRNA for Crk-as 
sociated substrate, pl30, complete cds. 7/0//2730b 30 
p//82%//D29766 
C-NT2RP3000324 

C-NT2RP3000341// M Homo sapiens mitochondrial inner 
membrane preprotein translocase Timl7a mRNA, nucle 
ar gene encoding mitochondrial protein, complete c 
ds. 7/1 . 5E-246//1 124bp//99%//AFl 06622 
C-NT2RP3000393//"Rattus norvegicus DNA-binding pro 
tein PREB (Preb) mRNA, complete cds. 7/5.8E-266//13 
73bp//86%//AF061817 

C-NT2RP3000441//"Homo sapiens squamous cell carcin 40 

oma antigen recognizedby T cell (SART-2) mRNA, com 

plete cds. 7/3.40E-42//645bp//67%//AF098066 

C-NT2RP3000449 

C-NT2RP3000451 

C-NT2RP3000456 

C-NT2RP3000542 

C-NT2RP3000561 

C-NT2RP3000562//"Homo sapiens putative RNA-binding 
protein Q99 mRNA, complete cds. 7/0//2165bp//99%/ 
/AF093097 50 
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C-NT2RP3000578//HES1 PROTEIN. //1. 3E-22//229aa//27% 
//P35843 

C-NT2RP3000590//UVS-2 PROTEIN. //I. 3E-22//458aa//24 

V/P33288 

C-NT2RP300Q592 

C-NT2RP3000622 

C-NT2RP3000624 

C-NT2RP3000685 

C-NT2RP3000736//HYP0THETI CAL PROTEIN KIAA0140.//1. 
2E- 166//305aa//99V/Q14153 

C-NT2RP3000742// n l-PH0SPHATIDYUN0SIT0L-4,5-BISPH0 

SPHATE PHOSPHODIESTERASE DELTA 1 (EC 3.1.4.11) (PL 

C-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-III) (FR 

AGMENT). 7/4. lE-165//371aa//49%//P10895 

C-NT2RP3000753 

C-NT2RP3000826 

C-NT2RP3000865 

C-NT2RP3000875//MEVAL0NATE KINASE (EC 2.7.1.36) (H 
K) . 111. 7E-87//175aa//98V/Q03426 
C-NT2RP3001007 
C-NT2RP3001055 

C-NT2RP3001111//"Homo sapiens TRF-proximal protein 
mRNA, complete cds. 7/1.50E-149//731bp//97%//AF09 
7725 

C-NT2RP3001120//ZINC FINGER PROTEIN 136.//7.8E-170 

//512aa//58%//P52737 

C-NT2RP3001126 

C-NT2RP3001 1 50//TRANSCRI PTI ON TERMINATION FACTOR R 
HO. //0. 00000031//207aa//29V/P52154 
C-NT2RP3001232 

C-NT2RP3001268//"Homo sapiens zinc finger protein 
ZNF228 (ZNF228) mRNA, complete cds. 7/0//3606bp//99 
%//AF198358 

C-NT2RP3001272//Mus musculus mRNA for macrophage a 
cti n-associ ated- tyrosi ne-phosphoryl ated protei n. // 
1. 3E-99//669bp//83V/Y18101 

C-NT2RP3001274// n Homo sapiens mRNA for KIAA1037 pr 

otein, partial cds. 7/0//2254bp//99%//AB028960 

C-NT2RP3001281 

C-NT2RP3001297 

C-NT2RP3001318 

C-NT2RP3001338//ZINC FINGER PROTEIN 81 (FRAGMENT). 

III. 4E-16//175aa//28%//P51508 

C- NT2RP300 1 355//TRI CARBOXYLATE TRANSPORT PROTEIN P 

RECURSOR (CITRATE TRANSPORT PROTEIN) (CTP) (TRICAR 

BOXYLATE CARRIER PROTEIN). //3.6E- 25// 129aa//34%//P 

32089 

C-NT2RP3001374 

C- NT2RP300 1 428//NUCLE0PR0TEI N TPR. //1. 4E- 128// 152a 
a//99%//P12270 
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C-NT2RP3001432 
C-NT2RP3001447 

C-NT2RP3001449// n Human DNA sequence from clone 283 
E3 on chromosome lp36. 21-36. 33. Contains the alter 
natively spliced gene for Matrix Metal loproteinase 

in the Female Reproductive tract MIFR1, -2, MMP21 
/22A, -B and -C,a novel gene, the alternatively sp 
liced CDC2L2 gene for Cell Division Cycle 2-Uke 2 

(PITSLRE, p58/GTA, Gal actosyl transferase Assoc! at 
ed Protein Kinase) beta 1, beta 2-1, beta 2-2 and 10 
alpha 2-4, a 40S Ribosomal Protein S7 pseudogene, 
part of the RIAA0447 gene, a novel alternatively s 
pi iced gene similar to many (archae) bacterial, wor 
m and yeast hypothetical genes, and the GNB1 gene f 
or Guanine Nucleotide Binding Protein (G protein), 

Beta polypeptide 1 (Transducin Beta chain 1). Con 
tains putative CpGislands, ESTs, STSs and GSSs, co 
mplete sequence. V/0//1827bp//99%//AL031282 
C-NT2RP3001453//ANTIGEN PEPTIDE TRANSPORTER 2 (APT 
2) (H1ST0C0MPATIBILITYANTIGEN MODIFIER 2).//3.2E-9 20 
0//157aa//59%//P36371 
C-NT2RP3001459 

C-NT2RP3001527//"Human Spl40 protein (Spl40) mRNA, 
complete cds. V/4. 3E-290//793bp//93%//U63420 
C-NT2RP3001538//HYP0THETICAL 39.0 KD PROTEIN T28D 
9.3 IN CHROMOSOME II.//9. 10E-10//158aa//31%//Q1002 
2 

C-NT2RP3001580//"Mus musculus strain C57BL/J germ 
eel 1-1 ess protein (Gel) mRNA, complete cds. 7/0//1 
730bp//85%//AFl 63665 . 30 

C-NT2RP3001587//"Human anthracycline- associated re 
sistance ARX mRNA, complete cds. 7/0//2617bp//99%/ 
/U35832 

C-NT2RP3001589 
C-NT2RP3001607 
C-NT2RP3001608 

C-NT2RP3001671//"Homo sapiens mRNA for KIAA0850 pr 
otein, complete cds. V/0//2310bp//99%//AB020657 
C-NT2RP3001672//"flomo sapiens Sex comb on midleg h 
omolog 1 isoform 2 (SCHH1) mRNA, complete cds. V/0 40 
//2836bp//99%//AF149046 
C-NT2RP3001678 

C-NT2RP3001688//"Homo sapiens glucocorticoid modul 
atory element bindingprotein-1 (GMEB1) mRNA, compl 
ete cds. V/0//1695bp//99%//AF099013 
C-NT2RP3001690//INTRACELLULAR PROTEIN TRANSPORT PR 
0TEI N US01. //0. 00000024//481aa//21%//P25386 
C-NT2RP3001698 

C-NT2RP3001708//TOISTED GASTRULATI0N PROTEIN PRECU 
RSOR. //3. 4E-33//161aa//32V/P54356 50 
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C-NT2RP3001716 
C-NT2RP3001752 

C- NT2RP300 1 792//HETER0GENE0US NUCLEAR RIBONUCLEOPR 
OTEIN M (HNRNP M).//1.8E-117//462aa//55%//P52272 
C-NT2RP3001844 

C-NT2RP3001854//Homo sapiens mRNA; cDNA DKFZp564G0 
13 (from clone DKFZp564G013).//0//1528bp//99%//AL0 
50011 

C-NT2RP3001855//H0ME0B0X PROTEIN PKN0X1 (H0ME0B0X 
PROTEIN PREP-l).//8. lE-125//302aa//60%//P55347 
C-NT2RP3001898// B Homo sapiens mRNA for DDP-N-acety 
lglucosamine: alpha-l,3-D-mannoside beta-l,4-N-ace 
tylglucosamlnyl transferase IV, complete cds. V/0// 
1587bp//100%//AB000624 
C-NT2RP3001931 

C-NT2RP3001969//TRI CHOHYALI N. III. 7E-ll//442aa//23% 

//P37709 

C-NT2RP3002002 

C-NT2RP3002004//H. sapiens mRNA for FAST kinase.// 
1 . 50E- 192//475bp//94%//X86779 
C-NT2RP3002007//SAP1 PROTEIN. III. lE-68//474aa//32% 
//P39955 

C-NT2RP3002014//HYP0THETI CAL 32.0 KD PROTEIN C09F 
5.2 IN CHROMOSOME III.//5.30E-25//139aa//48%//Q092 
32 

C-NT2RP3002045// n Homo sapiens mRNA for KIAA0899 pr 
otein. partial cds. V/0//3385bp//99%//AB020706 
C-NT2RP3002056//"Hamo sapiens Rb binding protein h 
omolog mRNA, partial cds. 7/0//2374bp//99V/AF0832 
49 

C-NT2RP3002062//"Homo sapiens mRNA for RIAA0873 pr 
otein, partial cds. V/0//3764bp//99%//AB020680 
C-NT2RP3002081//"Xenopus laevis chromosome condens 
ation protein XCAP-G mRNA, complete cds. V/4. 1E-23 
3//1896bp//69%//AFl 11423 
C-NT2RP3002097 

C-NT2RP3002108//DEC1 PROTEIN (MDM20 PROTEIN) . //7. 9 

0E-09//181aa//22%//Q12387 

C-NT2RP3002142 

C-NT2RP3002146 

C-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 
H0M0L0G (GTP-BI NDI NGPROTEI N GSTl-HS).//2.8E-253// 
474aa//93%//P15170 

C- NT2RP3002 1 65//TRANSCRI PTI ONAL REGULATOR PROTEIN 

HCNGP. //1. 9E-151//223aa//91%//Q02614 

C-NT2RP3002166 

C-NT2RP3002181 

C-NT2RP3002244 

C-NT2RP3002248 

C-NT2RP3002273//SCD6 PROTEIN. //1. 30E-09//295aa//28 
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%//P45978 

C-NT2RP3002276 

C-NT2RP3002304 

C- NT2RP300250 1 //THREONI NE DEHYDRATASE CATABOLIC (E 
C 4.2.1.16) (THRE0NINEDEAHINASE).//3.70E-43//318aa 
//37%//P05792 

C-NT2RP3002529//Homo sapiens mRNA for leucocyte va 
cuolar protein sorting. //0//2276bp//99%//AJ 1 3342 1 
C-NT2RP3002566 

C-NT2RP3002587 10 

C-NT2RP3002590 

C-NT2RP3002631 

C-NT2RP3002650//"Mus musculus growth suppressor 1L 
(Grosl) mRNA, complete cds. V/0//2109bp//87%//AFl 
65163 

C-NT2RP3002663// n Homo sapiens putative glycolipid 
transfer protein mRNA, complete cds. V/8. 10E-263//1 
243bp//97%//AF103731 

C-NT2RP3002671//EL0NGATI0N FACTOR 2 (EF-2).//2.50E 

-73//179aa//36%//P13060 20 

C-NT2RP3002763 

C-NT2RP3002861 

C-NT2RP3002911 

C-NT2RP3002948//RING CANAL PROTEIN (KELCH PROTEI 
N) . //2E- 1 1 1 //551aa//42%//Q04652 
C-NT2RP3002953// M Homo sapiens protocadherin beta 5 
(PCDH-beta5) mRNA, complete cds. 7/0//2388bp//99% 
//AF152498 

C-NT2RP3002988//"Homo sapiens IkB kinase-b (IKJC-be 
ta) mRNA, complete cds. V/l. 8E- 292// 1325bp//99%//A 30 
F080158 

C-NT2RP3003008 

C-NT2RP3003101//"Mouse mRNA for tetracycline trans 

porter-like protein, complete cds. 7/3.6E-83//807b 

p//72%//D88315 

C-NT2RP3003204 

C-NT2RP3003278 

C-NT2RP3003282//"Homo sapiens dynamin (DN¥) mRNA, 
complete cds. V/0//2596bp//98%//L36983 
C-NT2RP3003290// M Mus musculus mRNA for Ndrl relate 40 
d protein Ndr3, complete cds. 7/1.5e-310//1468bp// 
82V/AB033922 
C-NT2RP3003302 

C-NT2RP3003313//"Homo sapiens thyroid hormone rece 
ptor- associated protein complex component TRAP80 ■ 
RNA, complete cds. V/0//2476bp//99%//AFl 17657 
C-NT2RP3003327//52 RD R0 PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)) (R052).//l. 3E-3 
5//178aa//44%//Q62191 

C-NT2RP3003344 50 
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C-NT2RP3003353//HYP0THETI CAL 26.2 RD PROTEIN IN GD 
I1-C0X15 INTERGENIC REGION. //2. 80E-07//161aa//28%/ 
/P40084 

C-NT2RP3003377 

C-NT2RP3003385//"Mus musculus SKD3 mRNA, complete 

cds. 7/0//2133bp//85%//D09874 

C-NT2RP3003433 

C-NT2RP3003490// w Homo sapiens mRNA for KIAA0725 pr 
otein, partial cds. 7/0//2437bp//99%//AB018268 
C-NT2RP3003491//"Drosophila melanogaster Pelle ass 
ociated protein Pel lino (Pli) mRNA, complete cds." 
//5. 6E-36//842bp//62%//AF091624 
C-NT2RP30O42O6//CRO0KED NECK PROTEIN. //1.4E-220//5 
67aa//67V/P17886 

C-NT2RP3004207//Hamo sapiens mRNA for type I trans 
membrane receptor (psk-1 gene).//0//2445bp//100%// 
AJ245820 

C-NT2RP3004209// n Hoao sapiens ubiquitin processing 
protease (Ubp-M) mRNA, complete cds. 7/0//2320bp/ 
/99V/AF126736 

C-NT2RP3004242//PUTATIVE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN H0M0L0G) . //4. 7E- 13//1 18aa//33%//P527 
34 

C-NT2RP3004246 

C-NT2RP3004258//"Hono sapiens ZIS1 mRNA, complete 

cds. 7/0//1861bp//99%//AF065391 

C-NT2RP3004262// n Homo sapiens heat shock protein h 

sp40-3 mRNA, completecds. 7/2.4E-248//1126bp//100% 

//AF088982 

C-NT2RP3004341 

C-NT2RP3004378 

C-NT2RP3004424//Homo sapiens mRNA for stromal anti 
gen 3 (STAG3 gene).//lE-66//364bp//93%//AJ007798 
C-NT2RP3004428 
C-NT2RP3004451 

C-NT2RP3004454// n Homo sapiens mRNA for RIAA0448 pr 
otein, complete cds. 7/0//2875bp//99%//AB007917 
C-NT2RP3004472//GERM CELL-LESS PROTEIN. //1.6E- 61// 
170aa//40%//Q01820 

C-NT2RP3004498// n Mus musculus ROSA 26 transcript! o 
n AS R0SA26AS mRNA, complete cds. 7/2E-249//1777bp 
//80%//U83176 

C-NT2RP3004504//M. musculus mRNA for CPEB protein./ 
/I. 9E-295//893bp//92%//Y08260 
C-NT2RP3004507//M0B1 PROTEIN (MPS1 BINDER l).//3.7 
E-37//190aa//39%//P40484 

C-NT2RP3004534//"Mouse oncogene (ect2) mRNA, compl 
ete cds. 7/0//2075bp//87%//L11316 
C-NT2RP4000528//NPL4 PROTEIN. //9. 8E-86//515aa//37% 
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//P33755 

C-NT2RP4000907// M Mouse NLRR-1 mRNA for leucine-ric 
h-repeat protein, complete cds. 7/0//2127bp//86%// 
D45913 

C-NT2RP4001029//"Mus domesticus nuclear binding fa 
ctor NF2d9 mRNA, complete cds. V/0//1 71 lbp//90%//0 
20086 

C-NT2RP4001336//GUANINE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT-LIKE PROTEIN. //0. 00001 6//186aa//29%/ 
/024076 10 
C-NT2RP4001389//KES1 PROTEIN. //I. 70E-31//342aa//34 
%//P35844 
C-NT2RP4001442 

C-NT2RP4001529//"Mus domesticus nuclear binding fa 
ctor NF2d9 mRNA, complete cds. 7/1.70E-255//1148bp 
//90%//U20086 

C-NT2RP4001656//VACUOLAR BIOGENESIS PROTEIN END1 
(PEPS PROTEIN). //I. 10E-45//310aa//27%//P12868 
C-0VARC1000106//"TR0P0HY0SIN 1, FUSION PROTEIN 3 
3. 7/0. 000032//165aa//27%//P49455 20 
C-0VARC1000198 

C-0VARC1000682//"PR0CESSING ALPHA- 1,2-HANNOSIDASE 
(EC 3.2.1.-) (ALPHA- 1 , 2-MANNOSI DASE IB). 7/1. 1E-20 
9//293aa//95%//P39098 
C-0VARC1000703 

C-0VARC1000722//"Homo sapiens chromosome Iq21-lq23 
beta- 1,4-galactosyl transferase mRNA, complete cd 
s. 7/0//759bp//98%//AF038661 
C-0VARC1000730 

C-0VARC1000746//MATERNAL EFFECT PROTEIN STAUFEN. // 30 

0. 000000017//78aa//48%//P25159 

C-0VARC1000781 

C-0VARC1000787 

C-0VARC1000834//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//2.8E-258//1183bp//99%//Y17711 
C-0VARC1000846//NUCLE0LIN (PROTEIN C23) . //0. 000009 
7//109aa//30%//P08199 

C-0VARC1000850//"Homo sapiens PB39 mRNA, complete 
cds. 7/0//2095bp//99%//AF045584 
C-0VARC1000862//M.musculus mRNA for FT1.//5.9E-226 40 
//1498bp//81%//Z67963 

C-0VARC1000876//M0B1 PROTEIN (HPS1 BINDER l).//2.2 

E-50//206aa//52%//P40484 

C-OVARC1000883 

C-OVARC1000886 

C-0VARC1000912 

C-0VARC1000915// M Homo sapiens histone deacetylase 
5 mRNA, complete cds. 7/1.60E-121//591bp//97%//AFl 
32608 

C-0VARC1000924 50 
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C-0VARC1000964 
C-0VARC100O984 
C-0VARC1001004 
C-OVARC1001010 
C-0VARC1001011 
C-0VARC1001032 
C-0VARC1001044 

C-0VARC1001055//PRE-B CELL ENHANCING FACTOR PRECUR 
SOR. //1. 9E-35//76aa//98%//P43490 
C-0VARC1001068// n Hamo sapiens Era GTPase A protein 
(HERA-A) mRNA, partial cds. 7/0//1819bp//99%//AF0 
82657 

C-0VARC1001074 

C-0VARC1001092//"Homo sapiens mRNA for JM5 protei 
n, complete CDS (clonelMAGE 53337, LLNLcllOF1857Q7 

(RZPD Berlin) and LLNLcllOG0913Q7 (RZPD Berli 
n)) . 7/2E-214//769bp//97%//AJ005897 
C-0VARC1001107//"Homo sapiens protein methyltransf 
erase (JBP1) mRNA, complete cds. 7/6. lE-276//594bp 
//98%//AF167572 

C-0VARC1001154// n Hamo sapiens clone 24720 epitheli 

n 1 and 2 mRNA, complete cds. 7/2.3E-296//1561bp// 

93%//AF055008 

C-0VARC1001161 

C-0VARC1001167 

C-OVARC100U70 

C-0VARC1001171// ,, Homo sapiens translation initiati 

on factor 3 47 kDa subunit mRNA, complete cds. 7/ 

5. 7E-151//436bp//92%//U94855 

C-0VARC100U73 

C-0VARC1001176 

C-0VARC1001180//UBIQUITIN-LIKE PROTEIN DSK2.//1.1E 

-ll//221aa//25%//P48510 

C-0VARC1001188 

C-0VARC1001232//"CLEAVAGE AND POLYADENYLATION SPEC 
IFICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . 7/5. 10E-22//83aa//37%//Q10568 
C-0VARC1001270 

C-0VARC1001271//NUCLE0LAR TRANSCRIPTION FACTOR 1 
(UPSTREAM BINDING FACTOR 1) (UBF-l).//0.0000014//2 
24aa//26%//P25976 

C-0VARC1001306//N-MYC PR0T0- ONCOGENE PROTEI N.//0.0 

0000073//247aa//27V/P18444 

C-0VARC1001344 

C-0VARC1001369 

C-0VARC1001372// n Homo sapiens mRNA for KIAA0897 pr 
otein, partial cds. 7/0//840bp//97V/AB020704 
C-0VARC1001391 
C-0VARC1001399 

C-0VARC1001417// n Homo sapiens thyroid hormone rece 
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ptor- associated protein complex component TRAP170 
mRNA, complete cds. V/0//1 71 5bp//99%//AFl 35802 
C-0VARC1001419//"Homo sapiens GOK (STIM1) mRNA, co 
mplete cds. V/4.9E-48//586bp//69%//U52426 
C-0VARC1001436//ENL PROTEIN. //0. 00000009//81aa//39 
%//Q03111 
C-0VARC1001453 

C-0VARC1001476// M Mus musculus YGR163w mRNA homolog 
ue, complete cds. 7/1.80E-187//510bp//89%//AB01761 
6 10 
C-0VARC1001480 
C-0VARC1001489 

C- 0VARC1 00 1 506//P0LYCYSTI N PRECURSOR (AUTOSOMAL DO 
MINANT POLYCYSTIC KIDNEY DISEASE PROTEIN l).//0//7 
77aa//91%//P98161 
C-0VARC1001525 

C- 0 VARC 1 00 1 55 5//NGG 1 - I NTERACTI NG FACTOR 3.//4.4E-1 
9//130aa//40%//P53081 

C-0VARC1001577//Hooo sapiens SRp46 splicing factor 
transcribed retropseudogene.//0//1167bp//100%//AF 20 
031165 

C-0VARC1001600 

C-0VARC1001610//"Homo sapiens choline/ethanol amine 
phosphotransferase (CEPT1) mRNA, complete cds. V/0 
//1870bp//99%//AF068302 
C-0VARC1001702 

C-0VARC1001703//"Mus musculus ARL-6 interacting pr 
otein-2 (Aip-2) mRNA, complete cds. 7/3, 5E-16//399b 
p//61%//AF133670 

C-0VARC1001711//C0RNIFIN B (SMALL PR0LINE-RICH PRO 30 
TEIN IB) (SPR1B) (SPRlB).//2.80E-10//106aa//38%//Q 
62267 

C-0VARC1001713//END0ZEPINE-RELATED PROTEIN PRECURS 
OR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INfflBITO 
R) (MA-DBI). //4. 4E-40//195aa//41%//P07106 
C- 0VARC1 001 726//API CAL- LI KE PROTEIN (APXL PROTEI 
N) . //4. 3E- 16//1 16aa//43%//Q13796 
C- OVARC 1 00 1 73 1 // "TR0P0HY0SI N ALPHA CHAIN, FIBROBLA 
ST ISOFORM F2. V/4E-122//282aa//85%//P08942 
C-0VARC1001745 40 
C-OVARC1001762//"N-TERMINAL ACETYLTRANSFERASE 1 (E 
C 2.3.1.88) (AMI NO- TERMINAL, ALPHA- AMINO, ACETYLT 
RANSFERASE 1) . V/6. 4E-85//514aa//34%//P12945 
C-0VARC1001766//"Homo sapiens eukaryotic translati 
on initiation factor eIF3, p35 subunit mRNA, compl 
ete cds. V/0//963bp//99%//U97670 
C-0VARC1001767// n Homo sapiens mRNA for KIAA0675 pr 
otein, complete cds. 7/0//2083bp//99%//AB014575 
C-0VARC1001768 

C-0VARC1001791 50 
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C-0VARC1001795 
C-0VARC1001802 

C-0VARC1001809//"Mus musculus sphingosine kinase 

(SPHXla) mRNA, partial cds. V/2.7E-190//1624bp//76% 

//AF068748 

C-0VARC1001828 

C-0VARC1001846 

C-0VARC1001861 

C-0VARC1001879 

C-0VARC1001880 

C-0VARC1001883 

C-0VARC1001916 

C-0VARC1001928 

C-0VARC1001942//"N-TERMINAL ACETYLTRANSFERASE 1 (E 
C 2.3.1.88) (AMI NO-TERMINAL, ALPHA- AMINO, ACETYLT 
RANSFERASE 1) . 7/3. IE- 81 //497aa//35V/Pl 2945 
C-0VARC1001943//"Mus musculus DEBT-91 mRNA, comple 
te cds. 7/0//2035bp//87%//AF143859 
C-0VARC1001950 

C-0VARC1001987//"Rattus norvegicus DNA-binding pro 
tein PREB (Preb) mRNA, complete cds. 7/2. 3E-220//65 
2bp//84%//AF061817 

C-0VARC1002050//"Homo sapiens mRNA for actin bindi 

ng protein ABP620, complete cds. 7/0//1019bp//99%/ 

/AB029290 

C-0VARC1002082 

C-0VARC1002107 

C- OVARC 1 002 1 2 7//S0DI UM- 1 NDEPENDENT ORGANIC ANION T 

RANSPORTER 2 (BRAIN DIGOXIN CARRIER PROTEIN) (BRAI 

N-SPECIFIC ORGANIC ANION TRANSPORTER) (0ATP-B1).// 

5. 4E-52//306aa//35%//035913 

C-0VARC1002138//SAP1 PROTEIN. //7. 6E-60//128aa//59% 

//P39955 

C-OVARC1002156 

C-0VARC1002158 

C-PLACE1000004//"Homo sapiens IDN3-B mRNA, complet 

e cds. 7/0//2365bp//99%//AB019602 

C-PLACE1000040//TRANSF0RMI NG PROTEIN P21/K-RAS 2B. 

//I. 4E-17//185aa//32%//P08643 

C-PUCE1000048 

C-PLACE1000050 

C-PLACE1000061//Human ribosomal protein L37a mRNA 
sequence. 111. 9E-54//190bp//94%//L22154 
C-PLACE1000081// M Human SEC7 homolog Tic (TIC) raRN 
A, complete cds. 7/0//2077bp//99%//U63127 
C-PLACE1000094 

C-PLACE1000133//TRANSCRI PTI ON FACTOR BTF3 (RNA POL 
YMERASE B TRANSCRIPTION FACTOR 3).//1.8E-62//158aa 
//81K//P20290 
C-PUCE1000214 
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C-PIACE1000236 
C-PLACE1000246 
C-PLACE1000292 
C-PLACE1000308 
C-PLACE1000332 
C-PLACE1000453 

C-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//1.60E-47//207aa//46%//P51522 
C-PLACE1000599 

C-PUCE1000610//MSN5 PROTEIN. //0.0000026//136aa//2 10 
6V/P52918 

C-PLACE1000653//"Homo sapiens N-acetylglucosaiine- 
phosphate mutase mRNA, complete cds. V/0//1992bp//9 
9V/AF180371 

C-PLACE1000656//"Homo sapiens mRNA for JM4 protei 
n, complete CDS (clonelMAGE 546750 and LLNLcll0F18 
57Q7 (RZPD Berlin)). 7/2. lE-277//1260bp//99%//AJ00 
5896 

C-PLACE1000706//"Homo sapiens transcriptional inte 

rmediary factor 1 gamma mRNA, complete cds. 7/0//1 20 

366bp//99%//AFl 19043 

C-PLACE1000712 

C-PLACE1000749 

C-PLACE1000769//"Homo sapiens CGI-18 protein mRNA, 
complete cds. V/0//1985bp//98%//AFl 32952 
C-PUCE1000786//PUTATIVE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN H0M0L0G) . //7. 10E-09//59aa//47%//P527 
34 

C-PLACE1000849 30 
C-PLACE1000856//"Homo sapiens mRNA for KIAA0974 pr 
otein, partial cds. V/0//1310bp//100%//AB023191 
C-PLACE1000931 

C-PLACE1000987// n Homo sapiens mRNA for KIAA0724 pr 

otein, complete cds. 7/0//1749bp//99V/AB018267 

C-PLACE1001010 

C-PUCE1001015 

C-PLACE1001024 

C-PUCE1001062//"Homo sapiens PAC clone DJ1049N15 

from 7q31.2-7q32, complete sequence. 7/2.7E-32//47 40 

0bp//71%//AC006020 

C-PUCE1001104 

C-PLACE1001168 

C-PLACE1001171//MY0TUBULARIN. //7. lE-84//198aa//73% 
//Q13496 

C-PLACE1001185//"Homo sapiens mRNA for KIAA0943 pr 
otein, partial cds. V/0//1668bp//99%//AB023160 
C-PLACE1001238// w Mouse mRNA for RNA polymerase I a 
ssociated factor (PAF53), complete cds. 7/2E-202// 
1333bp//80V/D14336 50 
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C-PLACE1001280 

C-Ptt(£1001294//M. musculus GEG-154 mRNA. //4.3E- 221 
//1057bp//78%//X71642 

C-PLACE1001304//"Homo sapiens zinc finger protein 

dp mRNA, complete cds. 7/0//24 2 lbp//99%//AF 153201 

C-PLACE1001311 

C-PLACE1001323 

C-PLACE1001351 

C-PLACE1001414 

C-PLACE1001440 

C-PLACE1001456 

C-PLACE1001517//"Homo sapiens gene for glycosylpho 
sphatidyl inositol anchor attachment 1 (GPAA1), com 
plete cds. 7/4.60E-112//392bp//87V/AB002137C-PLAC 
E 1 00 1 602// CCR4 - ASSOCI ATED FACTOR 1 (CAFl).//5. 7E-1 
30//244aa//99%//Q60809 

C-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.4E-118//429aa//48%//P51523 
C-PLACE1001634 
C-PLACE1001640 

C-PLACE1001672//PR0BABLE AMINOTRANSFERASE T01B11.2 

(EC 2. 6. 1. -) . //4. 3E-66//174aa//45%//P91408 
C-PLACE1001705 
C-PLACE1001716 
C-PLACE1001720 
C-PLACE1001745 

C-PLACE1001748//"Hamo sapiens metal loprotease 1 (H 
PI) mRNA, complete cds. 7/0//2602bp//99%//AF061243 
C-PLACE1001771//Homo sapiens mRNA for transient re 
ceptor potential protein TRP6. //0//2900bp//99%//AJ 
006276 

C-PLACE1001799 

C-PLACE1001845// M Mus musculus cyclin ania-6a mRNA, 
complete cds. 7/3.30E-31//925bp//62%//AF159159 
C-PLACE1001897 

C-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD 
PROTEIN (SRP72) . //6. 5E-58//1 12aa//100%//076094 
C-PLACE1002157 

C«PLACE1002171//TRANSCRIPTI0N REGULATORY PROTEIN S 

WI3 (SWI/SNF COMPLEX COMPONENT SWI3) (TRANSCRIPTIO 

N FACTOR TYE2).//0.00005//179aa//23%//P32591 

C-PLACE1002227 

C-PLACE1002259 

C-PLACE1002319 

C-PLACE1002395//"Mus musculus mRNA for UBE-lcl, UB 
E-lc2, UBE-lc3, complete cds. 7/7.9E-100//966bp//7 
5%//AB030505 
C-PLACE1002477 

C-PLACE1002493//"Hano sapiens signal transducing a 
daptor molecule 2A (STAM2) mRNA, complete cds. 7/ 
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1 . 7E- 1 13//545bp//98%//AF042273 

C-PLACE1002500 

C-PLACE1002514 

C-PLACE1002532//H0ME0B0X PROTEIN DLX-5.//1.2E-152/ 

/289aa//96%//P70396 

C-PLACE1002537 

C- PLACE 1 00257 1 //ACTI N-LI KE PROTEIN 13E.//5E-99//38 
6aa//48%//P45890 

C-PLACE1002583//"CLUTAMATE RECEPTOR, IONOTROPIC KA 

I NATE 2 PRECURSOR (GLUTAMATE RECEPTOR 6) (GLUR-6) 10 

(GLUTAMATE RECEPTOR BETA- 2) (GLUR BETA- 2) (FRAGHEN 

T) . 7/5. 6E-34//76aa//98%//P39087 

C- PLACE1 002598//0U GORI BONUCLEASE (EC 3. 1. -. -) . // 

5. 5E-17//76aa//56%//P45340 

C-PLACE1002625 

C-PLACE1002655//ADSEVERIN (SCINDERIN) (SQ.//2.5E- 

278//543aa//92%//Q28046 

C-PLACE1002768 

C-PLACE1002782// n Rattus norvegicus zinc transporte 
r (ZnT-2) mRNA, complete cds. 7/3. 8E-43//385bp//77 20 
%//U50927 

C-PIACE1002816//HIST0NE DEACETYLASE HDA1.//2.20E-4 

8//217aa//46V/P53973 

C-PLACE1002853 

C-PLACE1002908//"Homo sapiens XGalT-1 mRNA for gal 

actosyl transferase I, complete cds. V/0//1654bp//99 

%//AB028600 

C-PLACE1002962 

C-PLACE1002968 < 

C- PLACE1 00299 1 //PUTATI VE AMIDASE (EC 3. 5. 1. 4) . //I. 30 

4E- 78//496aa//37%//Q49091 

C-PLACE1003025 

C-PLACE1003027//"Homo sapiens mRNA for KIAA0516 pr 
otein, partial cds. 7/2. le-314//1417bp//100%//AB01 
1088 

C-PLACE1003044//"Homo sapiens mRNA for KIAA0829 pr 
otein, partial cds. 7/0//1382bp//96V/AB020636 
C-PLACE1003176 

C-PLACE1003238//PR0BABLE G PROTEIN- COUPLED RECEPTO 
R RIAA0001 . //4. 9E-76//309aa//47%//Q15391 40 
C-PLACE1003256 

C- PLACE1 003258//EARLY EMBRYOGENESIS ZYG-11 PR0TE1 

N. 111. 9E-22//70aa//47%//P21541 

C-PLACE1003343 

C-PLACE1003361 

C-PLACE1003366//"Homo sapiens otoferlin (OTOF) mRN 
A. complete cds. V/1.4E-78//542bp//67%//AF107403 
C-PLACE1003373 
C-PLACE1003375 

C-PLACE1003394// M Sprague-Dawley (clone LRB13) RAB1 50 
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4 mRNA, complete cds. 7/2.30E-150//774bp//94%//M83 
680 

C-PLACE1003420//PUTATIVE MITOCHONDRIAL CARRIER YIL 

006W. //1. 3E-40//278aa//36V/P40556 

C-PIACE1003454 

C-PLACE1003478 

C-PLACE1003516 

C-PLACE1003519//H. sapiens hnRNP-E2 mRNA.//5. 1E-218 
//905bp//99%//X78136 

C-PLACE1003521//HYP0THETICAL HEUCASE C28E8.3 IN C 
HR0M0S0ME III . //0. 000001 l//101aa//32%//Q09475 
C-PLACE1003528 

C-PLACE1003537//END0S0MAL P24A PROTEIN PRECURSOR 

(70 KD ENDOHEMBRANE PROTEIN) (PHEROMONE ALPHA-FACT 

OR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTICINTERM 

EDIATE COMPONENT) . 111. 7E-68//404aa//33%//P32802 

C-PLACE1003566 

C-PLACE1003584 

C-PLACE1003593 

C-PLACE1003605//HAP5 TRANSCRIPTIONAL ACTIVATOR.// 

0. 00000023//82aa//35%//Q02516 

C-PLACE1003618 

C-PLACE1003638 

C-PLACE1003738//ZINC FINGER PROTEIN 135.//9.6E-118 
//350aa//46%//P52742 

C-PLACE1003760//"Homo sapiens tetraspanin TM4-A mR 
NA, complete cds. 7/5.2E-289//1313bp//97%//AF13342 
3 

C-PLACE1003768 
C-PLACE1003795 
C-PLACE1003886 

C-PLACE1003888// n Homo sapiens mRNA for KIAA1092 pr 
otein, partial cds. 7/0//2057bp//99%//AB029015 
C-PLACE1003903//CTP SYNTHASE (EC 6.3.4.2) (UTP-AM 
MONIA UGASE) (CTP SYNTHETASE). //1.4E-243//584aa// 
74%//P17812 

C-PLACE1003915//"PR0BABLE ARGINYL-TRNA SYNTHETASE, 
CnOPLASKC (EC 6.1.1.19) (ARGININE- -TRNA UGAS 
E) (ARGRS) . 7/2. 4E- 108//581aa//40%//Q05506 
C-PLACE1004118 

C-PLACE1004256// n Mus musculus short coiled coil pr 

otein SCOCO (Scoc) mRNA, complete cds. 7/2E-93//96 

0bp//76%//AF115778 

C-PLACE1004274 

C-PLACE1004284 

C-PLACE1005331 

C-PLACE1005739//Homo sapiens mRNA; cDNA DKFZp564A0 
32 (from clone DKFZp564A032) .//0//2190bp//99%//AL0 
50267 

C-PLACE1005828 
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C-PLACE1005876//TLEAVAGE AND POLYADENYLATION SPEC 
IK Cm FACTOR, 100 RDSUBUNIT (CPSF 100 KD SUBUNI 
T). V/0//730aa//99%//Q10568 
C-PLACE1005890//BEM46 PROTEIN (FRAGMENT). //9.9E- 42 
//224aa//43%//P54069 

C-PLACE1006157//E-SELECTIN PRECURSOR (ENDOTBELIAL 

LEUKOCYTE ADHESION MOLECULE 1) (ELAM-1) (LEUKOCYTE 

-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (C 

D62E) . //2E-28//236aa//30%//P98110 

C-PLACE1007053 10 

C-PLACE1007068 

C-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEI 

N) . //5. 3E-26//309aa//30%//Q04652 

C-PLACE1009921 

C-PLACE1010401 

C-PLACE1010856 

C-PLACE1010857 

C-PLACE1010917 

C-PLACE1010925 

C-PLACE1010926//"Homo sapiens mRNA for KIAA0554 pr 20 

otein, partial cds. V/0//1 160bp//100%//AB01 1 126 

C-PLACE1010942//"Homo sapiens intersectin long iso 

form (ITSN) mRNA, complete cds. 7/0//1440bp//99%// 

AF1 14487 

C-PLACE1010944 

C-PLACE1010954 

C-PUCE1010960//ACTIN-LIKE PROTEIN 13E. //5. 3E-98// 

297aa//48%//P45890 

C-PLACE1011026 

C-PUCE1011046// n l-PH0SPHATIDYUN0SIT0L-4, 5-BISPHO 30 

SPHATE PHOSPHODIESTERASE BETA 1 (EC 3.1.4.11) (PLC 

-BETA-1) (PHOSPHOUPASE C-BETA-1) (PLC-I) (PLC-15 

4) . V/0//646aa//97%//P10894 

C-PLACE1011054 

C-PLACE1011057 

C-PLACE101 1 109// M EL0NGATI ON FACTOR G, MITOCHONDRIA 

L PRECURSOR (MEF-G). V/l. 50E-22//63aa//88%//Q07803 

C- PLACE1 01 1 1 1 4//PR0BABLE ATP- DEPENDENT RNA HEUCAS 

E HAS1. //2.9E-71//190aa//44%//Q03532 

C-PUCE10U133 40 

C-PLACE1011143 

C-PLACE1011165 

C-PLACE101 1 185//I NSERTION ELEMENT IS1 PROTEIN INS 

B. //I . 3E-89//167aa//100%//P03830 

C - PLACE 1 0 1 1 2 1 9//PR0BABLE OXIDOREDUCTASE (EC 1.-.-. 

-) . //3. 2E-12//212aa//29%//Q03326 

C-PLACE1011221 

C-PLACE1011263//HoiBO sapiens mRNA; cDNA DKFZp56400 
43 (from clone DKFZp5640043) . //0//2487bp//99%//AL0 
50390 50 
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C-PUCE1011325 

C-PLACE101i332// M Homo sapiens N- acetyl gl ucosami ne - 
phosphate mutase mRNA, complete cds. 7/7. 2E-151//69 
7bp//99%//AF102265 

C-PLACE1011340// M Homo sapiens IDN3-B mRNA, complet 
e cds. V/1.20E-74//380bp//97%//AB019602 
C-PLACE1011399// n Homo sapiens CGI-72 protein mRNA, 
complete cds. 7/3. 2E-90//427bp//99%//AF151830 
C-PLACE1011433// n Homo sapiens mRNA for KIAA0530 pr 
otein, partial cds. V/0//1946bp//99%//AB01 1102 
C-PLACE1011452 
C-PIACE1011465 

C-PLACE1011472//"Homo sapiens mRNA for KIAA0712 pr 
otein, complete cds. V/0//2022bp//99%//AB018255 
C-PLACE1011477// M Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds. 7/0//2040bp//99%//AF065482 
C-PIACE101 1492//N0N- GREEN PLASTID TRIOSE PHOSPHATE 
TRANSLOCATOR PRECURSOR (CTPT) . //4. 90E- 1 l//147aa// 
32V/P52178 
C-PLACE1011520 
C-PLACE1011563 
C-PLACE1011567 

C-PLACE1011576// M Human Kruppel related zinc finger 
protein (HTF10) mRNA, complete cds. 7/0//1791bp//8 
2%//L11672 
C-PLACE1011586 
C-PLACE1011643 
C-PLACE101I649 

C-PIACE101 1664//CR00KED NECK PROTEIN. //1.6E-187//5 

05aa//64%//P17886 

C-PLACE1011682 

C-PLACE1011719 

C-PLACE1011729 

C-PLACE10U858//Homo sapiens mRNA; cDNA DKFZp586C0 
21 (from clone DKFZp586C021).//0//1490bp//99%//AL0 
50287 

C-PLACE1011874 

C-PLACE1011875//"Homo sapiens mRNA for KIAA0580 pr 
otein, partial cds. 7/4. lE-112//524bp//100%//AB011 
152 

C-PLACE1011923// M Homo sapiens serum- inducible kina 
se mRNA, complete cds. 7/0//2782bp//99%//AF059617 
C-PIACE1011982 

C-PIACE2000014//HYPOTHEnCAL HELICASE C28H8.3 IN C 
HR0MOS0ME II I . III. 6E-42//104aa//49%//Q09475 
C-PLACE2000015//EPI DERMAL GROWTH FACTOR RECEPTOR S 
UBSTRATE SUBSTRATE 15(PR0TEIN EPS15) (AF-1P PROTEI 
N) . //I. lE-116//364aa//45%//P42566 
C-PLACE2000017 

C-PLACE2000021//"Homo sapiens TRFl-interacting ank 
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yrin-related ADP-ribose polymerase mRNA, complete 
cds. 7/2. 7E- 107//981bp//74%//AF082556 
C-PLACE2000047 

C-PLACE2000062//"Homo sapiens mRNA for type II nei 

brane protein similarto HIV gpl20-binding C-type 1 

ectin, complete cds, clone: HP01347. 7/6.3E-166//65 

6bp//94%//AB015629 

C-PLACE2000100 

C-PUCE2000111 

C-PLACE2000172 10 
C-PLACE2000187 

C-PLACE2000216//"Dog nonerythroid beta-spectrin mR 
NA, 3' end. 7/3. 2E-253//1799bp//83%//L02897 
C-PUCE2000246//"Homo sapiens mRNA for KIAA0795 pr 
otein, partial cds. 7/4.60E-172//796bp//99%//AB018 
338 

C-PLACE2000317 

C-PLACE2000341// M Homo sapiens sodium-dependent mul 
ti vitamin transporter (SMVT) mRNA, complete cds. 7/ 
0//1554bp//99%//AF069307 20 
C-PLACE2000366 

C-PLACE2000373//F-SPONDI N PRECURSOR. //8. 6E- 16//371 

aa//28%//P35446 

C-PLACE2000394 

C-PUCE2000398//LAR PROTEIN PRECURSOR (LEUKOCYTE A 
NTI GEN RELATED) (EC 3.1.3. 48) . //6. 3E-37//90aa//98% 
//P10586 

C-PLACE2000411//"Homo sapiens mRNA for RIAA1037 pr 
otein, partial cds. 7/ 

0//2515bp//99%//AB028960 30 
C-PLACE2000425 

C-PLACE200O427//PR0BABLE HELICASE M0T1.//1.2E-26// 

200aa//27%//P32333 

C-PUCE2000433 

C-PLACE2000438//TOLYPEPTIDE N-ACETYLGALACTOSAMI NY 
LTRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP ACETYLGAL 
ACTOSAMI NYLTRANSFERASE) (UDP-GALNAC: POLYPEPTIDE, N 
- ACETYLGALACTOSAMINYLTRANSFERASE) (GALNAC-T1). 7/ 
2. lE-86//348aa//41%//Q10472 

C-PLACE2000458//CADHERIN-RELATED TUMOR SUPPRESSOR 40 
PRECURSOR (FAT PR0TEIN).//2.5E-25//165aa//40%//P33 
450 

C-PLACE2000477//"Homo sapiens putative secreted pr 
otein (ZSIG11) mRNA, complete cds. 7/6. 7E-127//671 
bp//94%//AF072733 
C-PLACE3000009 

C-PLACE3000020// w Hamo sapiens type III adenylyl cy 
clase (AC-III) mRNA, complete cds. 7/0//2253bp//99 
%//AF033861 

C-PLACE3000103 50 
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C-PLACE3000142 

C-PLACE3000145//TENSIN.//lE-108//277aa//75%//Q0420 
5 

C-PLACE3000156 
C-PUCE3000157 
C-PIACE3000197 
C-PLACE3000208 

C-PLACE3000226//"Homo sapiens mRNA for KIAA0962 pr 
otein, partial cds. 7/0//4805bp//99%//AB023179 
C-PLACE3000242//"Homo sapiens mRNA for RIAA1114 pr 
otein, complete cds. 7/0//2786bp//96%//AB029037 
C-PLACE3000363 
C-PLACE3000405 

C-PLACE3000416//"Homo sapiens mRNA for actin bindi 
ng protein ABP620, complete cds. 7/1.80E-141//565b 
p//98%//AB029290 
C-PLACE3000477 

C-PLACE4000106// n Homo sapiens mRNA for KIAA0462 pr 
otein, partial cds. 7/0//6702bp//99%//AB007931 
C-PLACE4000323 

C-PLACE4000326//NAM7 PROTEIN (NONSENSE- MEDIATED MR 
NA DECAY PROTEIN 1) (UP-FRAMESHIFT SUPPRESSOR 1)./ 
/8. 10E-24//319aa//31%//P30771 
C-PLACE4000369//"Homo sapiens mRNA for KIAA1025 pr 
otein, partial cds. 7/0//4830bp//99%//AB028948 
C-PLACE4000445//Homo sapiens mRNA; cDNA DKFZp434C2 
12 (from clone DKFZp434C212).//O//2565bp//99%//AL0 
80196 

C-PLACE4000558//"Homo sapiens mRNA for KIAA0729 pr 
otein, partial cds. 7/0//1051bp//97%//AB018272 
C- PLACE4000581//FI BROPELLI N I PRECURSOR (EPIDERMAL 
GROWTH FACTOR-RELATEDPROTEIN 1) (UEGF-l).//9.3E-7 
0//226aa//52%//P10079 
C-PLACE4000593 

C-PLACE4000612//P0L POLYPROTEIN [CONTAINS: PROTEAS 
E (EC 3.4.23.-); REVERSE TRANSCRIPTASE (EC 2.7.7.4 
9) ; ENDONUCLEASE] . /II. IE- 154//340aa//40%//P21414 
C-PLACE4000670 
C-THYR01000026 

C-THYR01000085// n PAIRED BOX PROTEIN PAX-8, ISOFORM 
S 8A/8B. 7/2E-72//155aa//92%//Q06710 
C-THYR01000107 
C-THYR01000111 

C-THYR01000132//"Homo sapiens echinoderm microtubu 
le- associated proteinhomolog HuEMAP mRNA, complete 
cds. 7/1. lE-159//824bp//95%//U97018 
C-THYR01000156 

C-THYR01000173//"Homo sapiens AP-mu chain family m 
ember mulB (HSMU1B) mRNA. complete cds. 7/0//1713b 
p//99%//AF020797 
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C-THYR01000186 
C-THYR01000187 
C-THYR01000241 
C-THYR01000279 

C-THYR01000327//"Homo sapiens autocrine motility f 

actor receptor (AMFR)mRNA, complete cds. V/0//1567 

bp//99%//AF124145 

C-THYR01000452 

C-THYR01000471 

C-THYR01000484 10 

C-THYR01000502 

C-THYR01000505 

C-THYR01000585// M Homo sapiens protein associated w 
ith Myc mRNA, completecds. 7/0//1901bp//99V/AF075 
587 

C-THYR01000596 

C-THYR01000662//"Homo sapiens XPV mRNA for DNA pol 
ymerase eta, completecds. V/0//2341bp//99%//AB0243 
13 

C-THYR01000666//Mus musculus mRNA for kinesin like 20 
protein 9. //0//200 1 bp//86%//AJ 1 32889 
C-THYR01000715 
C-THYR01000734 

C-THYR01000748//RHO-GAP HEMATOPOIETIC PROTEIN CI 
(P115) (KIAA0131) . III. 30E-96//335aa//52%//P98171 
C-THYR01000756//"ALPHA-N-ACETYLGALACT0SAMINIDE ALP 
HA-2, 6-SIALYLTRANSFERASE (EC 2.4.99.-) (ST6GALNACI 
I I ) (STY) . V/l . 8E-55//243aa//42%//Q64686 
C-THYR01000777 

C-THYR01000783//"Xenopus laevis tail-specific thyr 30 

oid hormone up-regulated (gene 5) mRNA, complete c 

ds. 7/2. 4E-157//1656bp//70%MJ37373 

C-THYR01000787 

C-THYR01000793 

C-THYR01000796 

C-THYR01000843 

C-THYR01000852//"Human branched chain aminotransfe 
rase precursor (BCATm)mRNA, nuclear gene encoding 
mitochondrial protein, complete cds. 7/3.3E-147//7 
90bp//93%//U68418 40 
C-THYR01000865 
C-THYR01000895 

C-THYR01000926//"Homo sapiens cAMP- specific phosph 
odi esterase 8B (PDE8B)mRNA t partial cds. V/0//2387 
bp//99%//AF079529 

C- TBYRO 1 00095 1 //DI HYDR0XYACET0NE KINASE 2 (EC 2.7. 
1. 29) (GLYCER0NE KINASE) . //5E-83//566aa//37V/P435 
50 

C-THYR01000952 

C-THYR01000983//UBI QUI TI N-CONJUGATI NG ENZYME E2-17 50 
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KD 9 (EC 6.3.2.19) (OBIQUITIN-PROTEIN LI CASE 9) 
(UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B).//6.30E-17 
//143aa//39%//P35132 

C-THYR01001003//UBI QUI TIN- CONJUGATING ENZYME E2-2 
1.2 KD (EC 6.3.2.19) (UBIQUITIN-PROTEIN LIGASE) (U 
BIQUITIN CARRIER PROTEIN). //5.90E-14//84aa//41%//P 
52491 

C-THYR01001031 
C-THYR01001062 

C-THYR01001 100//ZI NC FINGER X- LINKED PROTEIN ZXDA 
(FRAGMENT) . III. 2E-67//245aa//62%//P98168 
C-THYR01001133 

C-THYR01001134//"Homo sapiens CGI -78 protein mRNA, 
complete cds. 7/0//1898bp//99%//AF151835 
C-THYR01001173 
C-THYR01001213 
C-THYR01001321 
C-THYR01001322 
C-THYR01001365 
C-THYR01001401 
C-THYR01001411 
C-THYR01001434 
C-THYR01001534 
C-THYR01001541 
C-THYR01001559 
C-THYR01001570 
C-THYR01001595 
C-THYR01001605 

C-THYR01001617//Homo sapiens cDNA for dihydroxyace 
tone phosphate acyl transferase (DAP-AT).//0//1784b 
p//99%//AJ002190 

C-THYR01001656// M Hamo sapiens Leman coiled-coil pr 
otein (LCCP) mRNA, complete cds. 7/4. lE-273//1947b 
p//82%//AF175968 

C-THYR01001671//Homo sapiens mRNA for 2' -5' oligoa 
denylate synthetase 59kDa isoform.//0//1820bp//99% 
//AJ225089 
C-THYR01001673 

C-HYR01001703//NIFR3-UKE PROTEIN. III. 90E-32//282 

aa//32%//P45672 

C-THYR01001706 

C- THYRO 1 00 1 738//TUBULI N- - TYROSI NE LIGASE (EC 6.3. 
2. 25) (TTL) . 111. 4E-20//217aa//30%//P38584 
C-THYR01001745 
C-THYR01001793 

C-THYR01001809//MY0CYTE NUCLEAR FACTOR (MNF).//1.4 

E-74//158aa//89%//P42128 

C-THYR01001895 

C-THYR01001907 

C-VESEN1000122 
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C-Y79AA1000037//DNA-BINDING PROTEIN BMI-1.//2.4E-3 
0//80aa//60%//P25916 

C-Y79AA1000059// M Homo sapiens ifflraunophllin homolog 
ARA9 mRNA, complete cds. 7/2.9E-70//1040bp//65%// 
U78521 

C-Y79AA1000065 
C-Y79AA1000131 

C-Y79AA1000181//"Homo sapiens CGI -01 protein mRNA, 
complete cds. V/0//1858bp//99%//AF132936 
C-Y79AA1000202 10 
C-Y79AA1000214//"Homo sapiens hi stone H2A.F/Z vari 
ant (H2AV) mRNA, complete cds. 7/7. lE-71//345bp//l 
00V/AF081192 
C-Y79AA1000230 
C-Y79AA1000258 

C-Y79AA1000268//"Mus musculus Nip21 mRNA, complete 
cds. V/2. 10E-50//648bp//64%//AF035207 
C-Y79AA1000313//CALPH0TIN. //0. 00001 l//336aa//23%// 
Q02910 

C-Y79AA1000328//SEL-10 PROTEIN. //0. 000000067//219a 20 

a//25%//Q93794 

C-Y79AA1000355 

C-Y79AA1000368//REDUCED VIABILITY UPON STARVATION 
PROTEIN 161. //4E-20//261aa//27%//P25343 
C-Y79AA1000420 

C-Y79AA1000469//"Mus musculus ancient ubiquitous 4 
6 kDa protein AUP1 precursor (Aupl) mRNA, complete 
cds. 7/8. 30E-252//1207bp//85%//U41736 
C-Y79AA1000480 

C-Y79AA1000540 30 
C- Y79AA1000560//ALPHA- ADAPTI N C (CUVTHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 RD CO 
ATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTIN ALPHA C SUBUNIT). //0//652aa//98%//P 
17427 

C-Y79AA1000574//Homo sapiens clone H17 unknown nRN 
A. //0//1932bp//99%//AF103801 
C-Y79AA10Q0627//"Homo sapiens zinc finger protein 
(ZF5128) mRNA, complete cds. 7/2E-287//2031bp//82tt 
//AF060503 40 
C-Y79AA1000705//M. musculus mRNA of enhancer- trap-1 
ocus 1 . //5. 80E- 254//1477bp//84%//X69942 
C-Y79AA1000734//"Homo sapiens peroxisomal biogenes 
is factor (PEXllb) mRNA, complete cds. 7/0//1594bp 
//99%//AF093670 

C-Y79AA1000748//"Homo sapiens CGI -05 protein mRNA, 
complete cds. " // 1 . 9E- 239// 1 367bp//9 1 %//AFl 52097 
C-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR RIB 
0NUCLE0PR0TEIN X (HNRNP X) (CBP). //4.9E-91//200aa/ 
/64%//Q61990 50 
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C-Y79AA1000774 

C-Y79AA1000782//CYTOSOUC PURINE 5' -NUCLEOTIDASE 
(EC 3. 1. 3. 5) . //3E-37//469aa//27%//P49902 
C-Y79AA1000784//"Homo sapiens RanBP7/importin 7 mR 
NA, complete cds. 7/1. 10E-236//1076bp//99V/AF0987' 
99 

C-Y79AA 1000794// "Homo sapiens actin- associated pro 
tein 2E4/kaptin (2E4)mRNA, 2E4-1 allele, complete 
cds. 7/0//1610bp//99%//AF105369 
C-Y79AA1000800//"Homo sapiens putative secreted pr 
otein (ZSIG11) mRNA, complete cds. 7/1.6E-284//128 
8bp//99%//AF072733 
C-Y79AA1000805 
C-Y79AA1000824 

C-Y79AA1000833//TUBUUN ALPHA- 1 CHAIN. //5E-173//22 

0aa//79%//P05209 

C-Y79AA1000850 

C-Y79AA1000962//"MYOSIN HEAVY CHAIN, NON-MUSCLE (Z 
IPPER PROTEIN) (MY0SINII).7/4.2E-17//430aa//27%// 
Q99323 

C-Y79AA1000968//"Rattus norveglcus initiation fact 

or eIF-2B gamma subunit (eIF-2B gamma) mRNA, compl 

ete cds. 7/3.9E-248//1468bp//87%//U38253 

C-Y79AA1000976 

C-Y79AA1001023 

C-Y79AA1001041 

C-Y79AA1001048//"ACYL-C0A DEHYDROGENASE, VERY-LONG 

-CHAIN SPECIFIC PRECURSOR (EC 1.3.99.-) (VLCAD).7 

/3. lE-138//583aa//47%//P45953 

C-Y79AA1001077 

C-Y79AA1001078 

C-Y79AA1001145 

C-Y79AA1001177 

C-Y79AA1001185 

C-Y79AA1001211// , 'Homo sapiens origin recognition c 
omplex subunit 6 (0RC6) mRNA, complete cds.7/0//l 
435bp//99%//AFl 39658 
C-Y79AA1001228 

C-Y79AA1001233//ESTRADI0L 17 BETA-DEHYDROGENASE 1 
(EC 1.1.1.62) (17-BETA-HSD 1) (17-BETA-HYDROXYSTER 
01 D DEHYDROGENASE l).//7.7E-50//228aa//42%//P51657 
C-Y79AA1001236//"Homo sapiens mRNA for JM23 protei 
n, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLcllOI 133Q7 (RZPD Berlin))/'// 
0//1653bp//99%//AJ005892 
C-Y79AA1001281 

C-Y79AA1001312//ZINC FINGER PROTEIN MLZ-4 (ZINC FI 
NGER PROTEIN 46) . //0. 000000023//193aa//30%//Q03309 
C-Y79AA1001323//"Mus musculus mRNA for GSG1, compl 
ete cds. 7/3.3E-172//1171bp//83%//D87325 



(2163) 

4323 

C-Y79AA1001391//H0ME0B0X PROTEIN H0X-A13 (HOX-1J). 
//1 . 2E- 58// 1 78aa//66%//P3 1 27 1 
C-Y79AA1001394//CELL DIVISION PROTEIN FTSH HOMOLOC 

(EC 3. 4. 24. -) . //I. 2E-13//230aa//32V/083746 
C-Y79AA1001402//"Homo sapiens paraneoplastic cance 
r-testis-brain antigen(MA4) mRNA, partial cds. "// 
8. 50E-65//784bp//62%//AF0831 15 
C- Y79AA1 00 1 493//UBI QUI TI N- CON JUCATI NG ENZYME E2-17 

KD 9 (EC 6.3.2.19) (UBI QUI TIN- PROTEIN UGASE 9) 
(UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B).//3.80E-18 10 
//151aa//38%//P35132 

C-Y79AA1001533//"Mouse mRNA for RNA polymerase I a 
ssociated factor (PAF53) , complete cds. 7/4.5E-193 
// 1 333bp//80%//Dl 4336 
C-Y79AA1001541 

C- Y79AA1 00 1 548//PH0SPHATI DYU NOSI TOL 4-KINASE ALPH 
A (EC 2.7.1.67) (PI 4-KINASE) (PTDINS- 4 -KINASE) (PI 
4K-ALPHA) . //7. 5E-76//85aa//90%//P42356 
C-Y79AA1001555 

C - Y79AA 1 00 1 58 1 //ACETYL- COENZYME A SYNTHETASE (EC 20 
6.2.1.1) (ACETATE- -COALI CASE) (ACYL- ACTIVATING EN 
ZYME) . //I. 9E-40//482aa//27%//P27550 
C-Y79AA1001585 

C- Y79AA1001603//"P0LYPEPTI DE N-ACETYLGALACTOSAMI NY 
^TRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP ACETYLGAL 
ACTOSAMI NYLTRANSFERASE) (UDP-GALNAC: POLYPEPTIDE, N 
- ACETYLGALACTOSAMINYLTRANSFERASE) (GALNAC-T1) . 7/ 
1. 7E-84//313aa//48%//Q07537 
C-Y79AA1001613//ZINC FINGER PROTEIN 132.//3.8E-91/ 
/209aa//41%//P52740 30 
C-Y79AA1001665 

C-Y79AA1001679//"Homo sapiens lambda- crystal lin mR 
NA, complete cds. 7/3.4e-310//1430bp//98%//AF07704 
9 

C-Y79AA1001696// ,, Homo sapiens mRNA for KIAA1109 pr 
otein, partial cds. 7/0//1669bp//100%//AB029032 
C-Y79AA1001705//"Homo sapiens p53 regulated PA26-T 
2 nuclear protein (PA26) mRNA, complete cds. 7/3. 4 
E-47//626bp//68%//AF033120 

C-Y79AA1001711//"Human 60-kdal ribonucleoprotein 40 
(Ro) mRNA, complete cds. 7/1. 2E-258//1185bp//99%// 
J04137 

C-Y79AA1001781 
C-Y79AA1001805 

C-Y79AA1001827//"Homo sapiens mammalian inositol h 

exakisphosphate kinase2 (IP6K2) mRNA, complete cd 

s. 7/0//1689bp//98V/AF177145 

C-Y79AA1001846 

C-Y79AA1001923 

C- Y79AA1001 963//PUTATI VE PRE-MRNA SPLICING FACTOR 50 
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ATP-DEPENDENT RNA HEUCASE SPAC10F6.02C.//1E-10//9 
4aa//47%//042643 

C- Y79AA1002027/ /UBI QUI TI N-CONJUGATI NG ENZYME E2-18 
KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN UGASE) (UBI 
QUITIN CARRIER PROTEIN) (PM42).//9.9E-39//143aa//5 
2V/P42743 

C-Y79AA1002083//H. sapiens mRNA for MUF1 protein.// 

5E- 163//752bp//99%//X86018 

C-Y79AA1002089 

C-Y79AA1002115 

C-Y79AA1002125 

C-Y79AA1002204 

C-Y79AA1002208//ANKYRIN. //8. lE-34//188aa//38%//Q02 
357 

C-Y79AA1002209//"Homo sapiens CGI -04 protein mRNA, 
complete cds. 7/0//1617bp//99%//AF132939 
C-Y79AA1002229//DNA CROSS-LINK REPAIR PROTEIN PS02 
/SNM1.//7. 10E-17//213aa//31%//P30620 
C-Y79AA1002246//SYNAPT0TAGMIN V. //1. 6E-28//286aa// 
32%//000445 
C-Y79AA1002298 

C-Y79AA1002307//"Homo sapiens astrotactin2 (ASTN2) 
mRNA, complete cds. 7/0//1209bp//99%//AFl 16574 
C-Y79AA1002311//R.norvegicus mRNA for cytosolic re 
siniferatoxin-bindingprotein. Ill, 9E- 186// 1 1 30bp//8 
2V/X67877 
C-Y79AA1002351 
C-Y79AA1002407 

C-Y79AA1002433//"Homo sapiens chromatin-specific t 
ranscription elongation factor FACT 140 kDa subuni 
t mRNA, complete cds. 7/0//1545bp//96%//AF152961 
C-Y79AA1002472//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//1. 5E-136//472aa//49%//Q0 
5481 

[1134] mmm^%rf-$ 1 3. 
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No. <D\\m//v\x®oxmm tt 0 

C-HEMBA1000042 

C-HEMBA1000141//Homo sapiens SUMO-l-specific prote 
ase (SSP1) mRNA, complete cds.//0//1135bp//100%//A 
F196304 

C-HEMBA1000150//H. sapiens gene for U5 snRNP-specif 

ic 200kD protein. //2.50E-153//525bp//91%//Z70200 

C-HEMBA1000213 

C-HEMBA1000243 

C-HEHBA1000244 

C-HEMBA1000251 
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C-HEMBA1000338 
C-BEMBA1000357 
C-HEMBA1000376 
C-HEMBA1000428 
C-HEMBA1000469 
C-HEMBA1000497 

C-HEMBA1000561//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//3.40E-37//674aa//25%//Q0 
5481 

C-HEMBA1000569//GPI -ANCHORED PROTEIN P137.//6.50E- 10 

19//265aa//32%//Q60865C-HEMBA1000575 

C- HEHBA1 00059 1 //PTB- ASSOCI ATED SPLICING FACTOR (PS 

F) . 111. 20E- 17//198aa//40%//P23246 

C-HEMBA1000673 

C-HEMBA1000702 

C-HEMBA1000722 

C-HEMBA1000726 

C-HEMBA 1000876 

C-HEMBA1000942 

C-HEHBA1000943 20 

C-HEMBA1000960 

C-HEMBA1000985 

C-HEMBA1001019//CELL DIVISION CONTROL PROTEIN 2 HO 
MOLOG (EC 2.7.1.-) (P34 PROTEIN KINASE) (CYCUN-DE 
PENDENT KINASE 1) (CDKl).//3. 10E-10//70aa//58%//P0 
6493 

C-HEMBA1001020 
C-HEHBA1001024 
C-HEHBA1001026 

C-HEMBA1001051 30 
C-HEMBA1001060 

C- HEMBA1 001071 //PROCOLLAGEN ALPHA l(III) CHAIN PRE 

CURSOR. Ill . 50E-92//82aa//100V/P02461 

C-HEMBA1001077//Homo sapiens transcriptional inter 

mediary factor 1 gammamRNA, complete cds.//2.00E-8 

0//432bp//94%//AFl 19043 

C-HEMBA1001099 

C-HEMBA1001121 

C-HEMBA1001123 

C-HEMBA1001208 40 

C-HEMBA1001213 

C-HEMBA1001226 

C-HEMBA1001247 

C-HEHBA1001299 

C-HEMBA1001319 

C-HEMBA1001323 

C-HESBA1001327 

C-HEMBA1001361 

C-HEMBA1001375 

C-HEMBA1001377 50 



ttM 2002-191363 
4326 

C-HEMBA1001383 
C-HEMBA1001391 
C-HEMBA1001411 
C-HEHBA1001432 
C-HEMBA1001433 
C-HEMBA1001435 
C-HEMBA1001442 
C-HEHBA1001463 
C-HEMBA1001515 
C-HEMBA1001522 
C-HEHBA1001557 
C-HEHBA1001566 
C-HEHBA1001589 
C-HEHBA1001608 
C-HEHBA1001636 
C-HEMBA1001647 
C-HEHBA1001651 
C-HEHBA1001658 

C-HEHBA1001675//VACU0LAR PROTEIN SORTING- ASSOCI ATE 
D PROTEIN VPS9.//5.40E-09//101aa//35%//P54787 
C-HEMBA1001712 

C-HEMBA1001734//CADHERIN-11 PRECURSOR (0STE0B1AST- 

CADHERIN) (OB-CADHERIN) (0SF-4).//l. 10E-38//87aa// 

96%//P55288 

C-HEHBA1001745 

C-HEMBA1001750 

C-HEMBA1001784 

C-HEHBA1001791 

C-HEMBA1001803 

C-HEHBA1001820 

C-HEMBA1001835 

C-HEHBA1001888 ' 

C-HEMBA1001912 

C-HEMBA1001915 

C-HEHBA1001918 

C-HEHBA1001940 

C-HEHBA1001942 

C-HEHBA1001964 

C-HEHBA1002022 

C-HEMBA1002039 

C-HEMBA1002100 

C-HEMBA1002113 

C-HEMBA1002119 

C-HEMBA1002139//UM AND SH3 DOMAIN PROTEIN LASP-1 

(MLN 50). 117. 10E-05//51aa//49%//Q14847 

C-HEHBA1002160 

C-HEHBA1002162 

C-HEHBA1002166 

C-HEHBA1002185 

C-HEHBA1002204 
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C-HEMBA1002328 
C-HEMBA1002337 
C-HEMBA 1002348 
C-HEMBA1002381 
C-HEMBA1002486 
C-HEMBA1002498 
C-HEMBA1002538 
C-HEHBA1002552 

C-HEMBA1002555//Homo sapiens mSin3A associated pol 

ypeptide p30 mRNA, complete cds.//5.30E-51//768bp/ 10 

/68V/AF055993 

C-HEMBA1002558 

C-HEHBA1002621 

C-HEMBA1002629 

C-HEMRA1002645 

C-HEMBA1002659 

C-HEMBA1002661 

C-EEMBA 1002666 

C-HEMBA1002678 

C-HEMBA1002679 20 

C-HEMBA1002712 

C-HEMBA1002716 

C-HEMBA1002742 

C-BEMBA1002746//DNA POLYMERASE BETA (EC 2.7.7.7)./ 

/5. 00E-37//268aa//34%//P06746 

C-HEMBA1002748 

C-HEMBA1002780 

C-HEMBA1002801 

C-HEMRA1002826 

C-HEMBA1002833 30 

C-HEMBA1002921 

C-HEMBA1002934 

C-HEMBA1002944 

C-HEMBA1002968 

C-HEHBA1003034 

C-HEMBA1003037 

C-HEMBA1003071//INSULIN-LIKE GROWTH FACTOR BINDING 
PROTEIN COMPLEX ACIDLABILE CHAIN PRECURSOR (ALS). 
//1. 30E-09//121aa//40%//P35858 

C-HEMBA1003078 40 

C-HEMBA1003083 

C-HEMBA1003086 

C-HEMBA1003098//Homo sapiens NY- REN- 6 antigen mRN 

A, partial cds.//6.20E-273//1253bp//99%//AF155096 

C-HEMBA1003133 

C-HEMBA1003142 

C-HEMBA1003166 

C-HEMBA1003197 

C-HEMBA1003202 

C-HEMBA1003220 50 
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C-HEMBA1003229 
C-HEMBA1003276 
C-HEMBA1003278 
C-REMBA1003328 
C-HEMBA1003373 
C-HEMBA1003597 
C-HEMBA1003598 
C-HEMBA1003656 

C-HEMBA1003680//PUTATIVE AMINOPEPTIDASE ZR353.6 IN 
CHROMOSOME III (EC 3.4.11.-).//2.40E-92//423aa//4 
7%//P34629 
C-HEHBA1003733 
C-HEMBA1003742 

C- HEMBA1 003760//HYP0XI A- 1 NDUCI BLE FACTOR 1 ALPHA 

(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) (MEMBER 0 

F PAS PROTEIN 1) (M0P1) (fflFl ALPHA) . III. 70E- 124// 

347aa//55%//Q16665 

C-HEMBA1003803 

C-HEHBA1003854 

C-HEMBA1003926 

C-HEMBA1003939 

C-HEHBA1003987 

C-HEHBA1004O12 

C-HEHBA1004015 

C-HEMBA1004193 

C-HEMBA1004225 

C-HEHBA1004241 

C-HEMBA1004267 

C-HEHBA1004295//H(mo sapiens NY-REN- 25 antigen mRN 
A, partial cds.//9.40E-31//381bp//65%//AF155103 
C-HEMBA1004354//CHL1 PROTEIN. //9. 90E-26//130aa//42 
%//P22516 

C-HEMBA1004356//H. sapiens MSSP-2 mRNA.//3.00E-243/ 

/573bp//98%//X77494 

C-HEMBA1004396 

C-HEMBA1004405 

C-HEHBA1004433 

C-HEMBA1004538 

C-HEMBA1004542 

C-HEMBA1004573 

C-HEMBA1004577 

C-HEMBA1004604//Homo sapiens C0P9 complex subunit 

7a mRNA, complete cds. //0//1612bp//99%//AF193844 

C-HEMBA1004617 

C-HEMBA1004631 

C-HEMBA1004705 

C-HEMBA1004733 

C-HEMBA1004748 

C-HEMBA1004778 

C-HEMBA1004803 
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C-HEMBA1004807 
C-HEMBA1004820 
C-HEMBA1004865 
C-HEMBA1004880 
C-HEMBA1004900 
C-HEMBA1004909 
C-HEMBA1004960 
C-HEMBA1004978 
C-HEMBA1004980 

C-HEMBA1004983 10 
C-HEMBA1004995 

C-HEMBA1005019//Homo sapiens mRNA for RIAA0648 pro 
tein, partial cds. //0//22 1 2bp//99%//AB0 1 4548 
C-HEMBA1005029//Homo sapiens CGI -13 protein mRNA, 
complete cds. //0//1487bp//99%//AF132947 
C-HEHBA1005035 
C-HEMBA1005039 

C-HEMBA1005047//RAS-RELATED PROTEIN RAB-24 (RAB-1 

6) . //3. 40E- 101//106aa//98%//P35290 

C-HEMBA1 005050 20 

C-HEMBA1005062 

C-HEMBA1005066 

C-HEMBA1005075 

C-HEMBA1005079 

C-HEMBA1005101//Hofflo sapiens SYT interacting prote 
in SIP mRNA, completecds.//0//2762bp//99%//AF08056 
1 

C-HEMBA1005123 
C-HEMBA1005149 

C-HEMBA1005152 30 

C-HEMBA1005201//Homo sapiens CGI -07 protein mRNA, 

complete cds. //0//1608bp//99%//AFl 32941 

C-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD 

PR0TEI N (SRP68) . //1 . 90E- 179//361aa//95%//Q00004 

C-HEMBA1005223 

C-HEMBA1005232 

C-HEMBA1005241 

C-HEMBA1005275 

C-HEMBA1005293 

C-HEHBA1005311 40 
C-HEMBA1005338//Homo sapiens mRNA for matrilin-4 f 
partial . //3. 90E-241//1095bp//99%//AJ007581 
C-HEMBA1005359//ZINC FINGER PROTEIN 137. //3.90E-85 
//206aa//69%//P52743 

C-HEMBA1005367//Homo sapiens melastatin 1 (MLSN1) 
mRNA, complete cds.//9.00E-77//620bp//74%//AF07178 
7 

C-HEMBA1005374 
C-HEMBA1005382 

C-HEMBA1005411 50 



2002-191363 
4330 

C-HEHBA1005426 
C-HEHBA1005443 
C-HEMBA1005447 
C-HEMBA1005497 
C-HEHBA1005500 
C-HEMRA1005506 
C-HEMRA1005508 
C-HEMBA1005526 . 

C-HEMBA1005530//Homo sapiens anaphase- promoting co 
mplex subunit 7 (APC7)mRNA, complete cds. //0//1578 
bp//98%//AF191340 

C-HEMBA1005548//Homo sapiens MAFB/Kreisler basic r 
egion/leucine zipper transcription factor (HAFB) m 
RNA, compl ete cds. Ill . 00E-220//1014bp//99%//AF1341 
57 

C-HEHBA1005552 
C-HEMBA1005568 
C-HEHBA1005588 
C-HEMBA1005593 
C-HEHBA1 005606 
C-HEHBA1005616 
C-HEMBA1005627 
C-HEHBA1005670 
C-HEHBA1005679 
C-HEHBA1005699 
C-HEHRA1005705 

C-HEMBA1005732//Human mRNA for RIAA1293 gene, comp 
lete cds. //5. 50E-102//317bp//98%//D14697 
C-HEMRA1005815//CALPAIN, LARGE [CATALYTIC] SUBUNIT 
(EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTEI 
NASE) (CANP) («U/M-TYPE).//2.00E-36//342aa//33%//P 
00789 

C-HEMBA1005852 
C-HEMBA1005894 
C-HEHBA1005921 
C-HEHBA1006035 
C-HEMBA1006036 
C-HEHBA1006090 
C-HEMBA1006138 
C-HEMBA1006173 
C-HEHBA1006252 

C-HEHBA1006268//Hamo sapiens HQ0024c mRNA, compl et 
e cds. //3. 50E-157//845bp//92%//AF073836 
C-HEMBA1006347//MALES-ABSENT ON THE FIRST PROTEIN 
(EC 2. 3. 1. -) . //1 . 60E-130//332aa//62%//002193 
C-HEHBA1006359//ZINC FINGER PROTEIN 43 (ZINC PROTE 
IN BTF6) . //3. 50E-105//381aa//54%//P28160 
C-HEHBA1006380 
C-HEMBA1006416 
C-HEMBA1006421 
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C-HEMBA1006424 
C-HEMBA1006426 
C-HEMBA1006446 

C- HEMBA1006485//PUR0HYCI N-SENSI TI VE AMINOPEPTIDASE 
(EC 3. 4. 11. -) (PSA) . //1. 90E-81//153aa//97%//P5578 

6 

C-HEMBA1006486 
C-HEHBA1006494 
C-HEMBA 100654 6 

C-HEKBA1006562 10 

C-HEMBA1006595 

C-BEMBA1006597 

C-HEHBA1006631 

C-HEHBA1006639 

C-HEMBA1006652//60S R1B0S0MAL PROTEIN L7.//2.40E-4 

4//206aa//47%//P14148 

C-HEMBA1006659 

C-HEMBA1006665 

C-HEMBA1006676 

C-HEMBA1006695 20 
C-HEMBA1006709 

C-HEMBA1006758//Homo sapiens protocadherln beta 13 
(PCDH-betal3) mRNA, complete cds.//0//1832bp//91% 
//AF1 52492 
C-HEMBA1006780 

C-HEMBA1006807//Homo sapiens mRNA for SP0P.//5.70E 

- 1 25//1 109bp//75%//AJ000644 

C-HEMBA1006824 

C-HEHBA1006865 

C-HEMBA1006921 30 
C-HEMBA1006949 

C-HEMBA1006976//H. sapiens mRNA for Gal-beta(l-3/l- 

4)GlcNAc alpha-2. 3-sialyl transferase. //I. 90E-80//4 

47bp//89%//X74570 

C-HEHBA1007051 

C-HEMBA1007052 

C-HEMBA1007066 

C-HEMBA1007073 

C-HEMBA1007078 

C-HEMBA1007085 40 
C-HEMBA1Q07113 

C-HEMBA1007121//Homo sapiens bisphosphate 3-nucle 

otidase mRNA, completecds.//l. 70E-252//1118bp//92% 

//AF1 25042 

C-HEMBA1007129 

C-HEMBA1007147 

C-HEIBA1007151//Homo sapiens synphilin 1 ■RNA, com 
plete cds. //0//1900bp//99%//AF076929 
C-HEMBA1007178 

C-HEMBA1007203//Homo sapiens mRNA for KIAA0214 pro 50 
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tein, complete cds.//0//1212bp//98%//D86987 
C-HEMBA1007224//Homo sapiens SUMO- 1- specific prote 
ase (SSP1) mRNA, complete cds.//0//1590bp//99%//AF 
196304 

C-HEHBA1007243//Chinese hamster hprt mRNA, complet 

e cds. III. 00E-58//650bp//70%//J00060 

C-HEMBA1007251 

C-HEMBA1007288 

C-HEMBA1007322 

C-HEMBA 1007341 

C-HEHBB1000050 

C-HEHBB1000054 

C-HEHBB1000059 

C-HEMBB1000089 

C-HEMBB1000113 

C-HEMBB1000144//GUANYLATE CYCIASE ACTIVATING PROTE 

IN 2 (GCAP 2) (RETINALGUANYLYL CYCLASE ACTIVATOR P 

R0TEIN P24) . //I. 40E- 24//7 1 aa//77%//P5 1 1 77 

C-HEMBB1000173 

C-HEMBB1000175 

C-HEMBB1000272 

C-HEHBB1000317//FIBUUN-1, IS0F0RH D PRECURSOR.// 

7. 10E-62//458aa//35%//P37888 

C-HEHBB1000318 

C-HEMBB1000336 

C-HEMBB1000341 

C-HEHBB1000343 

C-HEMBB1000354 

C-HEMBB1000374 

C-HEMBB1000434 

C-HEMBB1 000441 

C-HEMBB1000491 

C-HEMBB1000493 

C-HEMBB1000510 

C-HEMBB1000652 

C-HEMBB1000672 

C-HEHBB1000684 

C-HEHBB1000709 

C-HEMBB1000726 

C-HEHBB1000770 

C-HEHBB1000827 

C-HEMBB1000831 

C-HEMBB1000883' 

C-HEMBB1000888 

C-HEMBB1000893 

C-HEMBB1000913 

C-HEMBB1000996 

C-HEMBB1001004 

C-HEMBB1001047 

C-HEHBB1001060 
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C-HEMBB1001 114 
C-HEMBB1001119 
C-HEMBB1001133 
C-HEMBB1001142 
C-HEMBB1001177 
C-HEMBB1001208 
C-BEMBB1001209 
C-HEMBB1001249 
C-HEMBB1001253 

C-HEMBB1001254 10 

C-HEHBB1001271 

C-HEMBB1001304 

C-HEMBB1001317 

C-HEHBB1001348 

C-HEMBB1001394 

C-HEHBB1001410 

C-HEMBB1001424 

C-HEMBB1001426 

C-HEMBB1001429//Homo sapiens leucine aminopeptidas 
e mRNA, complete cds. //0//1933bp//99%//AF061738 20 
C-HEMBB1001436 

C-HEMBB1001443//Rattus norvegicus pyruvate dehydro 

genase phosphatase isoenzyme 1 mRNA, complete cds. 

//3. 0OE-130//553bp//86%//AF06274O 

C-HEMBB1001449 

C-BEMBB1001458 

C-HEMBB1001521 

C-HEMBB1001531 

C-HEMBB1001535 

C-HEMBB1001536 30 

C-HEHBB1001564 

C-HEMBB1001565 

C-HEMBB1001585 

C-HEHBB1001588 

C-HEHBB1001603 

C-HEMBB1001618 

C-HEMBB1001635 

C-HEMBB1001653 

C-HEMBB1001668 

C-HEMBB1001673//Bomo sapiens mRNA for KIAA0646 pro 40 

tein, complete cds.//0//2035bp//99%//AB014546 

C-HEHBB1001685 

C-HEMBB1001695 

C-HEMBB1001707 

C-HEMBB1001735 

C- HEMBB1 001 736//EUKARY0TI C TRANSLATION INITIATION 
FACTOR 3 SUBMIT 9 (EIF3 P116) (EIF3 P110).//4.60E 
-15//391aa//25%//P55884 
C-HEMBB1001747 

C- HEMBB1 00 1 749//TRANSCRI PTI 0NAL ACTIVATOR GCN5. // 50 
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1 . 70E- 16//84aa//47V/Q03330 

C-HEMBB1001753 

C-HEMBB1001756 

C-HEMBB1001760 

C-HEMBB1001785 

C-HEMBB1001797 

C-HEMBB1001802//Huaan desmin mRNA, complete cds.// 

0//1523bp//98%//U59167 

C-HEHBB1001816 

C-HEMBB1001831//Homo sapiens PAM COOH-terminal int 
eractor protein 1 (PCI PI) mRNA, complete cds. 1 101 1 
1514bp//99%//AF056209 

C-HEMBB1001839//GASTRULA ZINC FINGER PROTEIN XLCGF 

42. 1 (FRAGMENT) . //6. 90E- 1 l//87aa//35%//P18720 

C-HEMBB1001850 

C-HEHBB1001863 

C-HEMBB1001868 

C-HEMBB1001874 

C-HEHBB1001880 

C-HEHBB1001899 

C-HEMBB1001906 

C-HEMBB1001910 

C-HEHBB1001911 

C-HEMBB1001921 

C-HEMBB1001922 

C-HEMBB1001930 

C-HEHBB1001944 

C-HEMBB1001945 

C-HEMBB1001947 

C-HEMBB1001950//PR0BABLE OXYGEN-I NDEPENDENT COPROP 

ORPHYRINOGEN III OXIDASE (EC 1. -.-.-) (COPROPORPHY 

RINOGENASE) (COPROGEN OXIDASE). //1.60E-41//370aa// 

31%//P54304 

C-HEMBB1001952 

C-HEHBB1001957 

C-HEHBB1001962 

C-HEHBB1001983 

C-HEHBB1001990 

C-HEMBB1001996 

C-HEMBB1002002 

C-HEMBB1 002005 

C-HEMBB1002042//CYT0CHR0ME P450 4C1 (EC 1.14.14.1) 

(CYPIVC1) . 111. 70E-49//139aa//55%//P29981 
C-HEMBB1002043 
C-HEMBB1002045 
C-HEMBB1002049 
C-HEMBB1002050 
C-HEMBB1002068 
C-HEHBB1002092 
C-HEMBB1002139 
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C-HEMBB1Q02142 
C-HEMBB1002190 
C-HEMBB1002193 

C- HEHBB1 0022 1 7//ZI NC FINGER PROTEIN 91 (ZINC FINCE 
R PROTEIN HTF10) (HPF7).//2. 10E-132//399aa//44%//Q 
05481 

C-HEMBB1002218 
C-HEMBB1002232 
C-HEMBB1002247 

C-HEMBB1002249 10 

C- HEMBB1 002266//NEUR0NAL PROTEIN. 111. 10E-46//121aa 

//76V/P41737 

C-HEMBB1002327 

C-HEMBB1002329 

C-HEMBB1002342//Homo sapiens mRNA for putative thi 
oredoxin-like protein. //1. 10E- 274//1 249bp//99%//AJ 
010841 

C-HEMBB1002358 
C-HEMBB1002371 

C-HEMBB1 002387 20 

C-HEMBB1002409 

C-BEMBB1002425 

C-BEMBB1002442//UN-10 PROTEIN. //9. 70E-14//121aa// 

31%//P34692 

C-HEMBB1002453 

C-HEMBB1002458 

C-HEMBB1002477//Human Grb2-associated binder- 1 mRN 
A, complete cds. //7. 70E-258//774bp//99%//U43885 
C-HEHBB 1002489 

C-HEMBB1002510//GYP7 PROTEIN. //3. 10E-50//192aa//42 30 

%//P48365 

C-HEMBB1002520 

C-HEMBB1002522 

C-HEMBB1002545 

C-HEMBB1002579 

C-HEMBB1002582 

C-HEMBB1002596 

C-HEMBB 1002603 

C-HEMBB1002610 

C-HEMBB1002613 40 

C-HEMBB1002617 

C-HEMBB1002623 

C-HEMBB1002635 

C-HEMBB1002677 

C-HEMBB1002683 

C-HEMBB10O2699 

C-HEMBB1002702 

C-HAMHA1000009 

C-MAMMA1000043 

C-MAMMA1000045//ENV POLYPROTEIN [CONTAINS: SURFACE 50 
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PROTEIN GP85; MEMBRANE PROTEIN GP37].//1.90E-07// 
249aa//27%//P03396 
C-MAMMA1000057 

C-MAMMA1 000085//PUTATI VE CYSTEINYL-TRNA SYNTHETASE 
C29E6.06C (EC 6.1.1.16) (CYSTEINE- TRNA LIGASE) 
(CYSRS) . III. 10E-90//427aa//39%//Q09860 
C-MAMMA1000092 
C-MAMMA1000103 
C-MAMMA1000117 
C-MAMMA1000129 
C-MAMHA1000133 
C-MAMMA1000155 
C-MAMMA1000175 
C-MAMMA1000198 
C-MAMMA1000241 
C-MAMMA1000251 
C-MAHMA1000254 
C-MAMMA1000287 
C-MAMMA1000307 
C-HAMMA1000331 
C-MAMMA1000339 
C-MAMMA1000340 
C-MAMMA1000348 
C-MAMMA1000356 
C-MAMMA1000360 
C-MAMMA1000402 
C-MAMMA1000414 
C-MAMMA1000431 
C-MAMMA1000444 
C-MAHMA1000458 
C-MAMMA1000500 
C-MAMMA1000522 
C-MAMMA1000576 
C-MAMMA1000583 
C-MAMMA1000594 
C-MAMMA1000605 
C-MAMMA1000616 
C-MAMMA1000643 

C-MAMMA1000684//Hoao sapiens 7-60 mRNA, complete c 

ds. //0//2402bp//99%//AF109134 

C-MAMMA1000696 

C-MAMMA1000707 

C-MAMMA1000714 

C-MAMMA1000720 

C-MAMMA1000744 

C-MAMMA1000761 

C-MAMMA1000776 

C-MAMMA1000798 

C-MAMMA1000839 

C-HAMMA1000851 
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C-MAMHA1000863 
C-MAMMA1000867 
C-HAMHA1000876 
C-MAMHA1000880 
C-HAHMA1000883 
C-MAMMA1000921 
C-HAHHA1000931 
C-MAMMA1000941 
C-MAMMA1000957 

C-MAMMA1000962 10 

C-MAMMA1000975 

C-MAMMA1000987 

C-MAMHA10010O3 

C-MAMMA100 1030//LUTR0PI N-CHORI OGONADOTROPI C HORMON 
E RECEPTOR (LH/CG-R) (LSH-R) (LUTEINIZING HOROMINE 
RECEPTOR) (FRAGMENT) . //1. 20E-26//276aa//28%//Q906 
74 

C-MAMMA1001038//MYOSIN LIGHT CHAIN KINASE, SMOOTH 
MUSCLE AND NON-MUSCLEISOZYMES (EC 2.7.1.117) (MLC 
K) [CONTAINS: TEL0KIN].//2.60E-107//190aa//95%//Ql 20 
5746 

C-MAMMA1001082 
C-MAMHA1001162 
C-MAMMA1001186 
C-MAMMA1001191 
C-MAMHA1001206 
C-MAMMA1001220 
C-MAMMA1001243 
C-MAMMA1001249 

C-MAMMA1001256 30 

C-MAMMA1001268 

C-MAMMA1001271 

C-MAMMA1001274 

C-MAMMA1001292 

C-MAMMA1001305//RH0-GTPASE-ACTIVATING PROTEIN 1 (G 
TPASE-ACTIVATING PROTEIN RHOGAP) (RHO-RELATED SMAL 
L GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE-ACTIVATI 
NG PROTEI N) (P50- RHOGAP) . III. 20E-98//283aa//63%//Q 
07960 

C-MAHMA1001324 40 
C- MAMMA 100 1341 

C- MAMMA 1 00 1 388//LEUCI NE- RI CH ALPHA- 2- GLYCOPROTEIN 

(LRG) . III. 40E-165//312aa//99%//P02750 

C-MAMMA1001397 

C-MAHMA1001408 

C-MAMHA1001420 

C-MAMHA1001442 

C-MAMMA1001452 

C-MAMMA1001465 

C-MAMMA1001487 50 
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C-MAMMA1001501//CALPAIN 1, LARGE [CATALYTIC] SUBUN 
IT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTE 
INASE) (CANP) (MU-TYPE).//5.70E-55//86aa//97V/P07 
384 

C-MAMMA1001547 
C-MAMMA1001551 
C-MAMMA1001575 
C-MAMHA1001590 
C-MAHMA1001600 
C-MAMHA1001606 

C-MAMMA1001627//Homo sapiens mRNA for transcript! o 

n factor TBX6.//5.20E-189//871bp//99%//AJ007989 

C-MAMMA1001663 

C-MAHMA1001670 

C-MAMMA1001671 

C-MAMMA1001679//F-ACTIN CAPPING PROTEIN BETA SUBUN 
I T (CAPZ) . //O. 00000058//29aa//100%//P47756 
C-MAMMA1001711 

C-MAMMA1001735//TUBULIN BETA- 5 CHAIN (BETA- TUBULIN 
CUSS-V) . //5. 90E-240//445aa//97%//P09653 
C-MAMMA1001744 
C-MAMMA1001745 

C-MAMMA1001 751 //Homo sapiens tandem pore domain po 

tassium channel TWIK-2(KCNR6) mRNA, complete cds./ 

/0//2332bp//99%//AFl 17708 

C-MAMMA1001783 

C-MAMMA1001788 

C-MAMMA1001806 

C-MAMMA1001812 

C-MAMMA1001815 

C-MAMMA1001817 

C-MAMMA1001818 

C-MAMMA1001820//Rattus norvegicus mRNA for PAG608 

gene. III. 30E- 198//1 1 57bp//80%//Yl 3148 

C-MAMMA1001824 

C-MAMMA1001851 

C-MAMMA1001854 

C-MAMMA1001864 

C-MAMMA1001878 

C-MAMMA1001890 

C-MAHMA1001907 

C-MAMMA1001908 

C-MAMMA1001931 

C-MAMMA1001969 

C-MAMMA1002011 

C-MAMMA1002032 

C-MAMMA1002041 

C-MAMHA1002047 

C-MAMMA1002056 

C-MAMMA1002058 
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C-MAMMA1002078 
C-MAMMA1002082 
C-MAMMA1002084 
C-MAMMA1002093 
C-MAMMA1002094 
C-MAHMA1002118 
C-MAMHA1002125 
C-MAMHA1002132 
C-MAMMA1002140 

C-MAHMA1002143//Homo sapiens Cdc42 effector protei 10 
n 4 mRNA, complete cds.//1.70E-252//1170bp//99%//A 
F099664 

C-MAMMA1002145 

C-HAMMA1002198//THI0RED0XIN PEROXIDASE 1 (THI0RED0 
XIN-DEPENDENT PEROXI DEREDUCTASE 1) (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURALKI LLER C 
ELL ENHANCING FACTOR B) (NKEF-B) . IIS. 20E-61//60aa/ 
/90V/P32119 
C-MAMMA1002230 

C-MAMMA1002250 20 

C-MAMMA1002282 

C-MAHHA1002293 

C-HAMHA1002298 

C-MAMMA1002299 

C-MAMMA1002308 

C-MAMMA1002310 

C-HAMHA1002311 

C-MAMMA1002322 

C-MAMMA1002339 

C-MAMMA1002352 30 

C-MAMMA1002359 

C-HAHMA1002360 

C-MAMMA1002392 

C-MAMMA1002411 

C-MAMMA1002413 

C-MAMMA1002417 

C-MAMMA1002428//LYS0S0HE MEMBRANE PROTEIN II (LIMP 
II) (85 KD LYSOSOMALMEMBRANE SI ALOGLYCOPROTEI N) 
(LGP85) (CD36 ANTICEN-UKE 2). //1. 10E-24//96aa//68 
%//Q14108 40 
C-MAMHA1002434 
C-MAMMA1002446 
C-MAMMA1002454 
C-MAMMA1002461 
C-MAMHA1002475 
C-MAMMA1002556 
C-MAMMA1002566 
C-MAMHA1002612 

C-MAMMA1002622//VILUN. 111. 20E-35//53aa//64%//P026 
40 50 
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C-MAMMA1002637//KINESIN LIGHT CHAIN (KLC).//1.30E- 
198//550aa//70%//Q07866 

C-MAMMA1002650//Mus musculus 0DA-8S protein mRNA, 

complete cds. 115. 40E-57//480bp//68%//AF194030 

C-MAMMA1002699//Rattus norvegicus EH domain bindin 

g protein Epsin mRNA, complete cds.//4.3e-317//1942 

bp//85V/AF018261 

C-MAMMA1002727 

C-MAMIA1002748 

C-MAMMA1002758 

C-MAMMA1002780 

C-MAMMA1002820 

C-MAMMA1002833 

C-MAMMA1002843 

C-MAMMA1002895 

C-MAMMA1002937//ZINC FINGER PROTEIN 135.//8. 30E-99 

//393aa//43%//P52742 

C-MAMMA1003004 

C-MAMMA1003047//Homo sapiens protein inhibitor of 
activated STAT protei nPIASy mRNA, complete cds.//0 
//1533bp//99%//AF077952 

C-NT2RM1000001//D.melanogaster sap47-2 mRNA. //I. 50 
E-10//417bp//62%//X80110 

C-NT2RM1000018//Human mRNA for KIAA0066 gene, part 
ial cds.//0//3376bp//99%//D31886 
C-NT2RM1000037//Homo sapiens mRNA for KIAA0690 pro 
tein, partial cds.//0//3551bp//99%//AB014590 
C-NT2RM1000086//Homo sapiens mRNA for KIAA0661 pro 
tein, complete cds. //0//3035bp//96V/AB014561 
C-NT2RM1000421//RIB0NDCLEASE INHIBITOR. //4. 40E-21/ 
/372aa//30%//P10775 
C-NT2RM1000499 

C-NT2RM1001059//NUCLEAR POLYADENYIATED RNA-BINDING 
PROTEIN NAB4. //3. 60E-ll//180aa//28%//Q99383 
C-NT2RM1001092//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//3.60E-115//332aa//52%//Q 
05481 

C-NT2RM2001592//Homo sapiens mRNA for KIAA1067 pro 
tein, partial cds. //0//3471bp//99V/AB028990 
C-NT2RM2001635//Homo sapiens mRNA for KIAA0618 pro 
tein, complete cds. //0//1632bp//99%//AB014518 
C-NT2RM2001637 
C-NT2RM2001641 

C-NT2RM2001670//ZINC FINGER PROTEIN 29 (ZFP-29).// 

6. 50E-104//407aa//43%//Q07230 

C-NT2RM2001699 

C-NT2RM2001706 

C-NT2RM2001718 

C-NT2RM2001727//Homo sapiens mRNA for KIAA0462 pro 
tein, partial cds. //0//2892bp//99V/AB007931 
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C-NT2RM2001805 
C-NT2RM4000086 

C- NT2RM40002 1 5//MAK1 6 PROTEIN. //1.30E-68//295aa//4 

9V/P10962 

C-NT2RM4000414 

C-NT2RM4000590//R1NG CANAL PROTEIN (KELCH PROTEI 
N) . //I. 00E-59//595aa//28%//Q04652 
C-NT2RM4000634 

C-NT2RM4000657//Homo sapiens mRNA for KIAA1069 pro 
tein, partial cds.//0//1412bp//100%//AB028992 10 
C-NT2RM4000783 

C-NT2RM4000857//LEUCI NE-RI CH ALPHA-2-GLYC0PR0TEI N 
(LRG) . //6. 70E-22//250aa//29%//P02750 
C-NT2RM4000971 

C-NT2RM4000996//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//8.00E-211//738aa//50V/Q 
05481 

C-NT2RM4001092//ZINC FINGER PROTEIN GL03.//3. 10E-2 
4//265aa//33%//P38682 

C-NT2RM4001178//PR0BABLE ATP- DEPENDENT RNA HELICAS 20 
E HAS1. //1. 10E-48//218aa//43V/Q03532 
C-NT2RM4001569 

C-NT2RM4001819//Human p58/GTA (galactosyltransfera 
se associated proteinkinase) mRNA, complete cds.// 
8. 10E-300//1395bp//98%//M37712 
C-NT2RM4001905 

C-NT2RH4001938//Hooo sapiens mRNA for KIAA0898<pro 
tein, partial cds. //0//2234bp//99%//AB020705 
C-NT2RH4002062//ASPARTYL-TRNA SYNTHETASE (EC 6.1. 
1.12) (ASPARTATE-TRNALIGASE) (ASPRS).//1.90E-31// 30 
80aa//52%//P36419 

C-NT2RM4002073//Mus musculus fatty acid transport 
protein 3 mRNA, partial cds.//9.30E-293//1751bp//8 
3%//AF072758 

C-NT2RM4002093//Homo sapiens neural polypyrinidine 
tract binding protein (PTB) mRNA, complete cds.//0 
//2550bp//99%//AFl 76085 

C-NT2RM4002109//Homo sapiens kinesin superfamily m 

otor KIF4 mRNA, complete cds. //0//2572bp//99%//AF0 

71592 40 

C-NT2RM4002146//Homo sapiens HAGOH mRNA, complete 

cds. //6. 90E-70//454bp//85%//AF035940 

C-NT2RM4002194//Mus musculus semaphorin Via mRNA, 

complete cds. //5. 20E-297//1753bp//87V/AF030430 

C-NT2RM4002390 

C-NT2RM4002398 

C-NT2RM4002420 

C-NT2RM4002534 

C-NT2RM4002565//Mus musculus Sec8 mRNA, complete c 
ds.//0//1915bp//87%//AF022962 50 
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C-NT2RM4002571//H. sapiens mRNA for UDP-GalNAc:poly 
pepti de N- acetyl gal actosami nyl transferase (T2) . // 
4. 60E-78//921bp//69V/X85019 
C-NT2RP1000358//Homo sapiens mRNA; cDNA DKFZp564Cl 
86 (from clone DKFZp564C186) . //0//1938bp//88%//AL0 
50019 

C-NT2RP1 000522//UBI QUI TI N CARBOXYL-TERK NAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE D 
UB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBIQUITINATING ENZYME l).//8. 20E-83//345aa// 
47%//Q61068C-NT2RP1000609//Homo sapiens mRNA; cDNA 
DKFZp586C201 (from clone DKFZp586C201) . //0//2165b 
p//99%//AL050118 

C- NT2RP1000677/ /SODI UM- 1 NDEPENDENT ORGANIC ANION T 
RANSPORTER (ORGANIC ANION TRANSPORTING POLYPEPTID 
E) . //L 20E-78//483aa//31%//P46721 
C-NT2RP1000701//Homo sapiens phospholipase A2 acti 
vating protein (PLA2P)mRNA, complete cds. //0//1687 
bp//99%//AF145020 

C-NT2RP1000834//Homo sapiens alpha-methyl acyl-CoA 
racemase mRNA, complete cds.//1.80E-176//829bp//98 
%//AF047020 

C-NT2RP1000860//H(mo sapiens KL04P mRNA, complete 

cds. //0//1555bp//99%//AF064094 

C-NT2RP1000916 

C-NT2RP1000944 

C-NT2RP1001079//0ryctolagus cuni cuius sarcosine ox 
idase (SOX) mRNA, complete cds. //0//2085bp//99%//U 
82267 

C-NT2RP1001080//PR0BABLE ATP- DEPENDENT RNA HEUCAS 
E DBP9. Ill, 30E-116//319aa//46%//Q06218 
C-NT2RP1001113 

C-NT2RP1001173//Homo sapiens mRNA; cDNA DKFZp566Dl 
146 (from clone DKFZp566D1146).//0//2333bp//99%//A 
L080222 

C-NT2RP1001177//Rattus norvegicus histone macroH2A 
1.2 mRNA, complete cds.//5.20E-108//1278bp//69%//U 
79139 

C-NT2RP1001185//Human isovaleryl-coA dehydrogenase 
(IVD) mRNA, completecds. III. 90E-158//729bp//99%// 
M34192 

C-NT2RP1001247//Homo sapiens TGF-beta type secrete 
d signaling protein LEFTYA mRNA, complete cds. 1 101 
/2006bp//100%//AF081513 
C-NT2RP1001311 

C-NT2RP1001313//Homo sapiens delta-6 fatty acid de 
saturase mRNA, ca^lete cds.//7.50E-121//1394bp//6 
9%//AF126799 

C-NT2RP2000001//Homo sapiens mRNA for KIAA11U pro 
tein, partial cds.//0//3188bp//99%//AB029034 
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C-NT2RP2000027 

C- NT2RP2000 1 8 3//DI HYDROPYRI HI DI NASE RELATED PROTEI 
N-2 (DRP-2) (NEURAL SPECIFIC PROTEIN NSP60) . //3. 30 
E-16//114aa//44%//002675 
C-NT2RP2000198 

C-NT2RP2000523//APOLIPOPROTEIN B MRNA EDITING PROT 
EIN (HEPR) (AP0BEC-l).//6.00E-16//124aa//34%//P412 
38 

C-NT2RP2000551 

C-NT2RP2000644 10 

C-NT2RP2000660//SAP1 PROTEIN. //5. 20E-68//474aa//32 

K//P39955 

C-NT2RP2000678 

C-NT2RP2000715 

C-NT2RP2000842//Human lysophosphatldic acid recept 
or homolog mRNA, complete cds.//0//1562bp//99%//D8 
0811 

C-NT2RP2000970 
C-NT2RP2001347 

C-NT2RP2001460//TRI CHOHYAU N. //1.00E-14//521aa//24 20 
%//P37709 

C-NT2RP2001613//MIT0CH0NDRIAL IMPORT RECEPTOR SUBU 
NIT T0M40 (M0M38 PROTEIN) (TRANSLOCASE OF OUTER HE 
HBRANE 40 KD SUBUNIT) . //6. 10E-12//184aa//31%//P243 
91 

C-NT2RP2001634//Homo sapiens alpha-catenin-like pr 
otein mRNA, complete cds. //0//2445bp//99%//U97067 
C-NT2RP2001660//Homo sapiens putative 13 S Colgi t 
ransport complex 90kDsubunit brain- specific isofor 
m mRNA, complete cds. //0//1287bp//99%//AF058718 30 
C-NT2RP2001677 
C-NT2RP2001678 
C-NT2RP2001720 

C- NT2RP200 1 740//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE D 
UB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBIQUITINATING ENZYME l).//7.90E-52//220aa// 
44%//Q61068 

C-NT2RP2001756//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.70E-49//411aa//32%//P51523 40 
C-NT2RP2001839//SCY1 PROTEIN. //5. 40E-32//621aa//24 
%//P53009 
C-NT2RP2001861 

C- NT2RP200 1 869//ZI NC FINGER PROTEIN 191.//7. 10E-26 
//126aa//52%//014754 

C- NT2RP200 1 876//ALL0GRAFT INFLAHHATORY FACTOR- 1 (A 
IF-1) (IONIZED CALCIUMBINDING ADAPTER MOLECULE 1). 
//1. 20E-45//141aa//65%//P55008 
C-NT2RP2001898//Buman inositol polyphosphate 5-pho 
sphatase (5ptase) mRNA, 3' end. //0//2518bp//98%//M 50 
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74161 

C-NT2RP2001936 
C-NT2RP2001943 
C-NT2RP2001946 
C-NT2RP2002032 
C-NT2RP2002033 
C-NT2RP2002041 
C-NT2RP2002047 

C-NT2RP2002066//Rattus norvegicus transmembrane re 
ceptor Unc5H2 mRNA, complete cds.//1.60E-226//1301 
bp//88%//U87306 

C-NT2RP2002124//Homo sapiens mRNA for KIAA1097 pro 
tein, partial cds.//0//1772bp//95%//AB029020 
C-NT2RP2002172 
C-NT2RP2002219 

C-NT2RP2002256//Hano sapiens retinoic acid hydroxy 

lase mRNA, complete cds.//0//1528bp//98%//AF005418 

C-NT2RP2002316 

C-NT2RP2002373 

C-NT2RP2002439 

C-NT2RP2002475 

C-NT2RP2002546 

C-NT2RP2002591//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.20E-155//562aa//50%//P51523 
C-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, com 
plete cds. //9. 20E-147//874bp//87%//U19181 
C-NT2RP2002643 

C-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, co 
mpl ete cds. //3. 50E-74//727bp//72V/AF041 107 
C-NT2RP2002736 
C-NT2RP2002740 

C-NT2RP2002741//Homo sapiens mRNA for Neuroblastom 

a, complete cds.//9.90E-54//964bp//64%//D89016 

C-NT2RP2002752 

C-NT2RP2002753 

C-NT2RP2002857 

C-NT2RP2003000//TUH0R NECROSIS FACTOR, ALPHA-INDUC 
ED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN) . //I. 90E-11 
//132aa//38%//Q13829 
C-NT2RP2003073 

C-NT2RP2003164//Homo sapiens mRNA for protein kina 

se. //0//2313bp//99V/AJ132545 

C-NT2RP2003206 

C-NT2RP2003228//H. sapiens Pl-Cdc21 mRNA. //0//2870b 
p//98%//X74794 

C-NT2RP2003230//Rattus norvegicus endo-alpha-D-man 
nosidase (Enman) mRNA, complete cds.//2.60E-186//15 
51bp//77%//AF023657 
C-NT2RP2003237 

C-NT2RP2003272//Hqbo sapiens ubiquilin mRNA, compl 



(2174) 

4345 

ete cds.//0//1789bp//99%//AF176069 

C-NT2RP2003280 

C-NT2RP2003293 

C-NT2RP2003394//I NTRACELLULAR PROTEIN TRANSPORT PR 
OTEI N USOl. //5. 50E- 13//302aa//26%//P25386 
C-NT2RP2003401 //UBI QUI TI N CARBOXYL-TERMI NAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE D 
UB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBI QUI TI NATI NG ENZYME l).//9.60E-78//346aa// 
43%//Q61068 10 
C-NT2RP2003456 

C-NT2RP2003517//Huraan c-sis/platelet-derived growt 
h factor 2 (SIS/PDGF2)mRNA, complete cds.//0//1746 
bp//95%//M12783 

C-NT2RP2003522//Homo sapiens zinc finger DNA blndl 
ng protein 99 (ZNF281)mRNA, complete cds. //0//1764 
bp//99%//AF125158 
C-NT2RP2003559 

C-NT2RP2003564//52 RD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)). //2. 10E-59//270 20 
aa//46%//P19474 
C-NT2RP2003581 

C-NT2RP2003643//Mus musculus mRNA for CMP-N-acetyl 
neuraminic acid synthetase. //9.40E-243//1624bp//82 
%//AJ006215 

C-NT2RP2003702//Homo sapiens 17 beta-hydroxysteroi 
d dehydrogenase type VII (HSD17B7) mRNA, complete 
cds. 111. le-313//978bp//99%//AF098786 
C-NT2RP2003704//Homo sapiens mRNA for ATP-dependen 
t metal 1 oprotease YME1L. //1 . 80E- 72//350bp//100V/A 30 
J132637 
C-NT2RP2003727 
C-NT2RP2003751 

C- NT2RP2003781 //HYPOTHETI CAL 36.7 RD PROTEIN AH6.2 
IN CHROMOSOME II.//5.50E-63//253aa//50%//Q09201 
C-NT2RP2003825 
C-NT2RP2003871 
C-NT2RP2003885 

C-NT2RP20039 1 2//SERI NE/THREONI NE- PROTEI N KINASE NE 
Kl (EC 2.7.1.-) (NI MA- RELATED PROTEIN KINASE 1).// 40 
6. 10E-183//387aa//87%//P51954 
C-NT2RP2003976//Homo sapiens mRNA for KIAA0447 pro 
tein, complete cds. //0//2866bp//98%//AB007916 
C-NT2RP2003988 

C-NT2RP20040 1 3//TRANSCRI PTI ON FACTOR BTF3 (RNA POL 
YMERASE B TRANSCRIPTION FACTOR 3).//2.30E-53//141a 
a//78%//P20290 

C-NT2RP2004098//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 
P PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) . //5. 40E-3 
0//319aa//31%//Q01513 50 
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C-NT2RP2004142 

C-NT2RP2004170//Homo sapiens mRNA for transducin 
(beta) like 1 protein. //1. 10E-138//1236bp//74%//Yl 
2781 

C-NT2RP2004194//Rattus norvegicus Golgi SNARE GS15 
mRNA, complete cds.//3.80E-52//397bp//82V/AF0039 
98 

C-NT2RP2004207 
C-NT2RP2004226 

C-NT2RP2004232//Hoio sapiens EPK2 mRNA for serine/ 
threonine kinase, complete cds. //0//2272bp//99%//A 
B015982 

C-NT2RP2004242//NEUR0FI LAMENT TRIPLET H PROTEIN (2 
00 KD NEUROFI LAMENT PROTEIN) (NF-H) . //9. 90E- 12//42 
7aa//26%//P19246 

C-NT2RP2004270//PR0TEIN PTM1 PRECURSOR. //1.40E- 16/ 

/334aa//24%//P32857 

C-NT2RP2004321 

C-NT2RP2004339 

C-NT2RP2004347 

C-NT2RP2004396//Homo sapiens mRNA for activator of 
S phase Kinase, complete cds.//5.40E-243//1108bp/ 
/99%//AB028069 
C-NT2RP2004399 
C-NT2RP2004400 
C-NT2RP2004412 

C-NT2RP2004425//Mus musculus axotrophin mRNA, comp 
lete cds.//0//2321bp//86V/AF155739 
C-NT2RP2004490 
C-NT2RP2004523 

C-NT2RP2004538//Mus musculus kinesin-like protein 
KIF1B (Kiflb) mRNA, complete cds.//0//1387bp//86%/ 
/AF090190 
C-NT2RP2004580 

C-NT2RP2004587//Homo sapiens mRNA for KIAA0888 pro 

tein, partial cds. //0//2886bp//100%//AB020695 

C-NT2RP2004594 

C-NT2RP2004681 

C-NT2RP2004709 

C-NT2RP2004710//Homo sapiens mRNA for KIAA1014 pro 
tein, partial cds. //0//2587bp//100%//AB023231 
C-NT2RP2004732//Homo sapiens mRNA for KIAA0884 pro 
tein, partial cds.//0//1774bp//99%//AB020691 
C-NT2RP2004767 
C-NT2RP2004775 

C-NT2RP2004961//Rattus norvegicus KRAB/zinc finger 
suppressor protein 1 (RSI) mRNA, complete cds.//l. 
00E-228//1666bp//75%//U56732 
C-NT2RP2004962 
C-NT2RP2004982 
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C-NT2RP2005003//52 RD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//1.80E-99//376 
aa//43%//P19474 
C-NT2RP2005018 
C-NT2RP2005020 
C-NT2RP2005022 
C-NT2RP2005031 

C-NT2RP2005116//Homo sapiens mRNA for KIAA0664 pro 
tein, partial cds.//0//4069bp//99%//AB014564 
C-NT2RP2005139//2-5A-DEPENDENT RIBONUCLEASE (EC 3. 10 
1.26.-) (2- 5A- DEPENDENT RNAASE) (RNASE L) (RIBONUC 
LEASE 4) (FRAGMENT). //0.000000022//139aa//35%//Q05 
921 

C-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. //0//2769bp//98%//AJ007509 
C-NT2RP2005254 

C-NT2RP2005325//Homo sapiens UM-homeodomain prote 
in HLHX2 (LHX2) mRNA, complete cds.//0//1643bp//99% 
//AF124735 

C-NT2RP2005336//TRICH0HYALIN. 115. 40E- 10//545aa//22 20 
%//P37709 

C-NT2RP2005344//PR0BABLE CALCIUM- TRANSPORTING ATPA 
SE 5 (EC 3.6.1. 38). //2. 10E-124//636aa//38%//P32660 
C-NT2RP2005360 

C- NT2RP2005407//OXYSTEROL- BI NDI NG PROTEIN. //5. 30E- 

63//410aa//40%//P22059 

C-NT2RP2005454 

C-NT2RP2005457//Homo sapiens NADH-ubi qui none oxido 

reductase subunit B14.5B homolog mRNA, complete cd 

s. //1. 20E-130//608bp//99%//AF070652 30 

C-NT2RP2005476//fluman pl90-B (pl90-B) mRNA, comple 

te cds. //3. 40E- 108//668bp//88V/U17032 

C-NT2RP2005491//PARAMY0SIN (PMY) (ANTIGEN B).//0.0 

0000015//279aa//26%//P35418 

C-NT2RP2005496//ZINC FINGER PROTEIN 135.//2.90E-14 

6//398aa//59%//P52742 

C-NT2RP2005501 

C-NT2RP2005531//PR0TEIN 4.1 (BAND 4.1) (P4.1).//5. 
50E- 70//393aa//39%//Pl 1 171 

C-NT2RP2005600//Homo sapiens mRNA for KIAA1020 pro 40 
tein, partial cds. //0//2554bp//99%//AB028943 
C-NT2RP2005645 

C-NT2RP2005694/A- LINKED RETINITIS PIGMENTOSA GTPA 

SE REGULATOR. //2. 60E- 10//175aa//27V/Q92834 

C-NT2RP2005701//ZINC-FINGER PROTEIN RFP (RET FINGE 

R PROTEIN) . //3. 00E-63//323aa//39%//Q62158 

C-NT2RP2005741 

C-NT2RP2005806 

C-NT2RP2005815 

C-NT2RP2005841 50 
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C-NT2RP2005882 

C-NT2RP2005942//P0LY(A) POLYMERASE (EC 2.7.7.19) 

(PAP) (POLYNUCLEOTI DE ADENYLYLTRANSFERASE) . //1 . 50E 

-67//388aa//44%//P25500 

C-NT2RP2006103 

C-NT2RP2006166 

C-H2RP2006258 

C-NT2RP2006261 

C-NT2RP2006321 

C-NT2RP2006454 

C-NT2RP2006598//Homo sapiens retinoid x receptor i 
nteracting protein mRNA, complete cds.//3. 10E-295/ 
/l 193bp//99%//AFl 13538 

C-NT2RP3000046//WT0CH0NDRIAL GTPASE MSS1 PRECURSO 
R. //4. 60E-78//421aa//37%//P32559 
C-NT2RP3000047//NPL4 PROTEIN. //1. 10E-85//526aa//36 
%//P33755 
C-NT2RP3000418 

C-NT2RP3000439//HYP0THEnCAL 46.4 RD PROTEIN IN FF 
H-GRPE INTERGENIC REGION. //2.90E-15//319aa//26%//P 
37908 

C-NT2RP3000487 

C-NT2RP3000512//Human H0X2G mRNA from the Hox2 loc 

us. //0//1934bp//99%//X16667 

C-NT2RP3000526 

C-n2RP3000603//NEUR0GENIC DIFFERENTIATION FACTOR 
1 . //3. 70E- 1 l//90aa//42%//Q13562 
C-NT2RP3000605//Mus musculus mRNA for wizL, comple 
te cds. //0//2232bp//82%//AB012265 
C-NT2RP3000628 

C- NT2RP3000739//ATR0PHI N- 1 (DENTATORUBRAL-PALU DOL 
UYSIAN ATROPHY PROTEIN). //1.40E-24//155aa//37%//Ql 
0149 

C-NT2RP3000845//PUTATIVE SERINE/THREONINE- PROTEIN 
KINASE P78 (EC 2.7. l.-).//8.30E-108//331aa//50%//P 
27448 

C-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A.//1.90E 
-46//73aa//98%//P39027 

C-NT2RP3001057//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//9.00E-201//584aa//54%//Q 
05481 

C- NT2RP300 1 1 1 3//I INTRACELLULAR PROTEIN TRANSPORT PR 
OTEI N USOi . III. 90E- 1 l//631aa//23%//P25386 
C-NT2RP3001245//Homo sapiens mRNA for KIAA0923 pro 
tein, complete cds.//0//2659bp//99%//AB023140 
C-NT2RP3001253//NUF1 PROTEIN (SPINDLE POLY BODY SP 
ACER PROTEIN SPC110).//1.70E-10//540aa//23V/P3238 
0 

C-NT2RP3001356 
C-n2RP3001383 
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C- NT2RP300 1 399//SSU72 PROTEIN. //1. 30E-16//84aa//52 
%//P53538 

C- NT2RP300 1 554//MI CROTUBULE- ASSOCI ATED PROTEIN IB 
[CONTAINS: LIGHT CHAINLCl].//1.40E-76//388aa//32%/ 
/P46821 

C-NT2RP3001712//Homo sapiens HP1-BP74 protein rnRN 
A, complete cds.//0//1788bp//99%//AFl 13534 
C-NT2RP3001724//Homo sapiens chromodomain-hel lease 
-DNA-binding protein mRNA, complete cds.//l. 10E-24 
0//902bp//99%//AF054177 10 
C-NT2RP3001727//Rattus norvegicus implantation- ass 
ociated protein (IAG2)mRNA, partial cds.//6.90E-13 
2//774bp//88%//AF008554 

C- NT2RP3001 730//SEPTI N 2 H0M0L0G (FRAGMENT) . 111. 10 

E-132//294aa//84%//Q14i41 

C-NT2RP3001739 

C-NT2RP3001777 

C- NT2RP300 1 857//VEGETATI BLE INCOMPATIBIUTY PROTEI 

N HET-E- I. III. 20E- 14//242aa//24%//Q00808 

C-NT2RP3001943//Homo sapiens mRNA for KIAA0675 pro 20 

tein, complete cds. //0//3747bp//99%//AB014575 

C-NT2RP3001944 

C-NT2RP3002033 

C-NT2RP3002054 

C-NT2RP3002063//Homo sapiens mRNA for RIAA1033 pro 

tein, partial cds. //0//2830bp//99%//AB028956 

C-NT2RP3002099 

C-NT2RP3002102 

C-NT2RP3002147 

C-NT2RP3002163 30 

C-NT2RP3002173 

C-NT2RP3002255 

C-NT2RP3002303//PR0BABLE UNDECAPRENYL PYR0PH0SPHAT 
E SYNTHETASE (EC 2.5.1.31) (UPP SYNTHETASE) (DI-TR 
ANS- POLY- CI S- DECAPRENYLCI STRANSFERASE) . //8. 60E-49/ 
/243aa//43%//Q58767 
C-NT2RP3002343 

C-NT2RP3002351//Human mRNA for NAD-dependent methy 
lene tetrahydrofolatedehydrogenase cyclohydrolase 
(EC 1. 5. 1. 15) . //4. 20E-70//590bp//76%//X16396 40 
C-NT2RP3002399//DNA REPLICATION LICENSING FACTOR N 
CM4 (CDC21 H0H0L0G) (Pl-CDC21).//8.60E-79//416aa// 
34%//P33991 

C-NT2RP3002455//Homo sapiens mRNA for KIAA0678 pro 
tein, partial cds.//0//3811bp//99%//AB014578 
C-NT2RP3002545//Homo sapiens mRNA; cDNA DKFZp586G0 
518 (from clone DKFZp586G0518) . //0//2499bp//99%//A 
L050092 

C-NT2RP3002549//HYP0THETI CAL 26.6 KD PROTEIN T19C 
3.4 IN CHROMOSOME III . lib. 80E-40//161aa//52V/Q100 50 
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C-NT2RP3002602//PR0BABLE PROTEIN DISULFIDE ISOMERA 
SE ER-60 PRECURSOR (EC5.3.4.1) (ERP60) (58 KD MICR 
OSOMAL PROTEIN) (P58) (HIP- 70) (Q-2).//2.90E-19//l 
73aa//28%//P11598 
C-NT2RP3002603 

C-NT2RP3002628//PR0BABLE PROTEIN DISULFIDE ISOMERA 

SE P5 PRECURSOR (EC 5.3.4. l).//2.50E-26//90aa//42% 

//P38660 

C-NT2RP3002659 

C-NT2RP3002660 

C-NT2RP3002682//Homo sapiens CGI -145 protein mRNA, 
complete cds. //0// 1 596bp//98%//AF 1 5 1 903 
C-NT2RP3002687 

C-NT2RP3002688//Mouse mRNA for kinesin-like protei 
n (Kiflb), complete cds.//l. 10E-93//1205bp//69%//D 
17577 

C-NT2RP3002701 

C-n2RP3002785//inHAL(2)DENTICLELESS PROTEIN (DTL 
83 PROTEIN) . 112. 50E-55//187aa//39%//Q24371 
C-NT2RP3002869//Mus musculus semaphorin Via mRNA, 
complete cds. 111. 50E-232//1282bp//85%//AF030430 
C-NT2RP3002876 
C-NT2RP3002877 

C-NT2RP3002909//Homo sapiens mRNA for KIAA0771 pro 
tein, partial cds.//0//2085bp//94%//AB018314 
C-NT2RP3002969//Homo sapiens mRNA for Acyl-CoA syn 
thetase 3, complete cds. //0//2722bp//99%//D89053 
C-NT2RP3002972//Halocynthia roretzi mRNA for HrPET 
-1, complete cds.//3.90E-52//899bp//64%//AB029333 
C-NT2RP3003032//Homo sapiens okadaic acid-inducibl 
e and cAMP- regulated phosphoprotein 19 (ARPP-19) m 
RNA, complete cds.//0//2656bp//99%//AF084555 
C-NT2RP3003061//ANKYRIN. /IV 40E-20//200aa//37%//QO 
2357 

C-NT2RP3003071//NEUR0GENIC PROTEIN BIG BRAIN. Ill A 

0E-05//258aa//24%//P23645 

C-NT2RP3003078 

C-NT2RP3003139 

C-NT2RP3003145//Mus musculus metal locarboxypepti da 
se CPX-1 mRNA, complete cds. //0//225 lbp//81%//AF07 
7738 

C-NT2RP3003150 

C-NT2RP3003197//HYP0THETI CAL 33.8 KD PROTEIN C5H1 
0.01 IN CHROMOSOME I . //5. 70E-09//169aa//31 V/Q0967 
4 

C-NT2RP3003203//Rattus norvegicus golgi stacking p 
rotein homolog GRASP55mRNA, complete cds.//2.00E-2 
10//1851bp//76%//AFl 10267 
C-NT2RP3003210 
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C-NT2RP3003212//Rattus norvegicus lamina associate 
d polypeptide 1C (LAP1C) mRNA, complete cds.//4.30 
E- 187//1750bp//75%//U20286 

C-NT2RP3003230//Homo sapiens mRNA for hCRNN4, comp 
1 ete cds. //0//2350bp//99V/AB030656 
C-NT2RP3003242//Homo sapiens stanniocalcin- related 
protein mRNA, complete cds.//0//2366bp//99%//AF09 
8462 

C-NT2RP3003251//52 RD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//4.20E-86//366 10 
aa//48%//P19474 

C-NT2RP3003301//MIT0CH0NDRIAL LON PROTEASE H0M0L0G 
1 PRECURSOR (EC 3.4. 21. -).//l. 10E-170//585aa//54% 
//064948 
C-NT2RP3003311 

C-NT2RP3003409//Human DHHC- domain- containing cyste 
ine-rich protein mRNA, complete cds. //9. 20E-45//782 
bp//65%//U90653 
C-NT2RP3003427 

C-NT2RP3003543 20 
C-NT2RP3003552 

C- NT2RP3003555//HYP0THETI CAL 32.6 RD PROTEIN IN HE 
T30-PIG2 INTERGENIC REGION. //4. 50E-30//1 91 aa//40%/ 
/P40529 
C-NT2RP3003564 

C-NT2RP3003589//Homo sapiens ras-related GTP-bindi 
ng protein mRNA, complete cds.//0//3131bp//94%//AF 
106681 

C-NT2RP3003621 

C-NT2RP3003625 30 
C-NT2RP3003656 

C-NT2RP3003659//HES1 PROTEI N. //5. 90E-22//229aa//27 

%//P35843 

C-NT2RP3003686 

C-NT2RP3003701//F-SP0NDIN PRECURSOR. //1.80E-17//32 
4aa//26%//P35446 

C-NT2RP3003716//SUT PROTEIN PRECURSOR. //6. 60E- 10/ 
/150aa//34%//P24014 

C-NT2RP3003726//Homo sapiens spermatogenesis assoc 
iated PD1 mRNA, complete cds. //0//2568bp//99%//U28 40 
164 

C-NT2RP3003795 
C-NT2RP3003805 

C-NT2RP3003809//SAV PROTEIN. //1. 10E-131//576aa//41 

%//Q07590 

C-NT2RP3003819 

C- NT2RP3003825//PH0SPHATI DYLCHOLI NE TRANSFER PROTE 
IN (PC-TP). //9.60E-19//174aa//31%//P02720 
C-NT2RP3003831//Homo sapiens ENDOGL-1 (alias ENGL- 
a) mRNA for endonuclease G-like protein- 1, caaplet 50 
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e cds. 111. 2e-316//1436bp//99%//AB020523 

C-NT2RP3003833 

C-NT2RP3003842 

C-NT2RP3003846//Homo sapiens mRNA for putative pho 
spholipase, complete cds.//4.80E-277//1255bp//99%/ 
/AB019435 

C-NT2RP3003870//Homo sapiens mRNA for RIAA0800 pro 
tein, complete cds. //0//2557bp//99%//AB018343 
C-NT2RP3003876 

C-NT2RP3003914//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//2.20E-2 
0//76aa//64%//Q09332 

C-NT2RP3003918//Homo sapiens VAMP- associated prote 
in B (VAP-B) mRNA, complete cds.//0//2191bp//99%// 
AF086628 
C-NT2RP3003989 

C-NT2RP3004016//TRANSCRI PTI ON INTERMEDIARY FACTOR 

1-BETA (NUCLEAR COREPRESSOR KAP-1) (KRAB- ASSOCIATE 

D PROTEIN l).//1.50E-17//226aa//26%//Q13263 

C-NT2RP3004070 

C-NT2RP3004145 

C-NT2RP3004215 

C-NT2RP3004253 

C-NT2RP3004282//Homo sapiens torsi nA (DYT1) mRNA, 
complete cds.//5. 10E-24//597bp//61%//AF007871 
C-NT2RP3004348//R. norvegicus mRNA for cytosolic re 
si ni f eratoxi n-bi ndi ngprotei n. Ill . 10E- 185//1 130bp// 
82%//X67877 

C-NT2RP3004490//flomo sapiens PAC clone 166H1 from 
12q, complete sequence. //0//1778bp//99%//AC003982 
C-NT2RP3004503 

C-NT2RP3004566//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.20E-95//434aa//43%//P51523 
C-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acet 
ylglucosamine-6-O-sulfotransferas e (GlcNAc6ST), c 
omplete cds. //0//2393bp//99%//AB0 14679 
C-NT2RP4000023 
C-H2RP4000218 
C-NT2RP4000424 

C-NT2RP4001213//ZINC FINGER PROTEIN 184 (FRAGMEN 
T).//5. 70E- 141//51 laa//43%//Q99676 
C-NT2RP4001447 
C-NT2RP4001841 

C-NT2RP4001849//SH3-BINDING PROTEIN 3BP-1.//1.40E- 
85//489aa//43%//P55194 

C-NT2RP4002047//GTP-BINDING PROTEIN LEPA.//1. 50E-1 

68//601aa//52%//067618 

C-NT2RP4002075 

C-NT2RP4002083 

C-0VARC1000001//Homo sapiens mRNA for actin bindin 
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g protein ABP620, complete cds.//7.00E-217//683bp/ 

/99V/AB029290 

C-OVARC1000008 

C-0VARC1000017 

C-0VARC1000058 

C-0VARC1000068 

C-0VARC1000071//Homo sapiens NTF2-related export p 
rotein NXT1 (NXT1) mRNA, complete cds.//1.50E-47// 
727bp//67%//AFl 56957 

C-0VARC1000085//Human mRNA for proteasome subunit 10 

HC5. //1 . 00E- 151//699bp//100%//D00761 

C-0VARC1000109 

C-0VARC1000114 

C-0VARC1000145 

C-0VARC1000240 

C-0VARC1000302 

C-0VARC1000408 

C-0VARC1000414 

C-0VARC1000440 

C-0VARC1000442 20 
C-0VARC1000496 

C-0VARC1000556//RIB0S0HAL PROTEIN S6 KINASE II ALP 

HA 2 (EC 2.7.1.-) (S6KII-ALPHA 2) (P90-RSK 2) (RIB 

OSOMAL S6 KINASE 3) (RSK3) (PP90RSK3) . //3. 30E-67// 

132aa//95%//Q15349 

C-0VARC1000557 

C-0VARC1000578 

C-0VARC1000622 

C-0VARC1000679//Homo sapiens myosin-IXa mRNA, coop 

1 ete cds. //0//808bp//99%//AFl 17888 30 

C-0VARC1000681 

C-0VARC1000700 

C-0VARC1000724 

C-0VARC1000751//PR0BABLE PROTEIN PHOSPHATASE 2C T2 
3F1 1 . 1 (EC 3. 1 . 3. 16) (PP2C) . //5. 60E- 1 l//74aa//37%/ 
/P49596 

C-0VARC1000800//MIT0CH0NDRIAL STRESS-70 PROTEIN PR 
ECURSOR (75 KD GLUCOSEREGULATED PROTEIN) (GRP 75). 
//3. 90E-46//78aa//98%//035501 

C- 0VARC1 000885//0XI DOREDUCTASE UCPA (EC 1. -.-.-)./ 40 

/l. 30E-32//170aa//34%//P37440 

C-0VARC1000936//C0AT PROTEIN GP37 (ENV PROTEIN GP3 

7) . //0. 0000054//135aa//28%//P03398 

C-0VARC1000937//S-PHASE ENTRY CYCLIN 6.//4.90E-10/ 

/61aaaa//49%//P32943 

C-OVARC1000960 

C-0VARC1000971 

C-0VARC1000999//ANKYRIN H0M0L0G PRECURSOR. //4. 10E- 
ll//189aa//32%//Q06527 

C-OVARC1001000 50 
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C-0VARC1001029 
C-0VARC1OO1O4O 

C-0VARC1001051//EPI DERMAL GROWTH FACTOR RECEPTOR S 
OBSTRATE SUBSTRATE 15(PR0TEIN EPS15) (AF-1P PROTEI 
N) . //I. 10E-08//216aa//23%//P42566 
C-0VARC1001113//Homo sapiens diaphanous 1 (HDIA1) 
mRNA, complete cds.//5. 1 e- 3 1 0// 1 588bp//93%//AF05 1 7 
82 

C-0VARC1001118 
C-0VARC1001129 
C-0VARC1001169 
C-0VARC10O124O 
C-0VARC1001261 
C-OVARC1001339 

C-0VARC1001342//40S RIBOSOMAL PROTEIN S8.//1.40E-1 

10//207aa//99%//P09058 

C-0VARC1001357 

C-0VARC1001442 

C-0VARC1001611 

C-0VARC1001813 

C-0VARC1002112//Homo sapiens histone macroH2A1.2 m 
RNA, complete cds.//0//1760bp//99%//AF054174 
C-0VARC1002143 

C-0VARC1002165//3-0X0-5- ALPHA-STEROID 4-DEHYDR0GEN 
ASE 2 (EC 1.3.99.5) (STEROID 5- ALPHA- REDUCTASE 2) 
(SR TYPE 2).//7.60E-08//114aa//37V/P31213 
C-0VARC1002182//BETA-TRCP (BETA-TRANSDUCIN REPEAT- 
CONTAINING PROTEIN) (BTRCP).//1.70E-09//207aa//30% 
//Q91854 
C-PLACE1000014 
C-P1ACE1000078 

C-PLACE1000492//Rat vacuolar protein sorting homol 
og r-vps33b mRNA, complete cds.//0//2041bp//87%//U 
35245 

C-PLACE1000793//NEUR0GENIC PROTEIN BIG BRAIN. //1. 7 

0E-07//251aa//24%//P23645 

C-PLACE100O814 

C-PLACE1000979//ZINC FINGER PROTEIN 135.//2.50E-.15 

3//326aa//64%//P52742 

C-PLACE1001007 

C-PLACE1001054//Homo sapiens mRNA for RuvB-like DN 

A helicase TIP49b, complete cds.//4.00E-300//1355b 

p//100%//AB024301 

C-PLACE1001088 

C-P1ACE1001136 

C-PLACE1001241 

C-PIACE1001377//Hobo sapiens ADAM10 (ADAM10) mRNA, 
complete cds. //5. 90E-228//827bp//99%//AF009615 
C-PLACE1001395 
C-PUCE1001740 
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C-PIACE1001746 

C-PLACE1001983//HYP0THEnCAL 46.4 KD PROTEIN IN FF 
H-GRPE INTERGENIC REGION. 111. 50E-16//319aa//26%//P 
37908 

C-PLACE1002066 
C-PLACE1002115 
C-PLACE1002213 

C-PUCE1002342//Homo sapiens mRNA for RIAA0728 pro 

tein, partial cds.//0//1657bp//98%//AB018271 

C-PLACE1002450//Human zinc finger protein mRNA, co 10 

mplete cds. //0//2565bp//99%//U69274 

C-PLACE1002474//Hus musculus matrilin-2 precursor 

mRNA, complete cds. //0//2092bp//84%//U69262 

C-PLACE1002499 

C-PLACE1002578 

C-PLACE1002714 

C-PLACE1002772 

C-PLACE1002775//PEREGRIN (BR140 PROTEIN). //3.80E-1 
3//272aa//28%//P55201 

C-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGE 20 
R PROTEIN HPFl).//5.50E-203//396aa//86%//P51522 
C-PLACE1002993 

C-PLACE1003030//Homo sapiens snRNA activating prot 
ein complex 190kD subunit (SNAP190) mRNA, complete 
cds. //8. 50E-44//225bp//100%//AF032387 
C-PIACE1003205 
C-PLACE1003249 

C-PLACE1003493//END0THELIAL CELL MULTIHERIN PRECUR 

SOR. III. 70E-23//594aa//33%//P28481 

C-PLACE1003553 30 

C-PLACE1003592 

C-PLACE1 003596//0LI GOSACCHARYL TRANSFERASE STT3 SU 
BUNIT H0M0L0G. //2.60E-93//270aa//66%//P46975 
C- PLACE 1 003669//TRI CHOHYAU N. 115. 60E-09//219aa//30 
%//P22793 

C-PLACE1003709//Homo sapiens mitotic checkpoint ki 
nase Bubl (BUB1) mRNA, complete cds.//6.20E-282//13 
16bp//98%//AF053305 
C-PLACE1003870 

C-PLACE1003885//POLY(A) POLYMERASE (EC 2.7.7.19) 40 

(PAP) (POLYNUCLEOTI DE ADENYLYLTRANSFERASE) . //3. 70E 

-222//651aa//66%//P25500 

C-PLACE1003892 

C-PLACE1003900 

C-PLACE1004336 

C-PLACE1004384 

C-PLACE1004425 

C-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//2.90E-56//276aa//41%//P51522 
C-PLACE1004506//Homo sapiens carboxyl terminal LIM 50 
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domain protein (CUM) mRNA, complete cds.//2.10E 
-16//402bp//62%//U90878 
C-PLACE1004518 

C-PLACE1004550//Homo sapiens CGI -20 protein mRNA, 
complete cds. III. 50E- 274// 1 305bp//97%//AF 1 32954 
C-PLACE1004681 
C-PLACE1004693 

C-PLACE1004716//Homo sapiens HSPC038 protein mRNA, 
complete cds. III. 70E-103//586bp//91%//AF125099 
C-PLACE1004815 
C-PLACE1004836 
C-PLACE1004838 
C-PLACE1004840 
C-PLACE1004900 
C-PLACE1004985 
C-PLACE1005085 
C-PLACE1005086 
C-PLACE1005108 
C-PLACE1005146 
C-PLACE1005409 
C-PLACE1005453 
C-PLACE1005477 

C-PLACE1005557//60S RIBOSOMAL PROTEIN L27.//1.90E- 

ll//60aa//48%//P46288 

C-PLACE1005595 

C-PLACE1005603 

C-PLACE1005639 

C-PLACE1005727//Homo sapiens STRIN protein (STRIN) 
mRNA, complete cds.//2.00E-118//378bp//98V/AF162 
680 

C-PLACE1005799 

C-PLACE1005813//Homo sapiens sorting nexin 2 (SNX 

2) mRNA, complete cds. //0//2040bp//99%//AF065482 

C-PLACE1005884 

C-PLACE1005968 

C-PLACE1006002 

C-PLACE1006003//Homo sapiens CGI -94 protein mRNA, 

complete cds. III. 40E-177//829bp//99%//AF151852 

C-PLACE1006017 

C-PLACE1006037 

C-PLACE1006076 

C-PLACE1006143 

C-PLACE1006248//Romo sapiens mRNA for KIAA0648 pro 
tein, partial cds.//0//1489bp//100%//AB014548 
C- PLACE1 006288//V0LTAGE- DEPENDENT ANION- SELECTIVE 
CHANNEL PROTEIN 1 (VDAC1) (PLASHALEMHAL PORIN) (OU 
TER MITOCHONDRIAL MEMBRANE PROTEIN PORIN) (PORIN 3 
1HL) (PORIN 31HM).//4.60E-117//147aa//80%//P21796 
C-PLACE1006318//Mus musculus skm-B0P2 (Bop) mRNA, 
complete cds. //3. 00E-07//376bp//59%//U76374 
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C - PLACE 1 006 368//HYALUR0NAN- HEDI ATED MOTILITY RECEP 
TOR (HYALURONI C ACI D RECEPTOR) . //I . 30E- 18//460aa// 
24%//Q00547 
C-PLACE1006371 

C- PLACE1 006469//ACETYL- COENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE--COALIGASE) (ACYL- ACTIVATING EN 
ZYME) . //I. 20E- 83//3 1 3aa//49%//P27550 
C-PLACE1006506//Homo sapiens anaphase-promoting co 
mplex subunit 4 (APC4)mRNA, complete cds.//0//2170 
bp//99%//AF191338 10 
C-PLACE1006521 

C-PLACE1006534//Homo sapiens mRNA; cDNA DKFZp564Gl 

964 (from clone DKFZp564G1964).//L70E-192//883bp/ 

/99V/AL1 10144 

C-PLACE1006617 

C-PLACE1006640 

C-PLACE1006754//BIUARY GLYCOPROTEIN 1 PRECURSOR 
(BGP- 1) (ANTIGEN CD66) (CD66A ANTIGEN) . //6. 20E-63// 
191aa//43%//P13688 

C-PLACE1006760 20 

C-PLACE1006779 

C-PLACE1006805 

C-PLACE1006815 

C-PLACE1006867 

C-PLACE1007045 

C-PLACE1007097 

C-PLACE1007111 

C-PUCE1007112 

C-PLACE1007140//Homo sapiens mRNA for KIAA1009 pro 

tein, complete cds.//0//3492bp//99%//AB023226 30 

C-PLACE1007218 

C-PLACE1007454 

C-PLACE1007478 

C-PLACE1007677 

C-PLACE10077O5//Mus musculus mRNA for Ndrl related 
protein Ndr3, complete cds.//l. 10E-184//1096bp//8 
2V/AB033922 
C-PLACE1007737 
C-PLACE1007743 

C-PLACE1007852//flomo sapiens mRNA for KIAA0878 pro 40 
tei n, compl ete cds. l/\ . 00E-232//1 174bp//94%//AB020 
685 

C-PLACE1007877 
C-PLACE1008045 

C-PLACE1008080//Homo sapiens mRNA for HEXIM1 prote 
in, complete cds.//0//2152bp//99%//AB021179 
C-PLACE10081 1 1//PR0BABLE 0X1 DOREDUCTASE (EC i.-.-. 
-) . //3. 00E-25//208aa//37%//Q03326 
C-PLACE1008201//Rattus rattus zinc finger protein, 
compl ete cds. //0//2265bp//83%//L23077 50 
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C-PLACE1008231 

C-PLACE1008244//VEGETATIBLE INCOMPATIBILITY PROTEI 

N HET-E- 1 . //9. 50E-21//148aa//38%//Q00808 

C- PLACE1 008330//E0SI NOPHI L LYSOPHOSPHOUPASE (EC 

3.1.1.5) (CHARCOT-LEYDEN CRYSTAL PROTEIN) (LYSOLEC 

I THIN ACYLHYDROLASE) (CLC) (GAUCTIN-10).//2.20E-2 

3//94aa//47%//Q05315 

C-PLACE1008331 

C-PLACE1008369 

C-PLACE1008392 

C-PLACE1008405 

C-PUCE1008424 

C-PLACE1008584 

C-PLACE1008625 

C-PLACE1008630 

C-PLACE1008643//INTER-ALPHA- TRYPSIN INHIBITOR HEAV 

Y CHAIN H2 PRECURSOR (ITI HEAVY CHAIN H2).//5.20E- 

90//483aa//38V/002668 

C-PLACE1008715 

C-PLACE1008748 

C-PLACE1008757 

C-PLACE1008798 

C-PLACE1008851 

C-PLACE1008947 

C-PLACE1009039 

C-PLACE1009048 

C-PLACE1009050 

C-PLACE1009113//Homo sapiens X-ray repair cross-co 

mplementing protein 3(XRCC3) mRNA. complete cds.// 

0//2529bp//99%//AF035586 

C-PLACE1009150 

C-PLACE1009200 

C-PLACE1009246//P0LLEN SPECIFIC PROTEIN SF3.//4.40 
E-16//82aa//43%//P29675 

C-PLACE1009298//Homo sapiens vacuolar sorting prot 
ein 35 (VPS35) mRNA, complete cds. //0//2262bp//99% 
//AF191298 

C-PUCE1009308//GLUC0SE REPRESSION MEDIATOR PROTEI 
N. //4. 00E-06//439aa//23%//P14922 
C-PIACE1009398//ZINC FINGER PROTEIN 135. //6. 20E-97 
//361aa//51%//P52742 
C-PLACE1009410 

C-PLACE1009477//Homo sapiens mRNA for KIAA0684 pro 
tein, partial cds.//6.50E-148//592bp//99%//AB01458 
4 

C-PLACE1009493 
C-PLACE1009539 
C-PLACE1009595 
C-PLACE1009637 
C-PLACE1009639 
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C- PLACE1 009798//RLR 1 PROTEIN. //1 . 60E- 18//270aa//23 
K//P53552 

C- PLACE1 00986 1 //CATHEPSI N B-LIKE CYSTEINE PROTEINA 
SE 6 PRECURSOR (EC 3. 4. 22. -) . IIS. 50E-28//209aa//38 
%//P43510 
C-PLACE1009888 

C-PLACE1009925//Homo sapiens RNA helicase (RIC-I) 
mRNA, complete cds.//0//1730bp//99%//AF038963 
C-PLACE1009947 

C-PLACE1010069 10 
C-PLACE1010089//Homo sapiens mRNA for RIAA1097 pro 
tein, partial cds. //0//1554bp//100%//AB029020 
C-PLACE1010231//CELL SURFACE GLYCOPROTEIN EMR1 PRE 
CURSOR (EMR1 HORMONE RECEPTOR) .//5. 10E-27//371aa// 
28%//Q14246 
C-PLACE1010270 
C-PLACE1010562 

C-PLACE1010579//Homo sapiens PTB domain adaptor pr 
otein CED-6 mRNA, complete cds.//9.30E-299//1362bp 
//99%//AF200715 20 
C-PLACE1010624 

C-PLACE1010628//flomo sapiens S164 gene, partial cd 
s; PS1 and hypothetical protein genes, complete cd 
s; and S171 gene, partial cds. 111. 50E-08//324bp//6 
4%//AF109907 

C~ PLACE1 0 1 0662//UDP- GLUCOSE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//1.80E-2 
22//808aa//52%//Q09332 

C- PLACE 1 0 1 0702//ZI NC FINGER PROTEIN 43 (ZINC PROTE 
I N HTF6) . IIS. 20E- 151//427aa//55%//P28160 30 
C-PLACE1010761 
C-PLACE1010802 

C- PLACE101 0833//CALTRACTI N (CENTRIN) . //O. 0000001// 
154aa//28%//P41209 

C - PLACE 1 0 1 0896//NUF 1 PROTEIN (SPINDLE POLY BODY SP 
ACER PROTEIN SPC110). III. 50E-25//583aa//23%//P3558 
0 

C-PLACE1010916 
C-PLACE1010947 

C-PUCE1010965 40 
C-PLACE1011032 

C-PLACE1011041//Homo sapiens mRNA for BAP2-alpha p 
rotein, complete cds.//0//1701bp//97%//AB015019 
C- PLACE1 0 1 1 056//BI STONE HI, GONADAL. //6.80E-13//1 5 
4aa//37V/P02256 

C-PLACE1011090//Homo sapiens mRNA; cDNA DKFZp586A0 
522 (from clone DKFZp586A0522) . //0//880bp//99%//AL 
050159 

C-PLACE1011160//Homo sapiens HFB30 mRNA, complete 
cds. //0//1691bp//99%//AB022663 50 
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C-PLACE1011214 

C-PLACE1011229//Homo sapiens ubi qui tin-specific pr 

otease homolog (UPH) mRNA, complete cds.//2.30E-15 

2//701bp//99%//AF153604 

C-PIACE1011273 

C-PLACE1011291 

C-PLACE1011310//MY0SIN HEAVY CHAIN, GIZZARD SMOOTH 
MUSCLE. III. 50E-20//496aa//25%//P10587 
C-PLACE1011371//INTER-ALPHA- TRYPSIN INHIBITOR HEAV 
Y CHAIN H2 PRECURSOR (ITI HEAVY CHAIN H2).//1.70E- 
78//383aa//39%//Q61703 
C-PLACE1011503 

C-PLACE1011635//Homo sapiens heparan sulfate D-glu 

cosaminyl 3-0-sulfotransferase-3B (30ST3B1) mRNA, 

complete cds. //0//1559bp//99%//AF105377 

C-PLACE1011646//Homo sapiens clone 25059 mRNA sequ 

ence. IIS. 00E- 223// 1 035bp//99%//AF 1 3 1 75 2 

C-PLACE1011650 

C-PIACE1011675 

C-PLACE1011725 

C-PLACE1011749 

C-PIACE1011922//MY0SIN HEAVY CHAIN, NONMUSCLE TYPE 
B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 
B) . Ill . 30E- 15//409aa//27%//P35580 
C-PLACE1012031//Homo sapiens mRNA for KIAA0713 pro 
tein, partial cds.//0//1163bp//100%//AB018256 
C-PIACE200G006 

C-PLACE2000007//Homo sapiens mRNA for KIAA0913 pro 
tein, partial cds.//0//1968bp//97%//AB020720 
C-PLACE2000034//LAR PROTEIN PRECURSOR (LEUKOCYTE A 
NTIGEN RELATED) (EC 3. 1. 3. 48) . 111. 20E-29//212aa//3 
5%//P10586 

C-PLACE2000039//Rattus norvegicus cytoplasmic dyne 
in heavy chain (MAP 1C), mRNA, complete cds. 114. 60 
E-291//1 167bp//89%//L08505 
C-PLACE2000061 

C-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) 

mRNA, complete cds. //0//3174bp//99V/AF027219 

C-PLACE2000097 

C-PIACE2000103 

C-PLACE2000115 

C-PLACE2000124 

C-PLACE2000140 

C-PLACE2000164//TIPD PROTEIN. 112. 10E-59//481aa//33 

V/015736 

C-PLACE2000176 

C-PLACE2000223 

C-PLACE2000235 

C-PLACE2000274//DYNEIN BETA CHAIN, CILIARY. //2. 20E 
-167//880aa//37%//P23098 
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C-PLACE2000302 
C-PLACE2000347 
C-PLACE2000359 

C-PLACE2000371//TENSIN. III. 90E-78//561aa//37%//Q04 
205 

C-PLACE2000379 

C-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRE 
CURSOR (E2 ANTIGEN) (CD99) (HIC2 PROTEIN) (12E7)./ 
/1 . 60E- 14//180aa//39%//P14209 

C- PLACE2000404//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 10 

C 6.1.1.4) (LEUCINE- -TRNA LIGASE) (LEURS) . //9. 90E- 

229//82 1 aa//54%//Q09996 

C-PLACE2000450 

C-PLACE2000455 

C-PLACE3000059//Mus musculus mRNA for ubiqultin co 
nj ugating enzyme. //0//1979bp//90%//Y17267 
C-PLACE3000070 
C-PLACE3000119 

C- PLACE3000 1 2 1 //VESI CULAR TRAFFIC CONTROL PROTEIN 
SEC15. Ill . 90E-08//281aa//22V/P22224 20 
C-PUCE3000136 

C-PLACE3000147//Hoino sapiens metal loproteinase wit 
h thrombospondin typel motifs ADAMTS1 (ADAMTSl) mR 
NA, complete cds. //0//2043bp//99%//AF170084 
C-PIACE3000148 

C-PLACE3000155//Homo sapiens mRNA for RIAA0672 pro 
tein, complete cds.//2. 10E-75//382bp//99%//AB01457 
2 

C-PIACE3000160 

C-PLACE3000169//ZINC FINGER PROTEIN 135. 111. 50E-90 30 

//358aa//47V/P52742 

C-PLACE3000194 

C-PLACE3000199 

C-PLACE3000218//Homo sapiens putative protein 0-ma 
nnosyl transferase (P0MT2) mRNA, complete cds.//0// 
1 862bp//98%//AFl 05020 
C-PLACE3000230 

C-PLACE3000244//PR0TEIN TSG24 (MEIOTIC CHECK POINT 
REGULATOR) . //0//1435aa//92%//P53995 
C-PLACE3000254//Homo sapiens transcriptional activ 40 
ator SRCAP (SRCAP) mRNA, complete cds. //0//4583bp/ 
/83%//AF143946 
C-PLACE3000276 
C-PLACE3000310 
C-PLACE3000320 
C-PLACE3000331 

C- PLACE3000339//GLUC0AHYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4- ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //9. 60E-08//359aa//23%/ 
/P08640 50 
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C-PLACE3000352 

C-PLACE3000353//Homo sapiens mRNA; cDNA DKFZp586H0 
623 (from clone DKFZp586H0623) . //0//2456bp//99%//A 
L096739 

C-PLACE3000362 
C-PLACE3000365 
C-PLACE3000388 
C-PIACE3000413 
C-PLACE3000425 

C-PLACE4000009//UY0SIN HEAVY CHAIN, NONMUSCLE TYPE 
B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 
B) . III. 90E-54//626aa//29%//P35580 
C- PLACE400001 4//X- LI NKED HEUCASE II (X- LINKED NUC 
LEAR PROTEIN) (XNP).//3. 10E-lll//348aa//41%//P4610 
0 

C-PLACE4000052//Homo sapiens ATP cassette binding 
transporter 1 (ABC1) mRNA, complete cds. //0//4661b 
p//99%//AF165281 
C-PLACE4000089 

C-PLACE4000128//Mus musculus putative transcriptio 

n factor mRNA, complete cds.//1.60E-86//190aa//88% 

//AF091234 

C-PLACE4000129 

C-PIACE4000147 

C-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) 

(HA4654) . //7. 00E-22//369aa//25%//P52746 
C-PLACE4000211//Homo sapiens TTF-I interacting pep 
tide 5 mRNA, partial cds.//1.70E-262//1217bp//98%/ 
/AF000422 
C-PLACE4000222 

C-PUCE4000269//Homo sapiens mRNA for KIAA1067 pro 

tein, partial cds. //0//3787bp//99%//AB028990 

C-PLACE4000270 

C-PLACE4000300 

C-PLACE4000387 

C-PLACE4000392 

C-PLACE4000431//H. sapiens gene for U5 snRNP- specif 
ic 200kD protein. //0//5142bp//90%//Z70200 
C-PLACE4000450//Homo sapiens TTF-I interacting pep 
tide 5 mRNA, partial cds.//2. 70E- 26 1 // 1 2 1 7bp//98%/ 
/AF000422 
C-PLACE4000465 

C-PLACE4000489//PR0TEIN GRAINY-HEAD (DNA-BINDING P 
ROTEIN ELF-1) (ELEMENTI- BINDING ACTIVITY) (TRANSCR 
IPTION FACTOR NTF-l).//5.70E-60//254aa//44V/P1300 
2 

C-PLACE4000654//Mus musculus mRNA for ubiquitin co 
nj ugating enzyme. //0//6340bp//87%//Y17267 
C-SKNHC100001 1//PUTATI VE IMPORTIN BETA- 4 SUBUNIT 
(KARYOPHERIN BETA- 4 SUBUNIT). //5.50E-35//431aa//29 
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%//060100 

C-SKNMC1000046//Homo sapiens liprin-alpha3 mRNA, p 
art! al cds. Ill . 90E- 162//749bp//99%//AF034800 
C-SKNMC1000050//CALPAIN 2, LARGE [CATALYTIC] SUBDN 
IT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTE 
INASE) (CANP) (M-TM).//3.20E-41//87aa//98%//P176 
55 

C-THYR01000034//TOCH0HYALIN. //9. 40E-10//176aa//30 
%//P37709 

C-THYR01000070 10 
C-THYR01000072//MY0SIN LIGHT CHAIN KINASE, SMOOTH 
MUSCLE AND NON-MUSCLEISOZYMES (EC 2.7.1.117) (MLC 
K) [CONTAINS: TEL0KIN].//3.40E-16//201aa//29%//Pll 
799 

C-THYR01000092 

C-THYR01000121//Hodo sapiens mRNA for KIAA1116 pro 
tein, complete cds. //0//2159bp//99V/AB029039 
C-THYR01000124 

C-THYR01000197//Homo sapiens mRNA for poly(A)-spec 
i f i c ri bonucl ease. //0//2362bp//99%//AJ005698 20 
C-THYR01000199//Homo sapiens mRNA for KIAA0652 pro 
tein, complete cds.//0//1409bp//98%//AB014552 
C-THYR01000206 

C-THYR01000242//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//5.00E-118//239aa//66%//P51523 
C-THYR01000253 
C-THYR01000270 

C-THYR01000288//Homo sapiens mRNA for Hs Ste24p, c 

omplete cds. //0//2161bp//99V/AB016068 

C-THYR01000320 30 

C-THYR01000358//SELENIUM-BINDING UVER PROTEIN.// 

2. 30E-229//237aa//79%//P17563 

C-THYR01000368 

C-THYR01000381 

C-THYR01000387 

C-THYR01000394//Homo sapiens peroxisomal membrane 
protein PMP 24 mRNA, complete cds.//l. 20E-299//132 
5bp//99%//AF072864 

C-THYR01000395//Homo sapiens actin-binding protein 
(IPP) mRNA, completecds..//0//2092bp//99%//AFl5685 40 

7 

C-THYR01000401 

C-THYR01000488//Homo sapiens HFB30 mRNA, complete 
cds. //0//2254bp//100%//AB022663 
C-THYR01000501//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)). //4.20E-98//408 
aa//42%//P19474 
C-THYR01000558 
C-THYR01000570 

C-THYR01000605//Homo sapiens hi stone acetyl transfe 50 
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rase (HBOa) mRNA, complete cds. //0//3080bp//99%//A 
F140360 

C-THYR01000625 
C-THYR01000637 
C-THYR01000676 

C-THYR01000684//Homo sapiens mRNA for KIAA0872 pro 

tein, complete cds.//0//2131bp//99%//AB020679 

C-THYR01000712 

C-THYR01000805 

C THYR01000815 

C-THYR01000855 

C-THYR01000934//PYRROUNE-5-CARBOXYLATE REDUCTASE 
(EC 1.5.1.2) (P5CR) (P5C REDUCTASE). //7.50E-57//31 
5aa//43%//P32322 
C-THYR01000988 

C-THYR01O01033//TRANSF0RMATI ON-SENSITIVE PROTEIN I 
EF SSP 3521.//8.40E-12//167aa//29V/P31948 
C-THYR01001120//Mus musculus FX-induced thymoma tr 
anscript (FXI-T1) mRNA, complete cds.//1.90E-92//l 
479bp//66%//U38252 

C-THYR01001204//Hono sapiens cathepsin Z precursor 
(CTSZ) gene, exons 4,5, and 6 and complete cds; a 
nd TH1 gene partial sequence. //3.80E-100//478bp//9 
9V/AF136276 
C-THYR01001262 
C-THYR01001271 

C-THYR01001287//MANN0SYL-0LI GOSACCHARIDE ALPHA-1, 2 
-MANNOSIDASE (EC 3.2. 1. 113) (MAN (9) - ALPHA- MANNOSID 
ASE) (FRAGMENT) . //3. 40E-51//429aa//33%//P45701 
C-THYR01001313//Homo sapiens sorting nexin 11 (SNX 
11) mRNA, complete cds.//0//2330bp//94%//AF121861 
C-THYR01001347 

C-THYR01001363//Homo sapiens mRNA; cDNA DKFZp56400 
423 (from clone DKFZp56400423).//0//2173bp//99%//A 
L080120 

C-THYR01001374//Homo sapiens mRNA for KIAA0707 pro 
tein, partial cds.//0//1700bp//99%//AB014607 
C-THYR01001403 

C-THYR01001405//PLECTIN. //6. 90E-19//450aa//27%//P3 
0427 

C-THYR01001406//Homo sapiens steroid dehydrogenase 
homolog mRNA, complete cds. //0//1676bp//98%//AF07 
8850 

C-THYR01001426 

C-THYR01001458//MY0SIN HEAVY CHAIN, NONMUSCLE TYPE 
B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 
B) . 111. 70E- 171//559aa//59%//P35580 
C-THYR01001480 
C-THYR01001487 
C-THYR01001584 
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C-THYR01001661 
C-THYR01001746 
C-THYR01001772 
C-THYR01001854 

C- Y79AA1 0000 1 3//Mus musculus RING finger protein A 
07 mRNA, complete cds.//8.90E-205//1435bp//81V/AF 
171060 

C-Y79AA1000033//Homo sapiens CARD4 mRNA, complete 
cds. //0//2929bp//96%//AFl 26484 

C-Y79AA1000231//Homo sapiens nucleolar protein NOP 10 
5/N0P58 mRNA, completecds.//0//1515bp//99%//AF1235 
34 

C-Y79AA1000342//Homo sapiens Cizl mRNA, complete c 

ds. //0//2644bp//81%//AB030835 

C-Y79AA1000349//M. musculus Spnr mRNA for RNA bind! 

ng protein. //0//2048bp//93%//X84692 

C-Y79AA1000410 

C-Y79AA1000539 

C-Y79AA1000589//Homo sapiens clone 614 unknown mRN 
A, complete sequence. //1.00E-302//1375bp//99%//AF0 20 
91080 

C-Y79AA1000802 
C-Y79AA1000827 

C-Y79AA1000966//Homo sapiens C0P9 complex subunit 
4 mRNA, complete cds. //0//1 586bp//99%//AF100757 
C-Y79AA1000969 

C-Y79AA1000985//Human centrosomal protein kendrin 
mRNA, complete cds. //4. 70E- 151//985bp//87%//U52962 
C-Y79AA1001061 

C-Y79AA1001068 30 
C-Y79AA1001216 

C-Y79AA1001299//Homo sapiens mRNA for integrase in 
teractor lb protein (INI IB) . //0//996bp//99%//AJ011 
738 

C-Y79AA1001511 

C-Y79AA1001594//HYALUR0NAN-MEDIATED MOTILITY RECEP 
TOR (HYALURONIC ACID RECEPTOR). //2.50E-14//410aa// 
24%//Q00547 

C-Y79AA1001692//Mus musculus strain C57BL/J germ c 
ell -less protein (Gcl)mRNA. complete cds.//1.40E-7 40 
8//227aa//40%//Q01820 

C-Y79AA1001866//Homo sapiens zinc finger protein Z 
NF180 (ZNF180) mRNA, complete cds. //0//2927bp//97% 
//AF192913 

C-Y79AA1OO1874//0X40L RECEPTOR PRECURSOR (ACT35 AN 
TIGEN) (TAX-TRANSCRI PTI 0NALLY ACTIVATED GLYC0PR0TE 
IN 1 RECEPTOR) (CD134 ANTIGEN).//4.50E-08//135aa// 
31%//P43489 

C-Y79AA1002139//DNAJ PROTEIN H0M0L0G 1 (DR0J1).// 

9. 00E-17//120aa//45%//Q24133 50 
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C-Y79AA1002210//TUM0R NECROSIS FACTOR, ALPHA-INDUC 
ED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN). //0. 000001 
8//140aa//25%//Q13829 

C- Y79AA100221 1 //PHOSPHATI DYLETHANOLAHI NE- BI NDI NG P 
ROTEIN H0M0L0G F40A3.3.//1.70E-17//146aa//35%//016 
264 

C-Y79AA1002220 

C-Y79AA1002234//Homo sapiens mRNA for KIAA0692 pro 
tein, partial cds.//0//3168bp//99%//AB014592 
C-Y79AA1002258//Hamo sapiens mRNA for HIP1R. compl 
ete cds.//0//2106bp//99%//AB013384 
C-Y79AA1002361//Rattus norvegicus mRNA for protein 
phosphatase 1 (GL-subunit).//6.90E-140//966bp//82 
%//Y18208 

C-Y79AA1002399//Hamo sapiens mRNA for sperm protei 
n. //0//1 163bp//95%//X91879 

C-Y79AA1002416//Mus musculus CTP synthetase homolo 
g (CTPsH) mRNA, complete cds.//3.9e-317//1902bp//8 
6V/U49385 

C-Y79AA1002431//TRANSDUCIN-UKE ENHANCER PROTEIN 2 
(ESG2) . //9. 80E-62//318aa//35%//Q04725 
C-Y79AA1002482//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//2. 70E-137//340aa//51%//Q 
05481 

C-Y79AA1002487//Homo sapiens chromosome 5 F-box pr 
otein Fbx4 (FBX4) mRNA, complete cds.//7.3e-311//l 
444bp//98%//AFl 29534 
C-HEHRA1000290 
C-HEMRA1000459 
C-HEMBA1 000505 

C-HEMBA1001196//Human DNA topoisomerase II (top2) 
mRNA, complete cds.//1.60E-268//1213bp//100%//J040 
88 

C-HEHBA1002503 
C-HEHBA1002508 

C-HEMBA1002513//Homo sapiens mRNA for hi stone deac 
etylase-like protein (JI21).//0//2432bp//99%//AJ01 
1972 

C-HEHBA1003480 

C-HEHBA1003538//C0MPLEMENT C1R COMPONENT PRECURSOR 

(EC 3. 4. 21. 41) . 111. 40E- 1 10//242aa//58%//P00736 
C-HEMBA1003645//TIPD PROTEIN. //2. 40E-10//289aa//23 
- %//015736 

C-HEMBA1003646//Homo sapiens mRNA for KIAA1013 pro 
tein, partial cds. //0//3049bp//99%//AB023230 
C-HEHBA1003667 

C- HEMBA1 003679//SI ALI BASE (EC 3.2.1.18) (NEURAMINI 
DASE) (NA) (MAJOR SURFACE ANTIGEN). //1.00E-09//611 
aa//22%//P23253 
C-HEMBA1003827 
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C-HEMBA1003838 
C-HEMBA1004055 
C-HEMBA1004056 
C-HEMBA1004086 
C-HEHBA1004335 

C-HEMBA1004353//C-MYC BINDING PROTEIN MM-1.//3.00E 
-71//89aa//96%//Q99471 

C- HEMBA1 004479//HYP0XI A- I NDUCI BLE FACTOR 1 ALPHA 
(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN). //3. 10E-5 
1 // 1 52aa//40%//Q6 1 22 1 10 
C-HEMBA1004499//Homo sapiens delta- tubulin mRNA, c 
oraplete cds. //3. 40E-92//483bp//95%//AF201333 
C-HEMBA1004507 
C-HEMBA1004638 

C-HEMBA1004669//SON PROTEI N (S0N3) . 111. 30E- 17//288 

aa//36%//P18583 

C-HEMBA1004709 

C-HEMBA1004860 

C-HEMBA1005206//Drosophila simulans anon73Bl gene 
and Su(P) gene. Ill . 90E- 1 l//376bp//63%//AJ250308 20 
C-HEMBA1005472 

C-HEMBA1005513//MALES-ABSENT ON THE FIRST PROTEIN 
(EC 2. 3. 1. -) . //1. 90E-129//332aa//61%//002193 
C-HEMBA1005572 
C-HEMBA1005780 

C-HEMBA1005990//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds. //0//2371bp//100%//AF 
082516 

C-HEMBA1006038//LAMININ ALPHA- 5 CHAIN (FRAGMENT)./ 
/3. 10E- 33//8 1 aa//64%//Q6 1 00 1 30 
C-HEMBA1006124 
C-HEMBA1006461 

C-HEMBA1006521//3-0X0ACYL-[ACYL-CARRIER PROTEIN] R 
EDUCTASE (EC 1.1.1.100) (3-KETOACYL- ACYL CARRIER 
PROTEI N REDUCTASE) . //4. 00E-33//177aa//42%//P25716 
C-HEMBA1006617 

C-HEMBA1006650//ARP2/3 COMPLEX 20 KD SUBUNIT (P20- 
ARC) . //9. 00E-40//1 13aa//82%//015509 
C-HEMBA1006779 

C-HEMBA1006796 40 
C-HEMBA1006812 

C-HEMBA1006914//Human anthracycline- associated res 
istance ARX mRNA, complete cds. //0//1837bp//99%//D 
35832 

C-HEMBA1007174//Homo sapiens mRNA for KIAA1065 pro 
tein, complete cds. //0//1079bp//97%//AB028988 
C-HEMBB1000240 

C-HEMBB1000264//CHL1 PROTEI N. 119. 50E- 19//104aa//45 
%//P22516 

C-HEMBB1000335 50 
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C-HEMBB1000337 
C-HEMBB1000554 
C-HEHBB1000573 
C-HEHBB1000749 
C-HEMBB1000774 
C-HEHBB1000835 
C-HEMBB1001197 
C-HEMBB1001315 

C-HEMBB1001482//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//2. 10E- 57/794 laa//27%//Q0 
5481 

C-HEMBB1001500 

C-HEMBB1001562//CYUCIN II (MULTIPLE- BAND POLYPEPT 

IDE II) . III. 40E-06//373aa//21%//Q28092 

C-HEMBB1001619 

C-HEMBB1001630 

C-HEMBB1001665 

C-HEMBB1001684//Homo sapiens mRNA for KIAA1108 pro 

tein, partial cds.//0//2348bp//99%//AB029031 

C-HEMBB1001812 

C-HEMBB1001834 

C-HEMBB1001869 

C- HEHBfi 1 00 1 87 1 //BONE/CARTI LAGE PROTEOGLYCAN I PREC 
URSOR (BIGLYCAN) (PG-Sl).//5.40E-75//241aa//48%//P 
47853 

C-HEMBB1001872//CELL SURFACE GLYCOPROTEIN EMR1 PRE 
CURSOR (EMR1 HORMONE RECEPTOR) (CELL SURFACE GLYCO 
PROTEIN F4/80) . III. 90E-22//210aa//27%//Q61549 
C-HEMBB1001905//TRICH0HYALIN. 112. 10E-10//268aa//27 
%//P37709 

C-HEMBB1001908//Human monocytic leukaemia zinc fin 
ger protein (MOZ) mRNA, complete cds.//1.60E-131// 
874bp//86%//U47742 

C-HEMBB1001915//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 64E (EC 3. 1.2. 15) (OBI QUI TIN THIOLESTERASE 64E) 
(UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEU 
BIQUITINATING ENZYME 64E).//6.90E-132//561aa//50%/ 
/Q24574 

C-HEMBB1001925 

C-HEMBB1002044//Mus musculus mRNA for vascular cad 

herin-2. //0//3562bp//81%//Y08715 

C-HEHBB1002134//ZINC-nNGER PROTEIN NEUR0-D4. //8. 1 

0E-56//176aa//67V/P56163 

C-HEMBB1002152 

C-HEMBB1002300 

C-HEMBB1002381 

C-HEMBB1002383 

C-HEHBB1002534 

C-MAMMA1000143 

C-MAMMA1000183//ZINC FINGER PROTEIN 84 (ZINC FINGE 
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R PROTEIN HPF2).//3.40E-134//359aa//63%//P51523 

C-MAMMA1000227 

C-MAMHA1000257 

C-MAMMA1000264 

C-HAMHA1000270 

C-MAMMA1000279 

C-MAMHA1000372 

C-HAMMA1O0O559 

C-MAMMA1000752 

C-MAMHA1000760 10 

C-MAMMA1000778 

C-MAMMA1000855 

C-MAHMA1000859 

C- MAHMA1 000897//I NTER- ALPHA- TRYPSI N INHIBITOR HEAV 

Y CHAIN H3 PRECURSOR (ITI HEAVY CHAIN H3) (SERUM-D 

ERIVED HYALURONAN- ASSOCI ATED PROTEIN) (SHAP).//1.0 

OE- 141//576aa//37%//Q06033 

C-MAMMA1000940 

C-MAMMA1001073 

C-HAMMA1001080//Homo sapiens SNC73 protein (SNC73) 20 
mRNA, complete cds.//1.6e-312//1596bp//94%//AF067 
420 

C-HAMMA1001198//Homo sapiens eps!5R mRNA, partial 

cds. //0//2253bp//99V/AB015346 

C-MAMMA1001202 

C-MAMMA1001222//EBNA-2 NUCLEAR PROTEIN. //6.60E- 09/ 

/255aa//29%//P12978 

C-HAMMA1001252 

C-MAMMA1001296 

C-MAMMA1001502 30 
C-MAMHA1001630 

C-MAMMA1001633//ZINC FINGER PROTEIN 165. //6. 30E-39 

//160aa//55%//P49910 

C-MAHMA1001683 

C-MAMMA1001715 

C-MAMMA1001730//Homo sapiens brain and nasopharyng 
eal carcinoma susceptibility protein NSG-x mRNA, p 
artial cds. //0//1603bp//99%//AF095687 
C-MAMMA1001760 

C-MAMMA1001769 40 

C-MAMHA1001785 

C-MAMMA1001848 

C-MAMMA1001874 

C-HAMHA1001956 

C-MAMHA1002009 

C-MAMHA1002033 

C-MAMMA1002155 

C-MAMMA1002498 

C-MAMHA1002545 

C-MAMHA1002571 50 
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C-MAMMA1002573//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . 111. 60E- 19//666aa//23%/ 
/P08640 
C-HAMMA1002590 

C-MAMHA1002617//ZINC FINGER PROTEIN 135.//7.60E-89 

//252aa//57%//P52742 

C-MAHMA1002618 

C-MAMHA1002636 

C-MAMMA1002646 

C-MAMMA1002665 

C-MAMKA1002708 

C-HAHHA1002728 

C-MAMMA1002744 

C-HAMMA1002764 

C-MAMMA1002765 

C-HAHHA1002830 

C-MAMMA1002844//TRI0SE PHOSPHATE/PHOSPHATE TRANSLO 
CATOR, NON-GREEN PLASTID PRECURSOR (CTPT) . //4. 90E- 
10//334aa//22%//P52178 

C-MAHMA1002858//Rat cMGl mRNA. //3.70E- 238// 1147bp/ 

/92%//X52590 

C-MAHMA1002880 

C-HAHHA1002892 

C-MAMMA1002909 

C-MAMMA1 002941 

C-HAHHA1002947 

C-MAMMA1002972//VACU0LAR PROTEIN SORTING- ASSOCI ATE 

D PROTEIN VPS27.//1.10E-05//69aa//42%//P40343 

C-HAHHA1002973 

C-HAHMA1002987 

C-MAMMA1003003 

C-MAMMA1003026//Homo sapiens HSPC057 mRNA, complet 
e cds.//0//1773bp//98%//AF161542 
C-HAHHA1003031 
C-HAMHA1003089 

C-NT2RH1000092//MULTIDRUG RESISTANCE PROTEIN 2 (MU 

LTI DRUG- EFFLUX TRANSPORTER 2).//1.00E-07//362aa//2 

3%//P39843 

C-NT2RM1000272 

C-NT2RM1000341 

C-NT2RM1000539//Homo sapiens mRNA for Lsm5 protei 
n. //3. 00E-158//733bp//99%//AJ238097 
C-NT2RH1000553//Homo sapiens putative glycol ipid t 
ransfer protein mRNA, complete cds.//3.40E-177//814 
bp//99%//AF103731 

C- NT2RM1 000623//RI BONUCLEASE INHIBITOR. //4. 40E-21/ 
/372aa//30%//P10775 

C-NT2RM1000702//PUTATIVE SERINE/THREONINE- PROTEIN 
KINASE PKWA (EC 2. 7. 1. -) . 115. 60E-08//187aa//27%//P 
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C- NT2RH1 000833//Homo sapiens sec61 hamolog mRNA, c 
omplete cds. //0//354 lbp//99%//AF084458 
C-NT2RM100Q883//Homo sapiens I-l receptor candidat 
e protein mRNA, complete cds.//0//5107bp//99%//AF0 
82516 

C-NT2RM1001082 
C-NT2RM1001112 

C-NT2RM2001105//Drosophila melanogaster eyelid (el 
d) mRNA, complete cds. //1.20E-28//805bp//61%//AF05 10 
3091 

C-NT2RM2001360//Homo sapiens clone C40 unknown aRN 
A. //1 . 00E-250//1 136bp//100%//AF103798 
C-NT2RM2001797//Homo sapiens mRNA; cDNA DKFZp572Cl 
63 (from clone DKFZp572C163) ; partial cds.//0//230 
0bp//100%//ALl 10217 

C-NT2RH2001803//Homo sapiens IkappaB kinase cample 
x associated protein (IKAP) mRNA, complete cds.//0 
//2249bp//99%//AF044195 

C-NT2RM4002504 20 
C-NT2RP1000409 

C-NT2RP1000460//Homo sapiens mRNA for KIAA1068 pro 
tein, partial cds.//0//3199bp//99%//AB028991 
C-NT2RP1000746//Homo sapiens 60S acidic ribosomal 
protein P0 mRNA, complete cds. //9.70E-196//901bp// 
99%//AF173378 
C-NT2RP1000796 

C-NT2RP1001013//ZINC FINGER PROTEIN 83 (ZINC FINCE 
R PROTEIN HPFl).//7.70E-253//425aa//98%//P51522 
C-NT2RP2001214 30 
C-NT2RP2001233//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7) . 111. 00E-128//409aa//45%//Q 
05481 

C-NT2RP2001440//Homo sapiens mRNA for 14-3-3gaama f 
complete cds. //0//3712bp//99%//AB024334 
C-NT2RP2002056 

C-NT2RP2002105//H. sapiens MSH-R gene for melanocyt 
e stimulating hormonereceptor. //0//1644bp//98%//X6 
5634 

C-NT2RP2002333 40 

C-NT2RP2002677 

C-NT2RP2002755 

C-NT2RP2002843 

C-NT2RP2003101 

C-NT2RP2003668 

C-NT2RP2003799 

C-NT2RP2004095 

C-NT2RP2004300 

C-NT2RP2004675 

C-NT2RP2004920//TRANSCRI PTI 0NAL REGULATOR ATRX (X- 50 
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LINKED NUCLEAR PROTEIN) (HETEROCHROHATIN PROTEIN 
2) (HP1 ALPHA-INTERACTING PROTEIN) (HP1-BP38PR0TEI 
N) . //4. 20E-09//804aa//22%//Q61687 
C-NT2RP2005144//Homo sapiens tubby like protein 3 
(TULP3) mRNA, completecds.//2. 10E- 308//1 437bp//98% 
//AF045583 

C-NT2RP2005719//GPI -ANCHORED PROTEIN P137.//4.00E- 

14//99aa//43%//Q14444 

C-NT2RP2005726 

C-NT2RP2005776//P0LY(A) POLYMERASE TYPE 2 (EC 2. 7. 
7.19) (PAP) (POLYNUCLE 

OTIDE ADENYLYLTRANSFERASE) . //4. 40E-55//358aa//42%/ 
/P51005 

C-NT2RP2005980 

C-NT2RP2006184//Homo sapiens mRNA for KIAA0918 pro 
tein, partial cds. //0//4235bp//99%//AB020725 
C-NT2RP2006534//5' -AMP-ACTIVATED PROTEIN KINASE, C 
ATALYTIC ALPHA- 1 CHAIN(EC 2.7.1.-) (AMPK ALPHA- 1 C 
HAIN) (FRAGMENT) . //3. 20E- 1 1 //32aa//96%//Q 13131 
C-NT2RP2006554 
C-NT2RP3000584 
C-NT2RP3001115 

C-NT2RP3001723//Homo sapiens cell recognition mole 
cule Caspr2 (CASPR2) mRNA, complete cds.//1.40E-58 
//1138bp//63%//AF193613 

C-n2RP3001938//SP0RULATI0N-SPECinC PROTEIN 1 (EC 
2. 7. 1. -) . //I. 30E-22//227aa//33%//P08458 
C-NT2RP3002330//Homo sapiens eRFS mRNA, complete c 
ds. //0//2443bp//99%//D87791 
C-NT2RP3002402 

C-NT2RP3002484//Hqdio sapiens mRNA for KIAA0998 pro 
tein, partial cds.//1.20E-124//597bp//98%//AB02321 
5 

C-NT2RP3002512 
C-NT2RP3002713 

C-NT2RP3002770//MYEL0ID DIFFERENTIATION PRIMARY RE 
SPONSE PROTEIN MYD116.//1.00E-07//70aa//41%//P1756 
4 

C-NT2RP3002799 

C-NT2RP3002810//HISTIDINE-RICH PROTEIN KE4.//2.20E 
-10//260aa//26%//Q31125 

C-NT2RP3002818//INSERTI0N ELEMENT IS2A HYPOTHETICA 
L 48.2 KD PROTEIN. //5.70E-226//303aa//97%//P51026 
C-NT2RP3002955 
C-NT2RP3002985 

C-NT2RP3003059//Rattus norvegicus potassium channe 
1 regulator 1 mRNA, complete cds.//3.80E-152//1007 
bp//82%//U78090 
C-NT2RP3003121 

C-NT2RP3003133//Homo sapiens ZK1 mRNA for Kruppel- 
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type zinc finger protein, complete cds. //0//1998bp 
//91%//AB011414 

C-NT2RP3003138//Homo sapiens kinesin superfamily m 
otor K1F4 mRNA, complete cds.//0//2159bp//98V/AF0 
71592 

C-NT2RP3003155 
C-NT2RP3003157 

C-NT2RP3003185//TR0P0MY0SIN 1, FUSION PROTEIN 33./ 
/2. 80E-06//402aa//23%//P49455 

C-NT2RP3003264 10 

C-NT2RP3003346 

C-NT2RP3003403 

C-NT2RP3003411//Mus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA, complete cds.//6.30E-270//743bp/ 
/90%//AF071317 

C-NT2RP3003500//SCY1 PROTEIN. //9. 20E-27//601aa//23 

%//P53009 

C-NT2RP3003572 

C-NT2RP3003576 

C-NT2RP3003665//Homo sapiens mRNA for beta-ureidop 20 
ropionase, complete cds.//0//1690bp//99%//AB013885 
C-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRE 
CURSOR (E2 ANTIGEN) (CD99) (MIC2 PROTEIN) (12E7)./ 
II. 20E-13//146aa//42%//P14209 
C-NT2RP3003680//Homo sapiens mRNA; cDNA DKFZp434Jl 
54 (from clone DKFZp434J154); complete cds.//0//20 
47bp//95%//AL080155 

C-NT2RP3003799//Rattus norvegicus Srgl (Sytrl) mRN 
A, complete cds. //9.00E- 238// 1529bp//84%//U7 1294 
C-NT2RP3003800//Rattus norvegicus tyrosine protein 30 
kinase pp60-c-src mRNA, complete cds. //1.90E-163/ 
/924bp//89V/AF130457 
C-NT2RP3003828 
C-NT2RP3003932 

C-NT2RP3003992//Homo sapiens mRNA; cDNA DKFZp564Cl 
86 (from clone DKFZp564C186) . //0//2739bp//99%//AL0 
50019 

C-NT2RP3004013//M. musculus Spnr mRNA for RNA bind! 
ng protein. //6. 50E- 240//1 2 1 5bp//94%//X84692 
C-NT2RP3004028 40 
C-NT2RP3004041 
C-NT2RP3004051 

C-NT2RP3004078//B. sapiens HRFX2 mRNA. //0//1806bp// 

99%//X76091 

C-NT2RP3004093 

C-NT2RP3004095 

C-NT2RP3004125//Mus musculus zinc finger protein s 
plice variant FIZ1-B (Fizl) mRNA, complete cds.// 
4. 60E- 229// 1 560bp//78%//AFl 2674 7 
C-NT2RP3004 148//GLUC0AMYLASE S1/S2 PRECURSOR (EC 50 
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3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //7. 90E-05//271aa//22%/ 
/P08640 

C-NT2RP3004155//Homo sapiens C0Q7 protein mRNA, co 

mplete cds.//L 10E-179//823bp//100%//AF098948 

C-NT2RP3004189//VEGETATIBLE INCOMPATIBILITY PROTEI 

N HET-E- 1 . //1 . 30E- 14//242aa//24%//Q00808 

C-NT2RP3004332 

C-NT2RP3004349 

C-NT2RP3004470 

C-NT2RP4000035 

C-NT2RP4000049 

C-NT2RP4000102 

C-NT2RP4000167 

C-NT2RP4000515 

C-NT2RP4000517 

C-NT2RP4000519 

C-NT2RP5003512//H(hbo sapiens mRNA for KIAA1291 pro 

tein, partial cds.//0//1980bp//99%//AB033117 

C-0VARC1000092 

C-0VARC1000533 

C-0VARC1000678 

C-0VARCi000689//Homo sapiens mRNA; cDNA DKFZp434Cl 

415 (from clone DKFZp434C1415); partial cds.//0//2 

032bp//99%//AL133014 

C-0VARC1000802 

C-0VARC1000890 

C-0VARC1000891 

C-0VARC1000945//Rattus norvegicus mRNA for atypica 

1 PRC specific bindingprotein, conplete cds.//0//l 

961bp//82%//AB005549 

C-0VARC1001072 

C-0VARC1001117 

C-0VARC1001200//Mus musculus mRNA for HS1 binding 

protein 3. //5. 80E-88//658bp//80%//AJ132192 

C-0VARC1001244//H. sapiens mRNA for Drosophila fema 

le sterile homeotic (FSH) homologue.//0//1467bp//9 

9V/X62083 

C-0VARC1001329 

C-0VARC1001341 

C-0VARC1O01376 

C-0VARC1001496//Hamo sapiens C- terminal binding pr 
otein 2 mRNA, completecds.//0//1876bp//98%//AF0165 
07 

C-0VARC1001873 

C-PLACE1000007//PR0BABLE UBIQUITIN CARBOXYL-TERffl N 
AL HYDROLASE R10E11.3(EC 3.1.2.15) (UBIQUITIN THIO 
LESTERASE) (UBIQUITIN- SPECIFIC PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME). //1.60E- 8 l//212aa//70 
V/P34547 
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C-PLACE1000547//Homo sapiens GDP-mannose pyrophosp 
horylase B (GMPPB) mRNA, complete cds. //3. 70E-241/ 
/ 1 1 24bp//98%//AFl 3542 1 

C-PLACE1001036//Homo sapiens mRNA for KIAA1017 pro 
tein, complete cds.//0//2117bp//99%//AB023234 
C-PLACE1001076 

C-PLACE1001118//ZINC FINGER PROTEIN 135.//5.40E-14 

7//443aa//57%//P52742 

C-PLACE1001366 

C-PLACE1001545 10 

C-PLACE1001608 

C-PLACE1002004 

C-PLACE1002256 

C- PLACE1 002437//ATP- BI NDI NG CASSETTE TRANSPORTER 

1. //4. 50E-76//180aa//83%//P41233 

C- PLACE1 00259 1 //C0R0NI N- LI KE PROTEIN P57.//4.40E-7 

0//208aa//66%//P31146 

C-PLACE1002665//Mus musculus enhancer of polycomb 
(Epcl) mRNA, completecds. //0//2462bp//89%//AF07976 
5 20 
C-PLACE1003383 
C-PLACE1003864 

C-PLACE1004793//RETR0VI RUS- RELATED ENV P0LYPR0TEI 
N. //5. 20E-47//577aa//25%//P10267 
C-PLACE1004913 
C-PLACE1004979 

C-PLACE1005052//Homo sapiens CGI -16 protein mRNA, 
complete cds. //6. 6e- 3 1 3// 1 4 1 3bp//99%//AF 1 32950 
C-PLACE1005055//Homo sapiens mRNA for KIAA0576 pro 
tein, partial cds. //0//2431bp//99%//AB01 1148 30 
C-PLACE1005128 
C-PLACE1005162 

C-PLACE1005176//Homo sapiens hypothalamus protein 
HT001 mRNA, complete cds.//3.90E-212//1040bp//96%/ 
/AF1 13539 

C-PLACE1005467//PENI CI LLI N-BI NDI NG PROTEIN 4* (PBP 
4*) (PBP 4A).//1.10E-09//93aa//31V/P32959 
C-PLACE1005549//Homo sapiens mRNA for Rho guanine 
nucleotide- exchange factor, splice variant NET1A./ 
17. 60E- 97// 1 287bp//67%//AJ0 10046 40 
C-PLACE1005584//TRANS-ACTING TRANSCRIPTIONAL PROTE 
IN ICP0(P135 PROTEIN) (IER 2. 9/ER2. 6) . //6. 80E-09// 
267aa//30%//P29128 

C-PLACE1005611//Mus musculus mRNA for mDjlO, compl 

ete cds. //2. 00E-33//379bp//66%//ABO28860 

C-PLACE1005802 

C-PLACE1005850 

C-PLACE1005898 

C-PLACE1005932 

C-PLACE1006129//Homo sapiens HSPC057 mRNA, couplet 50 
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e cds.//0//2849bp//98%//AF161542 

C-PLACE1006360 

C-PLACE1006795 

C-PIACE1006878//TRNA- SPLICING ENDONUCLEASE SUBDNIT 
SEN2 (EC 3.1.27.9) (TRNA-INTRON ENDONUCLEASE).// 
L 90E-08//122aa//36V/P16658 
C-PUCE1007557 
C-PIACE1007807 
C-PUCE1008181 

C-PLACE1008426//Homo sapiens mRNA for KIAA1288 pro 

tein, partial cds.//0//3311bp//99%//AB033114 

C-PLACE1008455 

C-PLACE1008941 

C-PLACE1009935 

C-PLACE1010310//SPIDR0IN 2 (DRAGLINE SILK FIBROIN 
2) (FRAGMENT) . //1 . 20E- 18//467aa//30%//P46804 
C-PLACE1011891 

C-PLACE1011896//Mus musculus WntlOa mRNA, complete 
cds. III. 60E-287//1820bp//85%//D61969 
C-PLACE2000003 
C-PLACE2000132 
C-PUCE2000170 
C-PLACE2000335 
C-PIJVCE3000124 
C-PLACE3000158 
C-PLACE3000207 
C-PLACE3000221 
C-PIACE3000271 
C-PLACE3000304 
C-PLACE3000322 
C-PLACE3000341 
C-PLACE3000373 
C-PLACE3000399 
C-PLACE3000401 
C-PLACE3000402 
C-PLACE3000406 
C-PLACE3000475 

C- PLACE4000063//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . Ill . 70E- 15//740aa//23%/ 
/P08640 

C-PLACE4000093 

C-PLACE4000100//Homo sapiens hydroxypyruvate reduc 
tase (GRHPR) gene, complete cds.//0//4199bp//97%// 
AF146689 

C-PLACE4000131//Hamo sapiens mRNA; cDNA DKFZp586J0 

917 (from clone DKFZp586J0917); partial cds.//0//l 

612bp//97%//ALl 17455 

C-PLACE4000247 

C-PLACE4000250 
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C-PLACE4000252 

C-PLACE4000259//H. sapiens gene for U5 snRNP-specif 

ic 200kD protein. //0//5143bp//90%//Z70200 

C- PLACE400026 1 //PEREGRI N (BR140 PROTEIN). //9.50E-1 

0//128aa//34%//P55201 

C-PLACE4000320 

C-PLACE4000344 

C-PLACE4000367 

C- PLACE400040 1 //ACETYL- COENZYME A SYNTHETASE (EC 

6.2.1.1) (ACETATE— COALI CASE) (ACYL- ACTIVATING EN 10 

ZYME) . 111. 20E-22//54aa//62V/Q01576 

C-PLACE4000411//Homo sapiens mRNA; cDNA DRFZp586D0 

624 (from clone DKFZp586D0624) ; partial cds.//0//2 

159bp//98%//ALl 17654 

C-PLACE4000487 

C-PLACE4000494 

C-PLACE4000521 

C-PLACE4000548//Homo sapiens mRNA for KIAA0947 pro 
tein, partial cds. //0//4864bp//99%//AB023164 
C-SKNMC1000013//Bomo sapiens ATP-binding cassette 20 
protein H-ABC1 mRNA, nuclear gene encoding mitocho 
ndrial protein, complete cds. //0//2384bp//99%//AF0 
47690 

C-SKNMC1000091//Homo sapiens mRNA for leucine-zipp 
er protein, complete cds.//6. 10E-190//872bp//99%// 
AB021663 

C-THYR01000343//Homo sapiens mRNA for KIAA0790 pro 
tein, partial cds. //0//371 lbp//99%//AB018333 
C-THYR01000569//Mus musculus hematopoietic zinc fi 
nger protein mRNA, complete cds.//0//1557bp//91%// 30 
AF1 18566 
C-THYR01001142 

C-THYR01001189//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//1. 10E-200//546aa//62%//Q 
05481 

C-THYR01001320 

C-THYR01001537//Homo sapiens mRNA; cDNA DKFZp586A0 
522 (from clone DKFZp586A0522) ; partial cds.//0//l 
0 1 0bp//98%//AL050 1 59 

C-THYR01001602 40 
C-THYR01001721//RING CANAL PROTEIN (KELCH PR0TEI 
N) . //9. 30E-34//220aa//38%//Q04652 
C-THYR01001828 

C-Y79AA1000346//Homo sapiens nonclathrin coat prot 
ein gamma2-C0P mRNA, complete cds. //0//2520bp//99% 
//AF157833 
C-Y79AA1001167 

C-Y79AA1001384//Homo sapiens very large G-protein 
coupled receptor- 1 (VLGR1) mRNA, complete cds.//0/ 
/4708bp//99%//AF055084 50 
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C-Y79AA1001875//RAS- RELATED PROTEIN RAB-7.//9. 40E- 
12//34aa//97%//P51149 

C-Y79AA1002103//ZINC FINGER PROTEIN ZFP-36 (FRAGME 

NT) . III. 00E-257//549aa//76%//P16415 

C-HEHBA1006092 

C-HEHBA1006406 

C-HEMBB1000790 

C-HEMBB1000917 

C-HEHBB1002280 

C-MAHMA1000802 

C-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BC 

GF-12 KD) . //0. 000000017//46aa//60%//P20931 

C-HAHMA1002597 

C-MAHMA1002868 

C-NT2RP2003161 

C-NT2RP2003339 

C-NT2RP3001282 

C-PLACE1001761 

C-PIACE1004491 

C-PLACE1004686 

C-PLACE1005574 

C-PLACE1006382 

C-PUCE1006792 

C-PLACE3000455 

C-PLACE4000230//Mus musculus semaphorin Via mRNA, 

compl ete cds. //0//2567bp//88%//AF030430 

C-THYR01000916 

C-HEHBA1000327 

C-HEMBB1000637 

C-HEHBB1001967 

C-MAMMA1000266 

C-NT2RP2002979 

C-PLACE1007866 

C- PLACE3000350//SERI NE/TflREONI NE- PROTEI N KINASE PA 
K-GAHMA (EC 2.7.1.-) (GAMMA- PAK) (P21 -ACTIVATED KI 
NASE 2) (PAK- 2) (PAK65) (S6/H4 KINASE).//9.80E-25/ 
/155aa//45%//Q13177 

C- PLACE40001 56//ZI NC FINGER PROTEIN 132.//7. 10E-15 

l//476aa//46%//P52740 

C-THYR01001637 

C-MAMMA1002215 

C-MAMKA1002721 

C-NT2RP2002070 

[1135] mm.m%T~?i4. 

hr-^^Definition, PH. MgtSffi\<D$:£s ft 
IBItt, t y hr-*<DAccesion No. tDlffi{C//T*E«]oT 
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C-HEMBA1000005//DNAJ PROTEIN HOMOLOC MTJL//1.90E- 
250//554aa//85%//Q61712 

C- HEMBA 1 OOOO 1 2//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 
C 6.1.1.4) (LEUCINE- -TRNA UGASE) (LEURS) . //6. 40E- 
99//457aa//45%//Q09996 

C-HEMBA1000020//Homo sapiens beta 2 gene.//7.50E-2 
64//1194bp//95%//X02344 

C-HEMBA1000030//Homo sapiens ARF GTPase- activating 
protein GIT1 mRNA, complete cds. //0//1759bp//99%/ 
/AF124490 10 
C-HEHBA1000129//HYP0THEnCAL HEUCASE C8A4.08C IN 
CHROMOSOME I . //3. 80E-25//166aa//36%//Q09884 
C-HEMBA1000141//Homo sapiens SUMO- 1 -specific prote 
ase (SSP1) mRNA, complete cds.//0//1135bp//100%//A 
F196304 

C-HEMBA1000150//Homo sapiens putative RNA helicase 
mRNA, complete cds. //5. 20E-213//525bp//99%//AF085 
356 

C-HEMBA1000156//NEUR0FI LAMENT TRIPLET H PROTEIN (1 
60 KD NEUROFILAMENT PROTEIN) (NF-M).//1.90E-12//36 20 
8aa//24%//P08553 

C- HEMBA1 0001 58//HEPAT0CYTE NUCLEAR FACTOR 3- GAMMA 
(HNF-3G) . 115. 00E-16//166aa//36%//P35584 
C-HEMBA1000168//CYLICIN I (MULTIPLE- BAND POLYPEPTI 
DE I).//2. 90E- 14//303aa//25%//P35662 
C-HEMBA1000185//RAS-RELATED PROTEIN RAL-A. //3. 40E- 
12//125aa//31%//P48555 

C-HEMBA1000201//Homo sapiens mRNA for integrase in 
teractor lb protein (INIlB).//0//1612bp//99%//AJ01 
1738 30 
C- HEMBA1 0002 1 6//HYP0XI A- I NDUCI BLE FACTOR 1 ALPHA 
(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN). //1.00E- 8 
6//146aa//56%//Q61221 

C-HEMBA1000303//Mus musculus Plenty of SH3s (POSH) 
mRNA, complete cds.//7. 10E- 254//1 440bp//87%//AF03 
0131 

C-HEMBA1000304//Rattus norvegicus Ca2+-dependent a 
ctivator protein (CAPS) mRNA, complete cds.//5. 10E 
-131//712bp//91%//U16802 

C-HEMBA1000307//CARNITINE DEFICIENCY- ASSOCIATED PR 40 
OTEIN EXPRESSED IN VENTRICLE 1//5. 20E-49//107aa//9 
l%//035594 

C-HEMBA1000333//Homo sapiens F-box protein Fbx21 
(FBX21) mRNA, completecds. //0//1866bp//100%//AF174 
601 

C-HEMBA1000369//Homo sapiens mRNA for PICK1, compl 

ete cds.//0//1949bp//98%//AB026491 

C- HEMBA 1 0004 1 1 //ANRYRI N . 115. 70E-12//127aa//38%//Q0 

2357 

C-HEMBA1000488//RING CANAL PROTEIN (KELCH PROTEI 50 
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N) . III. 30E-45//481aa//29%//Q04652 
C-HEMBA1000491//RAS-UKE PROTEIN 2.//2.00E-22//188 
aa//31%//P22279 

C - HEMBA 1 0005 1 8//PECANEX PROTEIN. III. 10E-19//227aa/ 
/38%//P18490 

C-HEMBA1000523//TESTI S-SPECI FI C PROTEIN PBS13.//2. 
40E-44//292aa//36%//Q01755 

C-HEMBA1000531//HEAT SHOCK 70 KD PROTEIN COGNATE 1 
(HEAT SHOCK 70 KD PROTEIN 70C) (FRAGMENTS). 111. 60 
E-12//73aa//41%//P02826 

C-HEMBA1000542//Rattus norvegicus mRNA for dipepti 
dyl peptidase III, complete cds.//2.20E-194//663bp 
//83%//D89340 

C-HEMBA1000555//Mus musculus Hsx2 interacting nucl 
ear target protein mRNA, complete cds.//7.90E-226/ 
/1501bp//83%//AF156529 

C-HEMBA1000561//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//3.40E-37//674aa//25%//Q0 
5481 

C-HHIBA1000569//GPI -ANCHORED PROTEIN P137.//6.50E- 
19//265aabp//32%//Q60865 

C-HEMBA1000588//Mus musculus FLI-LRR associated pr 
otein-1 mRNA, completecds. 111. 10E-144//602bp//77%/ 
/AF045573 

C-HEMBA1000591//PTB- ASSOCIATED SPLICING FACTOR (PS 
F) . III. 20E- 17//198aa//40%//P23246 
C-HEMBA1000592//Homo sapiens sorting nexin 6 (SNX 
6) mRNA, complete cds. //0//1465bp//99%//AFl 21856 
C-HEMBA1000608//HYP0THEnCAL PROTEIN KIAA0411 (FRA 
GHENT) . Ill . 80E-55//179aa//61%//043295 
C-HEMBA1000657//Rattus norvegicus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 
omplete cds. 111. 20E-156//1366bp//76V/U35776 
C-HMBA1 000851 //Homo sapiens DNA binding protein p 
96PIF mRNA, complete cds.//0//1862bp//99%//AF17386 
8 

C-HEMBA1000852//ARYLSULFATASE D PRECURSOR (EC 3.1. 
6. -) (ASD) . //I. 00E-78//119aa//87%//P51689 
C-HEMBA1000910//MELAN0MA- ASSOCIATED ANTIGEN Bl (MA 
GE-B1 ANTIGEN) (MAGE-XP ANTIGEN) III. 60E- 30// 127aa/ 
/40V/P43366 

C-HEMBA1000919//HYP0THEnCAL 65.5 KD TRP-ASP REPEA 
TS CONTAINING PROTEI NF02E8. 5 IN CHROMOSOME X.//1.0 
0E-10//288aa//23%//Q19124 

C-HEMBA1001019//CELL DIVISION CONTROL PROTEIN 2 HO 
MOLOG (EC 2.7.1.-) (P34 PROTEIN KINASE) (CYCLIN-DE 
PENDENT KINASE 1) (CDK1) . //3. 10E- 10//70aa//58%//P0 
6493 

C-HEMBA1001043//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN 
B) (ANKYRIN, NONERYTHROID) (FRAGMENT). //1.40E- 12// 1 
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31aa//38%//Q01485 

C-HEMBA1001059//Human N- acetylgalactosamine 6-sulp 
hatase (GALNS) gene, exon 14.//4.80E-169//786bp//9 
9%//U06088 

C- HEMBA 1001071 //PROCOLLAGEN ALPHA l(III) CHAIN PRE 
CURSOR. //I. 50E-92//82aa//100%//P02461 
C-HEMBA1001077//Homo sapiens transcriptional inter 
mediary factor 1 gammamRNA, complete cds. III. 00E-8 
0//432bp//94%//AFl 19043 

C- HEMBA1 00 1 088//PI NCH PROTEIN (PARTI CULARY INTERES 10 
TING NEW CYS-HIS PROTEIN). //3. 50E-50//176aa//57%// 
P48059 

C-HEMBA1001137//ZINC FINGER PROTEIN 33A (ZINC FING 
ER PROTEIN K0X31) (RIAA0065) (HA0946) (FRAGMENT)./ 
/I. 50E- 1 16//197aa//58%//Q06730 
C-HEMBA1001 174//ADP-RI BOSYLATI ON FACTOR- LIKE PROTE 
IN 5. //6. 80E-79//179aa//80%//P51646 
C-HEMBA1001197//Homo sapiens rap2 interacting prot 
ein x mRNA, complete cds.//0//1511bp//99%//AF11222 
1 20 
C-HEMBA1001257//Homo sapiens mRNA 2-methylacyl-CoA 
racemase. //0//1672bp//99%//AJ 130733 
C- HEMBA1 00 1 286//C0MPLEMENT DECAY- ACCELERATING FACT 
OR PRECURSOR. //0. 00000002// 198aa//29%//Q60401 
C-HEMBA1001302//Homo sapiens calcium binding prote 
in precursor, mRNA, complete cds. //9.60E-258//682b 
p//94%//AF153686 

C-HEMBA1001351//Homo sapiens VAMP- associated prote 
in of 33 kDa (VAP-33)mRNA, complete cds.//1.40E-13 
3//614bp//99%//AF057358 30 
C-HEMBA1001387//GTP-BINDING PROTEIN TC10. //2. 90E-6 
4//104aa//82%//P17081 

C-HEMBA1001405//Drosophila melanogaster eyelid (el 
d) mRNA, complete cds.//5.60E-25//863bp//60%//AF05 
3091 

C-HEMBA1001446//Homo sapiens rap2 interacting prot 
ein x mRNA, complete cds.//9.20E-55//719bp//68%//A 
Fl 12221 

C-HEMBA1001455//Mus musculus transposon- derived Bu 
ster2 transposase-likeprotein gene, partial cds.// 40 
4. 20E-290//2008bp//81%//AF205599 
C-HEMBA1001476//Human DNA topoi somerase II (top2) 
mRNA, compl ete cds. //1 . 60E-268//1213bp//100%//J040 
88 

C-HEMBA1001510//CYCLIC-AMP-DEPENDENT TRANSCRIPTION 
FACTOR ATF-6 (FRAGMENT) . //1 . 70E- 16//63aa//61%//Pl 
8850 

C- HEMBA1 001 526//PERI PLASMI C [FE] HYDROGENASE 1 (EC 
1. 18. 99. 1) . //4. 90E-37//399aa//29%//P29166 
C- HEMBA 1 00 1 569/ /SYNAPTOBREVI N 2 (VESICLE ASSOCIATE 50 
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D MEMBRANE PROTEIN 2) (VAMP-2).//2.30E-53//110aa//l 
00%//P19065 

C-HEMBA1001579//Homo sapiens mRNA for NS1 -binding 

protei n (NS1-BP) . //0//808bp//97%//AJ012449 

C- HEMBA 1 00 1 595//SEPTI N 2 H0M0L0G (FRAGMENT). //4. 90 

E-156//348aa//83V/Q14141 

C-HEMBA1001620//MY0-IN0SIT0L-1-PH0SPHATE SYNTHASE 
(EC 5.5.1.4) (IPS).//1.60E-166//506aa//60%//P42803 
C-HEMBA1001635//TESTIS SPECIFIC PROTEIN A (ZINC FI 
NGER PROTEI N TSGA) . //1 . 60E- 10//155aa//28%//Q63679 
C-HEMBA1001651//CYTADHERENCE HIGH MOLECULAR WEIGHT 
PROTEIN 1 (CYTADHERENCE ACCESSORY PROTEIN l).//6. 
20E-07//362aa//24%//Q50365 
C-HEMBA1001661//CADHERIN- RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PROTEIN). //4.60E-36//365aa//33%//P3 
3450 

C-HEMBA1001672//Homo sapiens methyl-CpG binding do 
main- containing protein MBD3 (MBD3) mRNA, complete 
cds. //0//1707bp//98%//AF072247 
C-HEMBA1001675//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS9.//5.40E-09//101aa//35%//P54787 
C-HEMBA1001714//Homo sapiens mRNA for ATPase inhib 
i tor precursor, complete cds.//3.70E-78//200bp//10 
0V/AB029042 

C-HEMBA1001723//Homo sapiens G protein beta subuni 
t mRNA, partial cds.//3.10E-267//1212bp//99%//AF19 
5883 

C-HEMBA1001734//CADHERIN-11 PRECURSOR (OSTEOBLAST- 
CADHERIN) (OB-CADHERIN) (0SF-4).//l. 10E-38//87aa// 
96%//P55288 

C-HEMBA1001744//SCY1 PROTEIN. //9. 90E-32//481aa//25 
%//P53009 

C-HEMBA1001746//Homo sapiens squamous cell carcino 
ma antigen recognizedby T cell (SART-2) mRNA, comp 
lete cds. //7. 60E-59//998bp//64%//AF098066 
C-HEMBA1001804//Homo sapiens zinc finger DNA bindi 
ng protein 99 (ZNF281)mRNA, complete cds. //0//1637 
bp//99%//AF125158 

C-HEMBA1001809//IMHEDIATE-EARLY PROTEIN IE180.//3. 
80E- 1 l//206aa//36%//Pl 1675 
C-HEMBA1001819//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . III. 90E- 135//459aa//52V/Q99676 
C-HEMBA1001822//Mus musculus Ese2L protein mRNA, c 
omplete cds. III. 90E- 235// 1329bp//89%//AFl 32479 
C-HEMBA1001824//Homo sapiens nuclear protein NP94 
mRNA, complete cds.//1.40E-199//1180bp//89%//AF159 
025 

C-HEMBA1001847//ZINC FINGER PROTEIN 29 (ZFP-29).// 
7. 60E-64//221aa//55%//Q07230 
C-HEMBA1001866//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 
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RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//5.70E-5 
l//234aa//41%//Q09332 

C-HEMBA1001869//TRITHORAX PROTEIN. //9. 60E-05//166a 
a//27%//P20659 

C- HEMBA1 00 1896//DI METHYLGLYCI NE DEHYDROGENASE PREC 
URSOR (EC 1.5.99.2) (ME2GLYDH).//9.30E-36//395aa// 
26%//Q63342 

C- HEMBA1 00 1 9 1 3//GCN20 PROTEIN. 111. 30E-81//158aa//5 
0%//P43535 

C-HEMBA1001921//Homo sapiens gerainal center klnas 10 
e related protein kinase mRNA, complete cds.//0//l 
850bp//99%//AF000145 

C-HEMBA1001967//Homo sapiens NY-REN-57 antigen mRN 
A, partial cds.//0//1721bp//99%//AF155114 
C-HEMBA1002035//Homo sapiens BAZ1A mRNA for bromod 
omain adjacent to zincfinger domain 1A, complete c 
ds. //0//21 49bp//99%//AB032252 
C-HEMBA1002092//Mus musculus Olf-l/EBF-like-3 tran 
scription factor (O/E-3) mRNA, complete cds.//1.30 
E-271//1583bp//88%//U92703 20 
C-HEMBA1002102//ANKYRIN. //4. 40E-10//106aa//35%//Q0 
2357 

C-HEMBA1002139//LIM AND SH3 DOMAIN PROTEIN LASP-1 
(MLN 50) . Ill\ 1 0E- 05//5 1 aa//49%//Q 1 4847 
C-HEMBA1002151//Rattus norvegicus p34 mRNA, comple 
te cds.//l. 10E-153//1059bp//82%//AF178669 
C- HEMBA1 002 16 1 //HYOSI N HEAVY CHAIN, CARDIAC MUSCLE 

BETA I SOFORM. Ill . 40E-51//180aa//56%//P79293 
C- HEMBA1 002 1 77//TRANSCRI PTI ON FACTOR GATA-4 (GATA 
BI NDI NG FACTOR- 4) . //6. 00E- 13//190aa//36%//P43694 30 
C- HEMBA 100221 2//TYR0SI NE- PROTEI N KINASE 2 (EC 2.7. 
1.112) (FRAGMENT) . //3. 00E- 17//267aa//29%//P18161 
C-HEMBA1002215//TESTIN 2 (TES2) [CONTAINS: TESTIN 
1 (TES1) ] . //2. 20E- 199//392aa//89%//P47226 
C- HEMBA1 00224 1 //PROLI FERATI NG- CELL NUCLEOLAR ANTIC 
EN P120 (PROLIFERATION-ASSOCIATED NUCLEOLAR PROTEI 
N P120) . 113. 70E-06//95aa//33%//P46087 
C-HEMBA1002267//Sus scrofa decorin mRNA, complete 
cds. III. 10E-46//302bp//90%//AF125537 
C-HEMBA1002341//P53-BINDING PROTEIN 2 (53BP2) (FRA 40 
GHENT) . HZ. 80E-55//109aa//96%//Q62415 
C-HEMBA1002363//Homo sapiens chromosome- associated 

protein-E (hCAP-E) mRNA, complete cds.//0//1847bp 
//99%//AF092563 

C-HEMBA1002417//TIGHT JUNCTION PROTEIN ZO-1 (TIGHT 
JUNCTION PROTEIN 1). //1.00E-121//489aa//52%//P394 
47 

C-HEMBA1002419//TRICH0HYALIN. III. 90E-09//299aa//24 
%//P22793 

C-HEMBA1002458//0VARIAN GRANULOSA CELL 13.0 RD PRO 50 



ftffl 2002-191363 
4384 

TEIN HGR74. Ilk. 20E-24//109aa//55%//Q00994 
C-HEMBA1002469//DXS8237E PROTEIN (FRAGMENT) . //3. 50 
E-50//199aa//61%//P98175 

C-HEMBA1002475//SKIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN) . III. 10E-12//285aa//31%//P17437 
C- HEMBA1 002495//U GHT- MEDI ATED DEVELOPMENT PROTEIN 
DET1.//6. 80E-53//257aa//36%//P48732 
C-HEMBA1002513//Homo sapiens mRNA for hlstone deac 
etylase-like protein (JM21) . //0//2432bp//99%//AJ01 
1972 

C-HEMBA1002547//Homo sapiens agrin precursor mRNA, 
partial cds.//0//1605bp//97%//AF016903 
C-HEMBA1002555//Homo sapiens mSin3A associated pol 
ypeptide p30 mRNA, complete cds.//5.30E-51//768bp/ 
/68%//AF055993 

C-HEMBA1002569//Homo sapiens protein associated wi 
th Myc mRNA, completecds.//6.80E-305//951bp//99%// 
AF075587 

C-HEMBA1002746//DNA POLYMERASE BETA (EC 2.7.7.7)./ 
15. 00E-37//268aa//34%//P06746 
C-HEMBA1002768//Mus musculus formin binding protei 
n 17 mRNA, partial cds.//7.80E-237//1522bp//85%//A 
B011126 

C-HEMBA1002770//Rattus norvegicus mRNA for TIP120, 
compl ete cds. 111. 90E- 176//1024bp//88%//D87671 
C-HEMBA1002777//Fugu rubripes BAW (BAW) mRNA, comp 
lete cds. 113. 40E-54//319bp//76%//AF153879 
C-HEMBA1002810//Homo sapiens formin binding protei 
n 21 mRNA, complete cds. I IB. 2e-314//1437bp//99%//A 
F071185 

C-HEMBA1002818//Homo sapiens mRNA for fibulin-4.// 
2. 00E-304//1383bp//99%//AJ132819 
C-HEMBA1002876//HYP0THETI CAL 26.4 KD PROTEIN EEED 
8.8 IN CHROMOSOME II.//1.50E-44//188aa//52%//Q0929 
7 

C-HEMBA1002935//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7),//L30E-15//371aa//25%//Q0 
5481 

C-HEMBA1002939//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 
(ERYTHROCYTE ANKYRIN) . 111. 00E-34//300aa//34%//P161 
57 

C-HEMBA1002951//NUF1 PROTEIN (SPINDLE POLY BODY SP 
ACER PROTEIN SPC110).//4.40E-06//324aa//24%//P3238 
0 

C-HEMBA1002973//CAMP-DEPENDENT 3', 5' -CYCLIC PHOSPH 
ODIESTERASE 4B (EC 3.1.4.17) (DPDE4).//1.20E-27//6 
3aa//100%//P14646 

C-HEMBA1002997//CENTR0MERIC PROTEIN E (CENP-E PROT 
EI N) . 1/3. 80E-25//534aa//24%//Q02224 
C-HEMBA1002999//Rattus norvegicus lamina associate 
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d polypeptide 1C (LAP1C) mRNA, complete cds.//1.40 
E- 1 7 1 // 1 552bp//75%//U20286 

C-HEMBA1003046//Homo sapiens mitochondrial process 
ing peptidase beta-subunit mRNA,//0//1558bp//99%// 
AF054182 

C- HEMBA1 00307 1 //I NSULI N- LI KE GROWTH FACTOR BINDING 
PROTEIN COMPLEX ACIDLABILE CHAIN PRECURSOR (ALS). 
III. 30E-09//121aa//40%//P35858 
C-HEMBA10O3077//SLIT PROTEIN PRECURSOR. //2.60E- 15/ 
/199aa//31%//P24014 10 
C-HEMBA1003096//House 19.5 mRNA, complete cds.//5. 
60E- 1 17//1 139bp//72%//M32486 
C-HEMBA1003098//Homo sapiens NY-REN-6 antigen mRN 
A, partial cds.//6.20E-273//1253bp//99%//AF155096 
C-HEMBA1003136//MANN0SE- 1-PH0SPHATE GUANYLTRANSFER 
ASE (EC 2.7.7.13) (ATP- HANN0SE-1- PHOSPHATE GUANYLY 
LTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE) . 11%. 5 
0E- 5 1 //221aa//33%//P41 940 

C-HEMBA1003148//Homo sapiens mRNA for dachshund pr 
otei n. //0//1583bp//99%//AJ005670 20 
C-HEHBA1003179//PR0BABLE TRNA (5-METHYLAMINOMETHYL 
-2-THIOURIDYLATE) -METHYLTRANSFERASE (EC 2. 1. L 61) . 
//5. 90E-74//134aa//53%//P44551 
C-HEMBA1003199//Homo sapiens chromosome 5 F-box pr 
otein Fbx4 (FBX4) mRNA, complete cds. //8. 50E-87//2 
85bp//90%//AF129534 

C-HEMBA1003235//TR0P0MY0SIN. III. 30E-06//109aa//33% 
//Q02088 

C-HEMBA1003250//PR0TEIN KINASE APK1A (EC 2.7.1.-). 

111. 20E-41//245aa//42%//Q06548 30 

C- HEMBA1 00328 1 //POLI OVI RUS RECEPTOR PRECURSOR. //6. 

00E- 1 l//239aa//32%//P32506 

C-HEMBA1003286//Homo sapiens mRNA for beta-l,4-gal 

actosyl transferase IV. complete cds.//5.40E-229//10 

43bp//99%//AB024436 

C-HEMBA1003291//SNF1-RELATED PROTEIN KINASE KIN10 
(EC 2. 7. 1. -) (AKIN10) . //6. 20E-28//126aa//51V/Q389 
97 

C-HEMBA1003369//CENTR0MERIC PROTEIN E (CENP-E PROT 
EIN) . 111. 00E-08//248aa//23%//Q02224 40 
C-HEMBA1003408//DNA- DIRECTED RNA POLYMERASE II LAR 
GEST SUBUNIT (EC 2.7.7.6) (VERSION 1).//7.80E-13// 
297aa//30%//P18616 

C-HEMBA1003417//Homo sapiens BAG-family molecular 
chaperone regulator- 2mRNA, complete cds.//1.50E-25 
5//1 179bp//99%//AF095192 

C-HEMBA1 0034 1 8//TRI CHOHYALI N. 11%. 70E-19//281aa//31 
%//P37709 

C-HEMBA1003433//Homo sapiens gene for NBS1, coaple 
te cds. //0//51 lbp//94%//AB013139 50 
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C-HEMBA1003538//C0MPLEMENT C1R COMPONENT PRECURSOR 
(EC 3. 4. 21. 41) . //2. 40E-110//242aa//58%//P00736 

C-HEMBA1003545//INSUUN GENE ENHANCER PROTEIN ISL- 

2 (ISLET- 2) . 11%. 80E- 189//360aa//96V/P50480 

C- HEMBA1 003555//NUCLE0TI DE- BI NDI NG PROTEIN (NBP) . / 

12. 10E-68//251aa//52V/P53384 

C-HE1BA1003560//GUANINE NUCLEOTIDE- BINDING PROTEIN 
G(I)/G(S)/G(0) GAMMA- 2 SUBUNIT (G GAMMA-I).//1.20 

E-31//71aa//100%//PI6874 

C-HEMBA1003568//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//7.90E-49//279 
aa//32V/P19474 

C-HEMBA1003569//METASTASIS-ASS0CIATED PROTEIN MTA 
1. //6. 90E-206//445aa//74%//Q13330 
C-HEMBA1003581//TALIN. //4. 40E-45//52aa//98%//P2603 
9 

C- HEMBA1 003591 //CHLOROPLAST 28 KD RI B0NUCLE0PR0TEI 
N PRECURSOR (28RNP) . 114. 40E- 10//1 18aa//35%//P19682 
C-HEHBA1003615//Homo sapiens ART-4 mRNA, complete 
cds. //0//1 713bp//99%//AB0261 25 
C-HEMBA1003617//Homo sapiens ubi qui tin-like produc 
t Chapl/Dsk2 mRNA, complete cds.//6.90E-178//501bp 
//97%//AB015344 

C-HEMBA1003645//TIPD PROTEIN. //2.40E-10//289aa//23 
%//015736 

C-HEMBA1003662//TBX2 PROTEIN (T-BOX PROTEIN 2).// 

1. 20E- 75//1 51aa//99%//Ql 3207 

C- HEMBA1 003679//SI ALI DASE (EC 3.2.1.18) (NEURAMINI 

DASE) (NA) (MAJOR SURFACE ANTIGEN). //1.00E-09//611 

aa//22V/P23253 

C-HEMBA1003680//PUTATIVE AMI NOPEPTI DASE ZK353.6 IN 
CHROMOSOME III (EC 3. 4. 1 1 . -) . III. 40E-92//423aa//4 
7%//P34629 

C-HEMBA1003684//ZINC FINGER PROTEIN 151 (M1Z-1 PRO 
TEIN) . III. 00E-73//526aa//32V/Q13105 
C-HEMBA1003690//HIST0NE DEACETYLASE HDA1.//2. 10E-5 
9//249aa//47%//P53973 

C-HEMBA1003742//H(mo sapiens cleft lip and palate 

transmembrane proteinl (CLPTM1) mRNA, complete cd 

s. III. 70E-44//501bp//67%//AF037339 

C- HEMBA1 003760//HYP0XI A- 1 NDUCI BLE FACTOR 1 ALPHA 

(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) (MEMBER 0 

F PAS PROTEIN 1) (M0P1) (HIF1 ALPHA). //3.70E- 124// 

347aa//55%//Q16665 

C-HEMBA1003773//Mus musculus signal recognition pa 
rticle receptor beta subunit mRNA, complete cds.// 
5. 80E-81//511bp//86%//U17343 
C-HEMBA1003783//Mus musculus bromodomain-containin 
g protein BP75 mRNA, complete cds. //1. 10E-190//120 
4bp//84%//AF084259 
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C-HEMBA1003805//Mus musculus KB domain RNA binding 
protein QKI-5A mRNA, complete cds. //0//988bp//95%/ 
/AF090402 

C-HEMBA1003836//M0B1 PROTEIN (HPS1 BINDER 1).//8.1 
0E-31//134aa//52%//P40484 
C-HEMBA1003866//Mus musculus semaphorin Via mRNA, 
compl ete cds. //1 . 20E- 105//1 192bp//70V/AF030430 
C-HEMBA1003953//ZINC FINGER PROTEIN MFG-1 (ZINC FI 
NGER PROTEIN 58) (FRAGMENT). //3.80E-16//89aa//46%/ 
/P16372 10 
C-HEMBA1004097//Mus musculus putative transcriptio 
n factor mRNA, complete cds.//8. 50E-221//1188bp//7 
8V/AF091234 

C-HEMBA1004131//SEPTIN 2 H0M0L0G (FRAGMENT).// 1.60 
E-166//416aa//72V/Q14141 

C-HEMBA1004168//Homo sapiens geminin mRNA, compl et 

e cds. //3. 90E-208//951bp//99%//AF067855 

C-HEMBA1004199//HYP0THETI CAL HEUCASE K12H4.8 IN C 

HR0M0S0ME III. //8. 40E-60//243aa//39%//P34529 

C- HEMBA 1 004202//RAS- RELATED PROTEIN RAB-13. IIS. 20E 20 

-30//208aa//37%//P51153 

C-BEMBA1004203//NUCLE0LAR PROTEIN N0P2.//1.50E-12/ 
/258aa//29%//P40991 

C-HEMBA1004207//Homo sapiens leptin receptor short 
form (db) mRNA, complete cds. //0//1892bp//99%//U5 
0748 

C-HEMBA1004227//Rattus norvegicus protein phosphat 
ase 2C mRNA, compl etecds. //5. 70E- 21 7//1217bp//88%/ 
/AF095927 

C- HEMBA1 004248//I NSUU N- 1 NDUCED GROWTH RESPONSE PR 30 
OTEIN CL-6 (IMMEDIATE-EARLY PROTEIN CL-6).//2.00E- 
43//98aa//84%//Q08755 

C-HEMBA1004275//Homo sapiens PHD- finger protein (G 
RC5) mRNA, complete cds. //I. 10E-152//1403bp//69%// 
AF043725 

C-HEMBA1004276//Homo sapiens AP-4 adaptor complex 
beta4 subunit mRNA, complete cds. //4.80E-257//738b 
p//99%//AF092094 

C-HEMBA1004286//Homo sapiens TGF beta receptor ass 
ociated protein- 1 mRNA, complete cds. //0//1982bp// 40 
99V/AF022795 

C-HEMBA1004295//Homo sapiens NY- REN- 25 antigen mRN 
A, partial cds.//9.40E-31//381bp//65V/AF155103 
C-HEMBA1004321//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . III. 30E-93//357aa//42%//Q99676 
C-HEMBA1004353//C-MYC BINDING PROTEIN MH-1.//3.00E 
-71//89aa//96%//Q99471 

C- HEHBA1 004354//CHL1 PROTEI N. //9. 90E-26//130aa//42 
%//P22516 

C-HEMBA1004356//H. sapiens MSSP-2 mRNA. //3.00E- 243/ 50 
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/573bp//98%//X77494 

C-HEMBA1004389//Homo sapiens zinc finger DNA bind! 
ng protein 99(ZNF281)mRNA, complete cds. //0//1437 
bp//99%//AF125158 

C-HEMBA1004408//PEPTI DYL- PROLYL CIS-TRANS ISOMERAS 
E 10 (EC 5.2.1.8) (PPIASE) (ROTAMASE) (CYCLOPHIUN 
-10) . III. 20E-32//148aa//52%//P52017 
C-HEMBA1004479//HYP0XIA-INDUCIBLE FACTOR 1 ALPHA 
(HIF-1 ALPHA) (ARNT INTERACTING PROTEI N). //3. 10E- 5 
l//152aa//40%//Q61221 

C-HBIBA1004499//Homo sapiens delta- tubulin mRNA, c 
omplete cds. //3. 40E- 92//483bp//95 V/AF20 1 333 
C-HEMBA1004509//UBIQUITIN CARBOXYL- TERMINAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 4) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQU 
ITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HO 
MOLOG) . //2. 70E-12//200aa//28%//Q13107 
C-HEMBA1004534//Homo sapiens gamma- fil ami n (ABPL) 
mRNA, complete cds.//1.2e-316//1445bp//99%//AF0898 
41 

C-HEMBA1004573//Homo sapiens mRNA for HELG protei 
n. III. 00E-59//483bp//68%//AJ277291 
C-HEHBA1004604//Homo sapiens C0P9 complex subunit 
7a mRNA, complete cds.//0//1612bp//99%//AF193844 
C-HEMBA1004669//S0N PROTEIN (S0N3).//7.30E-17//288 
aa//36%//P18583 

C-HEMBA1004697//MY0SIN HEAVY CHAIN, SMOOTH MUSCLE 
ISOFORM (SMMHC) (FRAGMENT). //2.90E-05//303aa//21%/ 
/P35749 

C- HEMBA1004734//UBI QUI TI N-CONJUGATI NG ENZYME E2-18 
KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LI CASE) (UBI 
QUITIN CARRIER PROTEIN) (PM42).//9.90E-39//143aa// 
52%//P42743 

C-HEMBA1004752//Homo sapiens mRNA for LAK-4p, comp 
lete cds. 1 1 A. 60E-109//650bp//89V/AB002405 
C-HEMBA1004756//Human transporter protein (gl7) mR 
NA, complete cds.//9. 10E-34//515bp//66%//U49082 
C-HEMRA1004758//Homo sapiens transcription factor 
SL1 mRNA, complete cds.//2.60E-246//1249bp//94%//L 
39060 

C-HEHBA1004768//UNE-1 REVERSE TRANSCRIPTASE HOMOL 
OG. //5. 40E-lll//314aa//58%//P08547 
C-HEMBA1004795//CDC4-UKE PROTEIN (FRAGMENT) . //3. 8 
0E-69//198aa//66V/P50851 

C-HEMBA1004847//SIGNAL RECOGNITION PARTICLE 68 KD 
PROTEIN (SRP68) . 11%. 20E-154//317aa//94%//Q00004 
C-HEHBA1004889//Human C3f mRNA, complete cds.//6.7 
0E-24//341aabp//26%//U72515 
C-HEMBA1004929//INTRACELLULAR PROTEIN TRANSPORT PR 
OTEIN US01. III. 50E-05//148aa//24%//P25386 
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C-HEMBA1004930//26S PROTEASOME SUBUNIT S5B (RIAAOO 
72) (HA1357) . //3. 30E-27//65aa//100V/Q16401 
C-HEMBA1004972//NEUR0FI LAMENT TRIPLET H PROTEIN (2 
00 RD NEUROFILAMENT PROTEIN) (NF-H) . //O. 00000096// 
286aa//23%//P12036 

C-HEMBA1004973//ZINC-BINDING PROTEIN A33.//4. 10E-0 
8//121aa//33%//Q02084 

C-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA, 
complete cds. //0//181 3bp//99%//AF041 474 
C-HEMBA1005029//Homo sapiens CGI -13 protein mRNA, 10 
complete cds. //0//1487bp//99V/AFl 32947 
C- HEMBA1 00504 7//RAS- RELATED PROTEIN RAB-24 (RAB-1 
6) . //3. 40E- 101//106aa//98%//P35290 
C-HEMBA1005101//Homo sapiens SYT interacting prote 
in SIP mRNA, completecds. //0//2762bp//99%//AF08056 
1 

C-HEMBA1005201//Bomo sapiens CGI -07 protein mRNA, 
complete cds. //0//1608bp//99%//AF132941 
C-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD 
PROTEIN (SRP68) . Ill . 90E- 179//361aa//95%//Q00004 20 
C-HEMBA1005206//Drosophila simulans anon73Bl gene 
and Su(P) gene.//1.90E-ll//376bp//63%//AJ250308 
C-HEMBA1005219//NUCLEAR PROTEIN SNF7.//5.30E-10//1 
89aa//25%//P39929 

C-HEMBA1005338//Homo sapiens mRNA for matrilin-4, 
partial . //3. 90E-241//1095bp//99%//AJ007581 
C-HEMBA1 005359//ZI NC FINGER PROTEIN 137. III. 90E-85 
//206aa//69V/P52743 

C-HEMBA1005367//Homo sapiens melastatin 1 (MLSN1) 
mRNA, complete cds. //9.00E-77//620bp//74%//AF07178 30 
7 

C-HEMBA1005394//Mus musculus pantothenate kinase 1 
beta (panKlbeta) mRNA, complete cds.//3.90E-126// 
1097bp//75%//AF200357 

C-HEMBA1005423//Bomo sapiens cycl in- dependent kina 
se inhibitor (CDKN2C)mRNA, complete cds. Ill, OOE-21 
3//537bp//99%//AF041248 

C- HEMBA 1 0055 1 3//MALES- ABSENT ON THE FIRST PROTEIN 
(EC 2.3. l.-).//l. 90E- 129//332aa//61%//002193 
C-HEMBA1005528//CCR4-ASS0CIATED FACTOR 1 (CAF1).// 40 
3. 10E-154//285aa//99%//Q60809 
C-HEMBA1005530//Homo sapiens anaphase- promoting cp 
mplex subunit 7 (APC7)mRNA. complete cds.//0//1578 
bp//98%//AF191340 

C-HEMBA1005548//Homo sapiens MAFB/Kreisler basic r 
egion/leucine zipper transcription factor (MAFB) m 
RNA, complete cds.//1.00E-220//1014bp//99%//AF1341 
57 

C-HEMBA1005558//NUCLEAR PROTEIN SNF7.//6.40E-16//1 
70aa//31%//P39929 50 
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C-HEMBA1005576//Mus musculus mRNA for plexin 2, co 
mplete cds. //1 . 20E- 122//870bp//82%//D86949 
C-HEMBA1005581//Homo sapiens SLI T2 (SU L2) mRNA, c 
omplete cds. //0//1 721bp//100%//AFl 33270 
C-HEMBA1005582//TR0P0MY0SIN 1, NON-MUSCLE ISOFORM 
(TROPOMYOSIN II) (CYTOSKELETAL TROPOMYOSIN). //0. 00 
000009//213aa//27%//P09492 

C-HEMBA1005595//DYNEIN HEAVY CHAIN, CYTOSOUC (DYH 
C) . III. 30E-54//562aa//29%//P34036 
C-HEMBA1005621//Homo sapiens Mad2-like protein mRN 
A, complete cds. //8. OOE-21 l//962bp//99%//AF072933 
C-HEMBA1005666//Homo sapiens mRNA for DIPB protei 
n. //8. 60E- 147//685bp//99%//AJ249128 
C-HEMBA1005699//EPHRIN-B3 PRECURSOR (EPH- RELATED R 
ECEPTOR TYROSINE KINASE LIGAND 8) (LERK-8) (EPH-RE 
LATED RECEPTOR TRANSMEMBRANE LIGAND ELK-L3). //2. 10 
E-37//98aa//81%//Q15768 

C- HEMBA1 005737//CALCI NEURI N B SUBUNIT (PROTEIN PHO 
SPHATASE 2B REGULAT0RYSUBUNIT).//4.40E-17//167aa// 
34%//P25296 

C-HEMBA1005815//CALPAIN, LARGE [CATALYTIC] SUBUNIT 
(EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTEI 
NASE) (CANP) (MU/M-TYPE).//2.00E-36//342aa//33%//P 
00789 

C-HEMBA1005931//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//5.60E-15//76aa//51%//P51522 
C-HEMBA1005990//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds. //0//2371bp//100%//AF 
082516 

C-HEMBA1006031//Homo sapiens mRNA for putative pho 
spholipase, complete cds.//0//1413bp//99%//AB01943 
5 

C-HEMBA1006038//UKNIN ALPHA- 5 CHAIN (FRAGMENT)./ 

/3. 10E-33//81aa//64%//Q6100l 

C- HEMBA 1006067//Homo sapiens squamous cell carcino 

ma antigen recognizedby T cell (SART-2) mRNA, comp 

lete cds. 11%. 20E-12//297bp//64%//AF098066 

C-HEMBA1006130//SEL- 10 PROTEIN. HQ. 000000043//219a 

a//25%//Q93794 

C-HEMBA1006158//Homo sapiens transcription factor 
forkhead-like 7 (FKHL7) gene, complete cds.//0//15 
51bp//99%//AF048693 

C-HEMBA1006198//PR0LINE-RICH PROTEIN MP-2 PRECURSO 
R. Ill . 90E- 1 9//2 1 5aa//39%//P051 42 
C-HEMBA1006248//ZINC FINGER PROTEIN MFG-1 (ZINC FI 
NGER PROTEIN 58) (FRAGMENT). //8.60E-23//1 5 laa//37% 
//P16372 

C-HEMBA1006253//DNA-DAMAGE- REPAIR/TOLERATION PROTE 
IN DRT111 PRECURSOR. //0.00000002//62aa//53%//P4269 
8 
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C-HEMBA1006268//Homo sapiens HQ0024c mRNA, complet 
e cds. //3. 50E-157//845bp//92%//AF073836 
C-HEMBA1006272//RETR0VIRUS-RELATED PROTEASE (EC 3. 
4. 23. -) . //I. 30E-123//200aa//73%//P10265 
C-HEMBA1006278//P0LY(A) POLYMERASE (EC 2.7.7.19) 
(PAP) (POLYNUCLEOTI DE ADENYLYLTRANSFERASE) . //I . OOE 
-210//490aa//77%//P25500 

C- HEKBA 1 006283//NUCLEAR POLYADENYLATED RNA-BINDING 
PROTEIN NAB2. //O. OOOOOOOl 2//176aa//30%//P32505 
C-HEMBA1006291//2-ARYLPR0PI0NYL-C0A EPIMERASE (EC 10 
5. -.-.-)• //4. 20E- 12//215aa//23%//P70473 
C-HEMBA1006309//Homo sapiens aspartyl aminopeptida 
se mRNA, complete cds.//5.30E-169//774bp//100%//AF 
005050 

C-HEMBA1006310//Rattus norveglcus cytosolic sortin 
g protein PACS-la (PACS-1) mRNA, complete cds.//3. 
70E-225//1 189bp//88%//AF076183 
C-HEMBA1006344//RADIXIN. //1. 50E-31//333aa//28%//P2 
6043 

C-HEMBA1006347//MALES-ABSENT ON THE FIRST PROTEIN 20 
(EC 2. 3. 1. -) . //1. 60E-130//332aa//62%//002193 
C-HEHBA1006359//ZINC FINGER PROTEIN 43 (ZINC PROTE 
I N HTF6) . //3. 50E- 105//381aa//54%//P28160 
C-HEMBA1006398//Human LI element LI. 6 putative pl5 
0 gene, complete cds.//2.00E-277//1729bp//85V/U93 
563 

C-HEMBA1006445//Homo sapiens putative tumor supres 
sor N0EY2 mRNA, complete cds.//1.40E-270//1224bp// 
100V/U96750 

C-HEMBA1006474//40 KD PROTEI N. //1 . 40E-39//292aa//3 30 
4%//Q01552 

C- HEMBA1006485//PUR0MYCI N-SENSI TIVE AMI NOPEPTI DASE 
(EC 3.4.11.-) (PSA).//1.90E-81//153aa//97%//P5578 

6 

C-HEMBA1006507//DIAPHAN0US PROTEIN H0M0L0G 2.//1.4 
0E-46//316aa//32%//060879 

C-HEMBA1006521//3-0X0ACYL-[ACYL-CARRIER PROTEIN] R 
EDUCTASE (EC 1.1.1.100) (3-KETOACYL- ACYL CARRIER 
PROTEIN REDUCTASE) . //4. 00E-33//177aa//42%//P25716 
C-HEMBA1006559//Mus musculus PRAJA1 (Prajal) mRNA, 40 
complete cds.//2.80E-206//1107bp//83%//U06944 ' 
C-HEMBA1006583//Drosophila melanogaster Scribble 
(scrib) mRNA, completecds.//l. 70E-63//1002bp//65%/ 
/AF190774 

C- HEMBA 1 006624//DNA/PANT0THENATE METABOLISM FLAVOP 
ROTEIN H0M0L0G. //0. 00000069//109aa//38%//Q58323 
C-HEMBA1006650//ARP2/3 COMPLEX 20 KD SUBUNIT (P20- 
ARC) . //9. 00E-40//1 13aa//82%//0 15509 
C-HEMBA1006652//60S RIBOSOMAL PROTEIN L7.//2.40E-4 
4//206aa//47%//P14148 50 
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C- HEMBA1 006708/ /HYPOTHETI CAL 46.4 KD TRP-ASP REPEA 
TS CONTAINING PROTEI NIN PMC1-TFG2 INTERGENIC REGIO 
N. //3. 30E-22//241aa//31%//P53196 
C-HEMBA1006737//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN 
B) (ANKYRIN, NONERYTHROID) (FRAGMENT) . //0. 00000004 
3//1 1 laa//40%//Q01485 

C-HEMBA1006758//Homo sapiens protocadherin beta 13 
(PCDH-betal3) mRNA, complete cds. //0//1832bp//91% 
//AF152492 

C-HEMBA1006807//Homo sapiens mRNA for SP0P.//5.70E 

- 125//1 109bp//75%//AJ000644 

C- HEMBA1 006877//0XYSTER0L- BI NDI NG PROTEIN. 111. OOE- 

59//378aa//39%//P16258 

C-HEMBA1006885//Homo sapiens gene for Proline synt 
hetase associated, complete cds. //0//1467bp//96%// 
AB018566 

C-HEMBA1006914//Human anthracycline- associated res 
istance ARX mRNA, complete cds.//0//1837bp//99%//U 
35832 

C-HEMBA1006941//Homo sapiens PKCq- interacting prot 
ein PICOT (PI COT) mRNA, complete cds.//2. 10E-271// 
1234bp//99%//AFl 18649 

C-HEMBA1006973//Homo sapiens rab3-GAP regulatory d 
omainmRNA, complete cds.//5.60E-143//740bp//94%// 
AF004828 

C-HEMBA1006976//H. sapiens mRNA for Gal -beta (1-3/1- 
4)GlcNAc alpha-2. 3- sialyl transferase. III. 90E-80//4 
47bp//89%//X74570 

C-HEHBA1007018//DYNEIN LIGHT INTERMEDIATE CHAIN 1, 
CYTOSOLIC (UC57/59)(DYNEIN LIGHT CHAIN A) (DLC- 
A) . 111. 40E- 188//391aa//89%//Q90828 
C-HEMBA1007087//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //8. 30E-27//253aa//30%//Q10568 
C-HEMBA1007121//Homo sapiens bisphosphate 3'-nucle 
otidase mRNA, completecds.//l. 70E- 252//1 1 18bp//92% 
//AF125042 

C-HEMBA1007151//Homo sapiens synphilin 1 mRNA, com 
plete cds.//0//1900bp//99%//AF076929 
C-HEMBA1007174//Homo sapiens epsin 2b mRNA, comple 
te cds. //3. 80E-271//642bp//99%//AF062085 
C-HEMBA1007194//Homo sapiens origin recognition co 
mplex subunit 6 (0RC6)mRNA, complete cds.//0//1588 
bp//99%//AF139658 

C-HEMBA1007224//Homo sapiens SUMO- 1 -specific prote 
ase (SSP1) mRNA, complete cds. //0//1590bp//99%//AF 
196304 

C-HEMBA1007243//Chinese hamster hprt mRNA. complet 
e cds. //2. 00E-58//650bp//70V/J00060 
C-HEMBA1007251//Homo sapiens F-box protein FBX29 
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(FBX29) mRNA, partial cds.//5.00E-58//330bp//95%// 
AF1 76707 

C-HEMBA1007300//Homo sapiens 3', 5' -cyclic nucleoti 
de phosphodiesterase 10A1 (PDE10A) mRNA, splice va 
riant 1, complete cds.//0//15i9bp//99V/AF127479 
C- HEMBA1 00730 1 //COLLAGEN ALPHA l(III) CHAIN (FRAGM 
ENT) . IIS. 20E-18//115aa//33%//P13941 
C-HEMBB1000036//Homo sapiens CGI-51 protein mRNA, 
complete cds. //0// 1 66 5bp//99%// AF 1 5 1 809 
C-HEMBB1000037//Homo sapiens erythroblast macropha 10 
ge protein EMP mRNA, complete cds.//2.80E-187//158 
2bp//80V/AF084928 

C-HEMBB1000083//MY0SIN LIGHT CHAIN KINASE, SMOOTH 
MUSCLE AND NON-MUSCLEISOZYMES (EC 2.7.1.117) (MLC 
R) [CONTAINS: TEL0RIN].//1.90E-22//426aa//25%//Pll 
799 

C-HEMBB1000119//Homo sapiens ASMTL gene. //0//1 891b 
p//99%//Y15521 

C-HEMBB1000144//GUANYLATE CYCLASE ACTIVATING PROTE 
IN 2 (GCAP 2) (RETINALGUANYLYL CYCLASE ACTIVATOR P 20 
ROTEIN P24) . //1. 40E- 24//71 aa//77%//P5 1 1 77 
C-HEMBB1000217//Homo sapiens SUMO- 1 -activating enz 
yme El N subunit (SUA1) mRNA, complete cds.//0//10 
38bp//99%//AF090385 

C-HEMBB1000226//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP- DEPENDENT RNA HELICASE EEED8.5.//2. 70E-12//112 
aa//47%//Q09530 

C-HEMBB1000264//CHL1 PROTEI N. //9. 50E- 19//104aa//45 
%//P22516 

C-HEMBB1000266//HYP0THETICAL 54.5 KD TRP-ASP REPEA 30 
TS CONTAINING PROTEI NZC302. 2 IN CHROMOSOME V.//6.1 
0E-09//242aa//26%//Q23256 

C-HEMBB100031 7//FI BULI N- 1 , ISOFORM D PRECURSOR.// 
7. 10E-62//458aa//35%//P37888 
C-HEMBB1000593//Homo sapiens transferrin receptor 
2 alpha (TFR2) mRNA, complete cds.//1.30E-107//503 
bp//99%//AF067864 

C-HEMBB1000631//L0NGEVin- ASSURANCE PROTEIN 1 (LON 
GEVITY ASSURANCE FACTOR l).//4. 10E-19//232aa//28%/ 
/P78970 40 
C-HEMBB1000632//GUANINE NUCLEOTIDE RELEASING PROTE 
IN (GNRP) . 111. 20E-28//273aa//31%//P27671 
C-HEMBB1000693//Homo sapiens neuroanl mRNA, cample 
te cds. //0//2952bp//94%//AF040723 
C-HEMBB1000725//Rattus norvegicus GTPase Rab8b (Ra 
b8b) mRNA, complete cds.//6.20E-130//692bp//93%//U 
53475 

C-HEMBB1000763//Homo sapiens CGI -89 protein mRNA, 
complete cds. //0//1676bp//96%//AF151847 
C-HEMBB1000781//Homo sapiens mitogen-activated pro 50 
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tein kinase kinase kinase MEKK2 mRNA, complete cd 
s. III. 20E-126//613bp//97%//AF111105 
C-HEMBB1000789//PUTATIVE 90.2 KD ZINC FINGER PROTE 
IN IN CCA1-ADK2 INTERGENIC REGION. //5. 10E-54//232a 
a//43%//P39956 

C-HEMBB1000831//Homo sapiens breast cancer nuclear 
receptor-binding auxiliary protein (BRX) mRNA, co 
mplete cds. 115. 80E-60//301bp//99%//AF126008 
C-HEMBB1000915//SUBTI U SI N-LI KE PROTEASE PACE4 PRE 
CURSOR (EC 3. 4. 21. -) . III. 10E-08//129aa//31%//P2912 
2 

C-HEMBB1000927//Homo sapiens A-type potassium chan 
nel modulatory protein2 (RCHIP2) mRNA, complete cd 
s. Ill . 30E- 126//592bp//99%//AF199598 
C-HEMBB1000947//Homo sapiens clone HAW100 putative 
ribonuclease III mRNA, complete cds. //0//2292bp// 
99%//AFl 16910 

C-HEMBB1000973//Mus musculus schlafen3 (Slfn3) mRN 
A, complete cds.//3.40E-120//580bp//67%//AF099974 
C-HEMBB1000985//MIPP PROTEIN (MURINE IAP-PROMOTED 
PLACENTA-EXPRESSED PROTEIN) . 11%. 60E- 18//178aa//30% 
//P28575 

C-HEMBB1001011//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.40E-73//230aa//45%//P51523 
C-HEMBB1001056//PR0LI FERATI NG-CELL NUCLEOLAR ANTIG 
EN P120 (PROU FERATI ON- ASSOCI ATED NUCLEOLAR PROTEI 
N P120) . 111. 90E- 19//264aa//34%//P46087 
C-HEMBB1001058//Homo sapiens neuronal thread prote 
in AD7C-NTP mRNA, complete cds//3.60E-52//331bp//8 
0%//AF010144 

C-HEMBB1001068//Homo sapiens liprin-beta2 mRNA, pa 
rti al cds. 111. 40E-307//I447bp//97%//AF034803 
C-HEMBB1001112//Homo sapiens sec61 homolog mRNA, c 
omplete cds. IIS. 00E-145//961bp//83%//AF077032 
C-HEMBB100U37//Homo sapiens mRNA for putative pho 
spholipase, complete cds. //0//3069bp//99%//AB01943 
5 

C-HEMBB1001151//Rattus norvegicus golgi stacking p 
rotein homolog GRASP55mRNA, complete cds.//4. 20E-2 
10//1835bp//76%//AF110267 

C-HEMBB1001175//ANKYRIN. 111. 00E-ll//169aa//31%//Q0 
2357 

C-HEMBB1001234//65 RD YES- ASSOCI ATED PROTEIN (YAP6 
5) . 115. 40E-93//196aa//54%//P46938 
C-HEMBB1001242//Hamo sapiens topoisomerase- related 
function protein (TRF4-2) mRNA, partial cds.//1.8 
0E-284//713bp//100%//AF089897 
C-HEMBB1001282//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 
(ERYTHROCYTE ANKYRIN) . 111. 00E-43//394aa//34%//P161 
57 
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C- HEMBB1 00 1 288//C0PPER HOMEOSTASIS PROTEIN CUTC.// 

7. 80E-46//163aa//51%//P46719 

C- HEMBB1 001 294//GTP-BI NDI NG PROTEIN TC10.//1.20E-7 

9//196aa//80%//P17081 

C-HEMBB1001314//Mus musculus Olf-l/EBF-like-3 tran 
script! on factor (O/E-3) mRNA, complete cds.//1.30 
E- 1 29//724bp//86%//U92703 

C-HEMBB1001331//Mus musculus mRNA for hepatoma-der 
ived growth factor, complete cds, strain: BALB/c.// 
2. 10E-65//458bp//79%//D63850 10 
C-HEMBB1001339//DXS8237E PR0TEI N (FRAGMENT) . //4. 60 
E-06//124aa//37%//P98175 

C-HEMBB1001346//Homo sapiens phenyl alanine- tRNA sy 
nthetase (FARS1) mRNA, nuclear gene encoding aitoch 
ondrial protein, complete cds. //1. 10E-58//292bp//9 
9V/AF097441 

C-HEMBB1001384//Homo sapiens C0P9 complex subunit 
4 mRNA, complete cds. //0//1586bp//99%//AFl 00757 
C-HEMBB1001429//Homo sapiens leucine aminopeptidas 
e mRNA, complete cds. //0//1933bp//99%//AF06 1738 20 
C-HEMBB1001443//Rattus norvegicus pyruvate dehydro 
genase phosphatase isoenzyme 1 mRNA, complete cds. 
//3. OOE-130//553bp//86%//AF062740 
C-HEMBB1001482//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//2. 10E-57//941aa//27%//Q0 
5481 

C-HEMBB1001562//CYUCIN II (MULTIPLE- BAND P0LYPEPT 
IDE II) . //L 40E-06//373aa//21%//Q28092 
C-HEMBB1001564//VACU0LAR ATP SYNTHASE SUBONIT H (E 
C 3.6.1.34) (V-ATPASEH SUBUNIT) (V-ATPASE M9.2 SUB 30 
UNIT) (9.2 KD MEMBRANE ACCESSORY PROTEIN). //9.60E- 
32//80aa//78%//015342 

C-HEMBB1001673//Homo sapiens gene for new zinc fin 
ger protein, completecds.//0//1919bp//99%//AB01277 
0 

C-HEMBB1001 736/ /EURARY0TI C TRANSLATION INITIATION 
FACTOR 3 SUBUNIT 9 (EIF3 P116) (EIF3 P110).//4.60E 
-15//391aa//25%//P55884 

C- HEMBB 1 00 1 749//TRANSCRI PTI ONAL ACTIVATOR GCN5.// 
1 . 70E- 16//84aa//47%//Q03330 40 
C-HEMBB1001802//Human desmin mRNA, complete cds.// 
0//1523bp//98%//U59167 

C-HEMBB1001831//Homo sapiens PAM C00H- terminal int 
eractor protein 1 (PCIP1) mRNA, complete cds.//0// 
1514bp//99%//AF056209 

C-HEMBB1001839//GASTRULA ZINC FINGER PROTEIN XLCGF 
42. 1 (FRAGMENT) . //6. 90E- 1 l//87aa//35V/P18720 
C- HEMBB 1 00 1 8 7 1 //BONE/CARTI LAGE PROTEOGLYCAN I PREC 
URSOR (BIGLYCAN) (PG-Sl).//5.40E-75//241aa//48%//P 
47853 50 



^§3 2002-191363 
4396 

C- HEMBB 1 00 1 872//CELL SURFACE GLYCOPROTEIN EMR1 PRE 
CURSOR (EMR1 HORMONE RECEPTOR) (CELL SURFACE GLYCO 
PROTEIN F4/80) . //L 90E- 22//2 1 0aa//27%//Q6 1 549 
C-HEMBB1001905//TRICHOHYALIN. III. 10E-10//268aa//27 
%//P37709 

C-HEMBB1001908//Human monocytic leukaemia zinc fin 
ger protein (MOZ) mRNA, complete cds.//1.60E-131// 
874bp//86%//U47742 

C-HEMBB1001915//UBIQUITIN CARBOXYL-TERMI NAL HYDROL 
ASE 64E (EC 3. 1. 2. 15) (UBIQUITIN THIOLESTERASE 64E) 
(UBI QUI TIN-SPECIFIC PROCESSING PROTEASE 64E) (DEU 
BIQUITINATING ENZYME 64E).//6.90E-132//561aa//50%/ 
/Q24574 

C-HEMBB1001950//PR0BABLE OXYGEN- INDEPENDENT COPROP 
ORPHYRINOGEN III OXIDASE (EC 1. -.-.-) (COPROPORPHY 
RINOGENASE) (COPROGEN 0XIDASE).//1.60E-41//370aa// 
31%//P54304 

C-HEMBB1002042//CYTOCHROME P450 4C1 (EC 1.14.14.1) 
(CYPIVC1) . //2. 70E-49//139aa//55%//P29981 
C-HEMBB1002044//Mus musculus mRNA for vascular cad 
herin-2. //0//3562bp//81%//Y08715 
C- HEMBB1 002 1 34//ZI NC- FI NGER PROTEIN NEUR0-D4. //8. 1 
0E-56//176aa//67%//P56163 

C-HEMBB1002193//TYR0SINE-PR0TEIN KINASE RECEPTOR T 
YR03 PRECURSOR (TYROSINE- PROTEIN KINASE RSE) (TYRO 
SINE-PROTEIN KINASE DTK) (TK19-2).//8.70E-61//77aa 
//74%//P55144 

C-HEMBB1002217//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7) . 111. 10E-132//399aa//44%//Q 
05481 

C-HEMBB1002266//NEUR0NAL PROTEIN. //2. 10E-46//121aa 
//76%//P41737 

C-HEMBB1002342//Homo sapiens PKCq- interacting prot 
ein PICOT (PI COT) mRNA, complete cds.//1.50E-229// 
1045bp//99%//AFl 18649 

C-HEMBB1002442//LIN-10 PROTEIN. //9. 70E-14//121aa// 
31%//P34692 

C-HEMBB1002477//Human Grb2-associ ated binder- 1 mRN 
A, complete cds.//7.70E-258//774bp//99%//U43885 
C-HEMBB1002510//GYP7 PROTEIN. //3. 10E-50//192aa//42 
%//P48365 

C-HEMBB1002550//HYP0THETI CAL UOG-1 PROTEIN. //5.00E 
-28//266aa//33%//P27544 

C-HEMBB1002600//Homo sapiens tetraspan NET- 5 mRNA, 
complete cds.//0//1417bp//99V/AF089749 
C-HEMBB1002607//Homo sapiens vitamin D3 receptor i 
nteracting protein (DRIP80) mRNA, complete cds.// 
2. OOE-136//660bp//98V/AF105421 
C-HEMBB1002705//Hoio sapiens CGI -27 protein mRNA, 
complete cds. //7. 80E-285//841bp//96%//AF132961 
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C- MAMMA 1 000020//H . sapiens mRNA for flavin- contain! 
ng monooxygenase 5 (FM05).//8.20E-198//868bp//99%/ 
/Z47553 

C-MAMMA1000045//ENV P0LYPROTEIN [CONTAINS: SURFACE 
PROTEIN GP85; MEMBRANE PROTEIN GP37] . //1 . 90E-07// 
249aa//27%//P03396 

C-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN 
1 (TES1) ] . Ill . 50E-90//323aa//48%//P47226 
C-MAMMA1000085//PUTATIVE CYSTEINYL-TRNA SYNTHETASE 
C29E6.06C (EC 6.1.1.16) (CYSTEINE- TRNA LI CASE) 10 
(CYSRS) . Ill, 10E-90//427aa//39%//Q09860 
C-MAMMA1000173//Homo sapiens src homology 3 domain 
-containing protein HIP-55 mRNA, complete cds.//2. 
60E- 164//1044bp//87V/AF197060 
C-HAMMA1000183//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//3.40E-134//359aa//63%//P51523 
C-MAMMA1000284//P.walti mRNA for rnp associated pr 
otein 55. 111. 20E-109//864bp//76%//X99836 
C-MAMMA1000388//Bomo sapiens UKLF mRNA for ubiqult 
ous Rruppel like factor, complete cds.//0//1466bp/ 20 
/99%//AB015132 

C- MAMMA1 0004 1 6/ /HYPOTHETI CAL 32.0 KD PROTEIN C09F 
5. 2 I N CHROMOSOME III. 111. 00E-30//1 19aa//53%//Q092 
32 

C-MAMMA10Q0612//Homo sapiens G protein beta subuni 
t mRNA, partial cds.//8.30E-178//1992bp//84V/AF19 
5883 

C-MAMMA1000625//GYP7 PROTEIN. III. 10E-41//198aa//40 
%//P48365 

C-MAMMA1000672//VI TELLOGENI C CARBOXYPEPTIDASE PREC 30 
URSOR (EC 3.4.16.-).//4.40E-33//250aa//33%//P42660 
C-MAMMA1000684//Homo sapiens opioid growth factor 
receptor mRNA, complete cds. //0//2391bp//99V/AF17 
2451 

C- MAMMA1 0007 1 3//L- RI BULOKI NASE (EC 2. 7. 1. 16) . 111. 7 
0E-17//246aa//29%//P94524 

C- MAMMA 1 00073 1 //CHROMODOMAI N- HELI CASE- DNA- BI NDI NG 
PROTEIN 1 (CHD-l).//1.00E-77//395aa//45%//014646 
C-MAMMA1000734//Homo sapiens mRNA for SEC63 protei 
n. //0//1587bp//99%//AJ011779 40 
C- MAMMA 1 000738//HYP0THETI CAL 116.5 KD PROTEIN C20G 
8.09C IN CHROMOSOME L//9.00E-299//1033aa//55%//P8 
7115 

C-MAMMA1000824//ACTIN. //6. 20E-20//284aa//28V/P535 
00 

C- MAMMA 1 00084 1 //PUTATI VE AMIDASE (EC 3.5. 1.4). 111. 
80E-40//101aa//54%//027540 

C-MAMMA1000897//INTER-ALPHA- TRYPSIN INHIBITOR HEAV 
Y CHAIN H3 PRECURSOR (ITI HEAVY CHAIN H3) (SERUM-D 
ERIVED HYALURONAN-ASSOCIATED PROTEIN) (SHAP).//1.0 50 



BB 2002-191363 
4398 

0E-141//576aa//37%//QO6O33 
C-MAMMA1000956//Hamo sapiens CLDN8 gene for claudi 
n-8. //0//1767bp//99%//AJ25071 1 
C-MAMMA1001008//Homo sapiens aspartic-like proteas 
e mRNA, complete cds.//2.50E-276//1263bp//99%//AFl 
17892 

C-MAMMA100103O//LUTR0PI N-CHORI OGONADOTROPI C HORMON 
E RECEPTOR (LH/CG-R) (LSH-R) (LUTEINIZING HOROMINE 
RECEPTOR) (FRAGMENT) . Ill . 20E-26//276aa//28%//Q906 
74 

C-MAMMA1001038//MY0SIN LIGHT CHAIN KINASE, SMOOTH 
MUSCLE AND NON-MUSCLEISOZYMES (EC 2.7.1.117) (MLC 
K) [CONTAINS: TEL0KIN].//2.60E-107//190aa//95%//Ql 
5746 

C- MAMMA1 00 1 04 1 //SPECTRI N BETA CHAIN, BRAIN (SPECTR 
IN, NON-ERYTHROID BETACHAIN) (FODRIN BETA CHAIN) 
(SPTBN1) . Il\ . 60E- 16//1 13aa//41%//Q01082 
C-MAMMA1001059//Homo sapiens mRNA for DEAD Box Pro 
tein 5.//0//1440bp//99V/AJ237946 
C-MAMMA1001075//Homo sapiens CGI -72 protein mRNA, 
complete cds. III. 30E-181//397bp//98%//AF151830 
C-MAMMA1001080//Homo sapiens SNC73 protein (SNC73) 
mRNA, complete cds.//1.6e-312//1596bp//94%//AF067 
420 

C-MAMHA1001105//0V0 PROTEIN (SHAVEN BABY PROTEIN). 
//4. 00E-49//125aa//68%//P51521 
C-MAMMA1001139//SRE-2 PROTEIN. 115. 80E-35//239aa//3 
8%//Q09273 

C-MAMMA1001181//ABC1 PROTEIN H0M0L0G PRECURSOR.// 
1. 30E-07//81aa//45%//Q92338 
C-MAMMA1001198//Homo sapiens epsl5R mRNA, partial 
cds. //0//2253bp//99%//AB015346 
C-MAMMA1001222//EBNA-2 NUCLEAR PROTEIN. //6.60E- 09/ 
/255aa//29%//P12978 

C-MAMHA1001259//Mus musculus F-box protein FBX18 m 
RNA, partial cds.//2.30E-271//1414bp//89%//AF18427 
5 

C-MAMMA1001260//HYP0THETICAL 97.1 KD PROTEIN R05D 
3.4 IN CHROMOSOME III.//2. 10E-52//630aa//30%//P345 
37 

C-MAMMA1001305//RH0-GTPASE-ACTIVATING PROTEIN 1 (G 
TPASE-ACTIVATING PROTEIN RHOGAP) (RHO- RELATED SMAL 
L GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE-ACTIVATI 
NG PROTEIN) (P50-RHOGAP).//2.20E-98//283aa//63%//Q 
07960 

C-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BC 
GF- 12 KD) . //O. 000000017//46aa//60%//P20931 
C-MAMMA1001388//LEUCINE-RICH ALPHA- 2- GLYCOPROTEIN 
(LRG) . //1. 40E-165//312aa//99%//PO2750 
C-MAMMA1001476//URIDINE KINASE (EC 2.7.1.48) (URID 
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INE M0N0PR0SPH0KINASE) (FRAGMENT) . 116. 50E-129//260a 
a//92%//P52623 

C- HAHMA 1 00 1 50 1 //CALPAI N l t LARGE [CATALYTIC] SUBUN 
IT (EC 3.4.22.17) (CALCI DM- ACTIVATED NEUTRAL PROTE 
INASE) (CANP) (MU-TYPE).//5.70E-55//86aa//97V/P07 
384 

C-MAMMA1001576//Human gamma- tubulin mRNA, complete 
cds. 111. 50E- 276//1 561bp//90%//M61 764 
C-MAMMA1001627//Homo sapiens mRNA for transcriptio 
n factor TBX6. IIS. 20E- 189//871bp//99%//AJ007989 10 
C-MAMMA1001633//ZINC FINGER PROTEIN 165. //6. 30E-39 
// 1 60aa//55%//P499 1 0 

C-MAMMA1001679//F-ACTIN CAPPING PROTEIN BETA SUBUN 
IT (CAPZ).//0.00000058//29aa//100%//P47756 
C-MAMMA1001730//Homo sapiens brain and nasopharyng 
eal carcinoma susceptibility protein NSG-x mRNA, p 
artial cds. //0//1603bp//99%//AF095687 
C-MAMMA1001735//TUBULIN BETA- 5 CHAIN (BETA- TUBULIN 
CLASS-V) . 115. 90E-240//445aa//97%//P09653 
C-MAMMA1001743/A BOX BINDING PROTEIN-1 (Y-BOX TRA 20 
NSCRIPTION FACTOR) . 11%. 50E-32//171aa//36%//P21573 
C-MAMMA1001751//Homo sapiens tandem pore domain po 
tassium channel "MK-2(KCNR6) mRNA, complete cds./ 
/0//2332bp//99%//AFl 17708 

C-MAMMA1001754//Homo sapiens Vacuolar proton pump 
subunit SFD alpha isoform mRNA, complete cds.//0// 
1987bp//99%//AFl 12204 

C-MAMMA1001768//CELL DIVISION CYCLE PROTEIN 48 HOM 
OLOG HJ1 156. //3. 80E-45//351aa//38%//Q58556 
C-MAMMA1001771//M.musculus mRNA for semaphorin B./ 30 
12. 60E-200//1272bp//79%//X85991 
C-MAMMA1001820//Rattus norvegicus mRNA for PAG608 
gene. III. 30E-198//1157bp//80%//Y13148 
C-MAMMA1001837//ZINC FINGER PROTEIN 29 (ZFP-29).// 
2. 60E-77//507aa//38V/Q07230 
C-MAMMA1001868//TRICBOHYAUN. III. 70E- 19//359aa//25 
%//P22793 

C-MAMMA1002143//Homo sapiens Cdc42 effector protei 
n 4 mRNA, complete cds.//1.70E-252//1170bp//99%//A 
F099664 40 
C-MAMMA1002170//40S RIB0S0MAL PROTEIN S2 (S4) (LLR 
EP3 PROTEIN) . //6. 00E-66//157aa//70%//P15880 
C-MAMMA1002198//THIOREDOXIN PEROXIDASE 1 (THI0RED0 
XIN-DEPENDENT PEROXIDEREDUCTASE 1) (THIOL- SPECIFIC 
ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURALKI LLER C 
ELL ENHANCING FACTOR B) (NKEF-B).//5.20E-61//60aa/ 
/90%//P32119 

C-MAMMA1002219//Rattus norvegicus rexo70 mRNA. com 
pi ete cds. Ill . 30E- 181//861bp//98%//AF032667 
C-MAMMA1002236//TRANSLATI ON INITIATION FACTOR EIF- 50 
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2B GAMMA SUBUNIT (EIF-2B GDP-GTP EXCHANGE FACTOR). 
IIS. 80E-217//310aa//86%//P70541 
C-MAMMA1002268//Mus musculus sphingosine kinase (S 
PHKla) mRNA, partial cds.//1.00E-190//1624bp//76%/ 
/AF068748 

C-MAMMA1002297//Homo sapiens mRNA for Rab6 GTPase 
activating protei n.//l. 10E-214//881bp//97V/AJ0116 
79 

C-MAMMA1002329//M. musculus mRNA for semaphorin B./ 
/3. 80E-45//332bp//84%//X85991 
C-MAMMA1002351//Mus musculus dynactin subunit p25 
(p25) mRNA, complete cds.//4.30E-119//773bp//86%// 
AF190795 

C- MAMMA1 002385//RI B0PCLE0PR0TEI N RB97D. III. 50E-07 
//206aa//29%//Q02926 

C-MAMMA1002428//LYS0S0ME MEMBRANE PROTEIN II (LIMP 
II) (85 KD LYSOSOMALMEMBRANE SI AL0GLYC0PR0TEI N) 
(LGP85) (CD36 ANTIGEN- LIKE 2).//l. 10E-24//96aa//68 
%//Q14108 

C-MAMMA1002470//PR0BABLE NH (3) -DEPENDENT NAD(+) SY 
NTHETASE (EC 6.3.5. l).//1.00E-ll//128aa//36V/P476 
23 

C-MAMMA1002485//Homo sapiens stannlocalcin- related 
protein mRNA, complete cds. //0//1822bp//99%//AF09 
8462 

C-MAMMA1002524//HYP0THETI CAL 117.8 KD PROTEIN IN S 
TE2-FRS2 INTERGENIC REGION. III. 20E-34//337aa//31%/ 
/P43571 

C-MAMMA1002530//Homo sapiens cytosolic phospholipa 
se A2 gamma (cPLA2 gamma) mRNA, complete cds.//0// 
191 0bp//99%//AF06521 4 

C-MAMMA1002573//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1. 3) (GLUCAN 1 , 4- ALPHA- GLUCOSI DASE) (1 , 4- ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . 112. 60E- 19//666aa//23%/ 
/P08640 

C-MAMMA1002617//ZINC FINGER PROTEIN 135. 111. 60E-89 
//252aa//57%//P52742 

C-MAMMA1002619//PR0BABLE UBIQUITIN CARBOXYL-TERMIN 
AL HYDROLASE K02C4.3 (EC 3.1.2.15) (UBIQUITIN THIO 
LESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME). //9.50E-16//159aa//37 
%//Q09931 

C-MAMMA1002622//VILLIN. 111. 20E-35//53aa//64%//P026 
40 

C-MAMMA1002637//KINESIN LIGHT CHAIN (KLC).//1.30E- 
198//550aa//70%//Q07866 

C-MAMMA1002650//Mus musculus 0DA-8S protein mRNA, 
complete cds. 115. 40E-57//480bp//68%//AFl 94030 
C-MAMMA1002655//Homo sapiens mRNA for ganglioside 
sialidase, complete cds.//0//1515bp//99%//AB008185 
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C- HAMMA1 00267 1 //ACETYL- COENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE-COALIGASE) (ACYL- ACTIVATING EN 
ZYME) . //I. 10E-45//618aa//26%//P27550 
C-MAMMA1002699//Rattus norveglcus EH domain bindin 
g protein Epsin mRNA, complete cds.//4.3e-317//1942 
bp//85%//AF018261 

C-MAMMA1002769//Homo sapiens cell cycle progressio 
n restoration 8 protein (CPR8) mRNA, complete cds. 
//2. 20E-25//330bp//77V/AF011794 
C-MAMMA1002842//Mus musculus c-Cbl associated prot 10 
ein CAP mRNA, completecds. //2.60E-58//373bp//81%// 
U58883 

C-MAMMA1002844//TRIOSE PHOSPHATE/PHOSPHATE TRANSLO 
CATOR, NON-GREEN PLASTID PRECURSOR (CTPT) . //4. 90E- 
10//334aa//22%//P52178 

C-MAMMA1002858//Rat cMGl mRNA. //3. 70E- 238//1 147bp/ 
/92V/X52590 

C-MAMMA1002869//PINCH PROTEIN (PARTI CULARY INTERES 
TING NEW CYS-HIS PROTEIN). //1.40E-160//305aa//85%/ 
/P48059 20 
C-MAMMA1002881//GLI0MA PATHOGENESIS- RELATED PROTEI 
N (RTVP-1 PROTEIN) . 115. 70E-30//214aa//35%//P48060 
C-MAMMA1002937//ZINC FINGER PROTEIN 135.//8.30E-99 
//393aa//43%//P52742 

C-MAMMA1O02972//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS27.//1.10E-05//69aa//42V/P40343 
C-MAMMA1003011//HI STONE MACRO- H2A. 1. 111. 70E-123//3 
70aa//66%//Q02874 

C-MAMHA1003013//DNA POLYMERASE BETA (EC 2.7.7.7)./ 
11. 40E-46//332aa//36V/P06746 30 
C-MAMMA1003035//RIB0S0MAL LARGE SUBUNIT PSEUDOURID 
INE SYNTHASE C (EC 4.2.1.70) (PSEUDOURIDYLATE SYNT 
HASE) (URACIL HYDROLYASE).//1.90E-13//108aa//33%// 
P23851 

C-MAMMA1003047//Homo sapiens protein inhibitor of 
activated STAT proteinPIASy mRNA, complete cds.//0 
// 1 533bp//99%//AF077952 

C-MAMMA1003057//MD6 PROTEI N.//3. 10E-225//419aa//97 
%//Q60584 

C-MAMMA1003113//Mus musculus C0P9 complex subunit 40 
7a (C0PS7a) mRNA, complete cds.//l. 10E-234//1178bp 
//86%//AF071316 

C-MAMMA1003127//MY0SIN I ALPHA (MMI -ALPHA) . III. 20E 
- 105//217aa//89V/P46735 

C-MAMMA1003146//Homo sapiens mRNA for GalT3 protei 
n. //4. 30E-218//996bp//99%//Y15062 
C-MAMMA1003150//HYPOTHETICAL 118.4 KD PROTEIN IN B 
AT2-DAL5 INTERGENIC REGION PRECURSOR. //5.00E-13//5 
92aa//24%//P47179 

C-MAMMA1003166//Homo sapiens MLL septin-like fusio 50 
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n protein (MSF) mRNA, complete cds.//3. 10E-158//592 
bp//97%//AF123052 

C-NT2RM1000001//D.melanogaster sap47-2 mRNA. III. 50 
E-10//417bp//62%//X80110 

C-NT2RM1000039//HYP0THETI CAL 41.4 KD PROTEIN IN SR 
LQ-HYPF INTERGENIC REGION (EC 1.18.1.-) (0RF4) (OR 
F2) . 111. 90E-14//299aa//25%//P37596 
C-NT2RM1000055//Rattus norvegicus mRNA for TIP120, 
complete cds. //0//3106bp//89%//D87671 
C-NT2RM1000080//UNC-1 PROTEIN. IIS. 90E-25//211aa//3 
1%//Q21190 

C-NT2RM1000086//HYPOTHEnCAL 97.1 KD PROTEIN R05D 
3.4 IN CHROMOSOME III.//8.40E-52//364aa//32%//P345 
37 

C- NT2RM1 000092/ /MULTI DRUG RESISTANCE PROTEIN 2 (MU 
LTI DRUG- EFFLUX TRANSPORTER 2).//1.00E-07//362aa//2 
3%//P39843 

C-NT2RM10001 18//CALCI NEURI N B SUBUNIT (PROTEIN PHO 
SPHATASE 2B REGULATORYSUBUNIT) (CALCI NEURI N REGULA 
TORY SUBUNIT) . III. 20E-10//150aa//28%//P87072 
C-NT2RM1000132//Homo sapiens NADH: ubiquinone oxido 
reductase NDUFS6 subunit mRNA, nuclear gene encodi 
ng mitochondrial protein, complete cds. //7.80E-110 
//516bp//99%//AF044959 

C-NT2RM1000153//CYT0S0UC PURINE 5' -PCLEOTIDASE 
(EC 3. 1 . 3. 5) . HZ. 30E-38//469aa//27V/P49902 
C-NT2RM1000186//CALCINEURIN B SUBUNIT (PROTEIN PHO 
SPHATASE 2B REGULATORYSUBUNIT) (CALCI NEURI N REGULA 
TORY SUBUNIT) . Ill . 20E- 10//150aa//28%//P87072 
C-NT2RM1000187//PUTATIVE PRE-MRNA SPUCING FACTOR 
ATP-DEPENDENT RNA HELICASE SPAC10F6.02C.//1. 10E-10 
//94aa//47%//042643 

C-NT2RM1000199//Homo sapiens mRNA for type I trans 
membrane receptor (psk-1 gene) . //0//2476bp//99%//A 
J245820 

C-NT2RM1000244//Homo sapiens TRAF4 associated fact 
or 1 mRNA, partial cds.//2.00E-126//592bp//99%//U8 
1002 

C-NT2RM1000252//H. sapiens E-MAP-115 mRNA.//9. 70E-3 
5//569bp//64%//X73882 

C-NT2RM1000256//Homo sapiens mRNA for Glutamine: fr 
uctose-6-phosphate ami dotransf erase, complete cds. 
//0//301 2bp//99%//AB016789 

C-NT2RM1000257//MAC0 NASHI PROTEIN. //7.90E-69//143 
aa//91%//P49028 

C-NT2RM1000260//Homo sapiens thyroid hormone recep 
tor- associated protei ncompl ex component TRAP100 mR 
NA, complete cds. //0//2766bp//99%//AF055995 
C-NT2RM1000280//VACU0LAR ATP SYNTHASE SUBUNIT D (E 
C 3.6.1.34) (Y-ATPASED SUBUNIT) (V- ATPASE 28 KD A 
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CCESSORY PROTEIN) . III. 50E- 106//1 18aa//97%//P39942 
C-NT2RH1000354//Xenopus laevis chromosome condensa 
tion protein XCAP-G mRNA, complete cds.//7.40E-245 
//2101bp//68%//AF111423 

C-NT2RM10Q0355//Homo sapiens transmembrane protein 
BRI (BRI) mRNA, complete cds. //0//1599bp//99%//AF 
152462 

C-NT2RM1000377//Homo sapiens dual specificity phos 
phatase MKP5 (MKP5) mRNA, complete cds.//3. 20E-196 
// 1 0 1 6bp//94%//AFl 792 1 2 10 
C-NT2RM1000388//HYP0THETICAL 27.7 KD PROTEIN IN CP 
T1-SPC98 INTERGENIC REGION. //0. 00000001 9//67aa//31 
%//P53915 

C- NT2RM1 00042 1 //RI BONUCLEASE INHIBITOR. Ilk. 40E-21/ 
/372aa//30%//P10775 

C-NT2RM1000430//Homo sapiens erythrobiast macropha 
ge protein EBP mRNA, complete cds. //1.40E-185//148 
6bp//81%//AF084928 

C-NT2RM1000499//Caenorhabditis elegans mRNA for ce 
ntaurin gamma lA.//3.00E-17//927bp//58V/AJ 132700 20 
C-NT2RM1000539//flomo sapiens mRNA for Lsm5 protei 
n. //3. 00E- 158//733bp//99%//AJ238097 
C-NT2RM1000553//Homo sapiens putative glycolipid t 
ransfer protein mRNA, complete cds.//3.40E-177//814 
bp//99%//AF103731 

C-NT2RM1000555//UNR PROTEIN. //0//678aa//98%//P1839 
5 

C-NT2RM1000563//TRANSMI SSI ON- BL0CRI NG TARGET ANTIG 
EN S230 PRECURSOR. //0.0000068//199aa//30%//Q08372 
C-NT2RM1000623//RI BONUCLEASE INHIBITOR. //4.40E- 21/ 30 
/372aa//30%//P10775 

C-NT2RM1000648//GLYC0SYLTRANSFERASE ALG2 (EC 2.4. 
1 . -) . //8. 50E-75//301aa//39%//P43636 
C-NT2RM1000661//Homo sapiens translation initiatio 
n factor 4e mRNA, complete cds.//5. 70E-210//960bp/ 
/99%//AF038957 

C-NT2RM1000666//DNA-BINDING PROTEIN A. //2.20E-09// 
165aa//34%//P16989 

C-NT2RM1000691//Homo sapiens mRNA for PLU-1 protei 
n. //0//3104bp//99%//AJ132440 40 
C-NT2RM1000702//PUTATIVE SERINE/THREONINE- PROTEIN 
KINASE PKWA (EC 2. 7. 1. -) . //5. 60E-08//187aa//27%//P 
49695 

C-NT2RM1000742//Homo sapiens AC133 antigen mRNA, c 
omplete cds. //0//3524bp//99%//AF027208 
C-NT2RM1000746//Homo sapiens polyamine modulated f 
actor- 1 (PMF1) mRNA. complete cds. //6.70E-227//104 
3bp//99%//AF141310 

C-NT2RM1000770//DXS6673E PROTEIN. Ill . 40E-39//194aa 
//48%//Q14202 50 
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C-NT2RM1000772//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1. 117. 30E- 15//280aa//27%//Q00808 
C-NT2RM1000800//Mus musculus partial mRNA for B-IN 
Dl protein (B-indl gene).//l. 10E-98//571bp//89%//Z 
97207 

C-NT2RM1000811//Homo sapiens AC133 antigen mRNA, c 
oiplete cds.//0//3524bp//99%//AF027208 
C-NT2RM1000826//UNR PROTEIN. //0//678aa//98%//P1839 
5 

C-NT2RH1000833//Homo sapiens sec61 homolog mRNA, c 
omplete cds. //0//354 1 bp//99%//AF084458 
C-n2RH1000850//ANKYRIN R (ANKYRINS 2.1 AND 2.2) 
(ERYTHROCYTE ANKYRIN) . //9. 70E-42//333aa//36%//P161 
57 

C-NT2RM1000852//Homo sapiens putative ATP-dependen 
t RNA helicase R0R1 mRNA, complete cds. //0//2206bp 
//99%//AF077033 

C-NT2RM1000874//Homo sapiens death effector domain 
-containing testicularmolecule mRNA, complete cds. 
III. 40E-244//1113bp//99%//AF043733 
C-NT2RM1000882//Homo sapiens delta-6 fatty acid de 
saturase mRNA, complete cds. 1 1 A. 30E- 1 22// 1 394bp//6 
9V/AF126799 

C-NT2RM1000883//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds.//0//5107bp//99%//AF0 
82516 

C-NT2RM1000885//HYP0THETI CAL 97.1 KD PROTEIN R05D 
3.4 IN CHROMOSOME III.//1.80E-56//630aa//30%//P345 
37 

C-NT2RM1000894//DNA- DIRECTED RNA POLYMERASE I 135 
KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SUBU 
NIT 2) (RPA135).//0//1020aa//89%//P70700 
C-NT2RM1000898//ACTIN, CYTOPLASMIC (ACTIN, MICRONU 
CLEAR) . IIB. 90E-26//229aa//29%//P02583 
C-NT2RM1000924//HYP0THETICAL 39.7 KD PROTEIN C34E1 
0.2 IN CHROMOSOME III.//1.00E-15//266aa//26V/P465 
77 

C-NT2RM1001003//Homo sapiens alpha-catenin-like pr 
otein (CTNNAL1) mRNA, complete cds. //0//2230bp//99% 
//AF030233 

C-NT2RM1001008//HYP0THETICAL 72.5 KD PROTEIN C2F7. 
10 IN CHROMOSOME I.//1.60E-13//119aa//36%//Q09701 
C-NT2RM1001059//NUCLEAR POLYADENYLATED RNA- BINDING 
PROTEIN NAB4. //3. 60E-ll//180aa//28%//Q99383 
C-NT2RM1001072//l-PH0SPHATIDYUN0SIT0L-4,5-BISPH0S 
PHATE PHOSPHODIESTERASE GAMMA 1 (EC 3. 1.4. 11) (PLC 
-GAMMA- 1) (PHOSPHOUPASE C-GAMMA-1) (PLC-II) (PLC-1 
48) . //8. 30E-47//259aa//35%//P08487 
C-NT2RM1001092//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//3.60E-115//332aa//52%//Q 
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C-NT2RH1001102//Human HEM45 mRNA, complete cds.// 
2. 30E- 27//482bp//63%//U88964 
C- NT2RM1 00 1 1 1 5//END0CHI TI NASE 2 PRECURSOR (EC 3.2. 
1. 14) . //5. 60E-06//239aa//27%//P54197 
C-NT2RM2000013//DNA-DIRECTED RNA POLYMERASE III 12 
8 KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE III 
SUBUNIT 2) . //2. 20E- 144//362aa//71%//P25167 
C-NT2RM2000030//DYNEIN INTERMEDIATE CHAIN, CYTOSOL 
IC (DH IC) (CYTOPLASMI 10 
C DYNEIN INTERMEDIATE CHAIN). //0. 00000043// 136aa// 
31%//P54703 

C- NT2RM2000092//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE 8 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 8) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DEUBIQUI 
TINATING ENZYME 8).//1.30E-36//160aa//40%//P50102 
C-NT2RM2000191//Homo sapiens cGMP phosphodiesteras 
eAl (PDE9A) mRNA, complete cds. //0//1574bp//99%// 
AF067223 

C-NT2RM2000260//EXTENSIN PRECURSOR (PROLINE-RICH G 20 
LYCOPROTEIN) . //3. 60E- 1 9//1 8 1 aa//34%//Pl 49 1 8 
C-NT2RM2000322//SPERMIDINE SYNTHASE (EC 2.5.1.16) 
(PUTRESCINE AMINOPROPYLTRANSFERASE) (AMINOPROPYLTR 
ANSFERASE) . //8. 10E-06//167aa//29%//048660 
C-NT2RM2000363//BREAKP0INT CLUSTER REGION PROTEIN. 
//I. 80E-14//245aa//29%//P11274 
C-NT2RM2000368//Homo sapiens protein kinase C-bind 
ing protein RACK7 mRNA, partial cds. //0//1506bp//9 
9V/U48251 

C-NT2RM2000371//POLYRI BONUCLEOTI DE NUCLEOTIDYLTRAN 30 
SFERASE (EC 2.7.7.8) (POLYNUCLEOTIDE//!. 70E-68//41 
9aa//36%//P50849 

C-NT2RM2000402//END0S0MAL P24A PROTEIN PRECURSOR 
(70 KD ENDOMEMBRANE PROTEIN) (PHEROMONE ALPHA- FACT 
OR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTICINTERM 
EDIATE COMPONENT) . U\. 60E-54//344aa//33%//P32802 
C-NT2RM2000407//Mus musculus semaphorin Via mRNA, 
complete cds. //9. 70E-201//826bp//84%//AF030430 
C-NT2RM2000422//SODIUM- AND CHLORIDE- DEPENDENT TRA 
NSPORTER NTT73. //I . O0E-222//237aa//89%//Q08469 40 
C-NT2RM2000452//HYP0THETI CAL 63.6 KD PROTEIN IN YP 
T52-GCN3 INTERGENIC REGION. //I. OOE- 07// 157aa//28%/ 
/P36113 

C-NT2RM2000469//NITR0GEN PERMEASE REACTIVATOR PROT 
EIN (EC 2.7.1.-).//8.90E-06//377aa//24%//P22211 
C-NT2RM2000490//SYNAPTOTAGMI N (P65) . //I . 80E- 13//16 
6aa//34%//P41823 

C-NT2RM2000502//Rattus norvegicus W307 mRNA, coipl 
ete cds. //I. 70E-58//381bp//86%//U78304 
C-NT2RM2000504//Homo sapiens metal loprotease 1 (MP 50 
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1) mRNA, complete cds.//0//1673bp//99%//AF061243 
C-NT2RM2000522//SKIN SECRETORY PROTEIN XP2 PRECURS 
OR (APEG PROTEIN) . //1. 30E-12//282aa//32V/P17437 
C-NT2RM2000566//Homo sapiens integrin alpha- 7 mRN 
A, complete cds. //0//2519bp//96%//AF032108 
C-NT2RM2000577//I SOLEUCYL-TRNA SYNTHETASE (EC 6.1. 
1.5) (I SOLEUCI NE— TRNALI CASE) (ILERS). //1.70E-187/ 
/741aa//46%//P73505 

C-NT2RM2000588//HI STONE DEACETYLASE HDA1.//2.80E-6 
0//384aa//40%//P53973 

C-NT2RM2000594//Homo sapiens DNA cytosine-5 methyl 
transferase 3 beta 3 (DNMT3B) mRNA, complete cds./ 
/0//2712bp//99%//AF156487 

C-NT2RM2000599//Homo sapiens F-box protein Lilina 
(LILINA) mRNA, complete cds.//4.90E-70//838bp//69% 
//AF179221 

C-NT2RM2000609//Homo sapiens CTL1 gene.//0//1559bp 
//99V/AJ245620 

C-NT2RM2000612//Rattus norvegicus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 
omplete cds. III. 60E-106//1069bp//74%//U35776 
C-NT2RM2000624//SPUCING FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPUCING FACTOR SRP75) . //4. 40E-32/ 
/319aa//35%//Q08170 

C-NT2RM2000691//ACTIN-UKE PROTEIN 3 (ACTIN-2).// 
3. 70E-142//285aa//90%//P32391 
C-NT2RM2000714//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-l).//3.80E-23//184aa//36%//Ql 
5404 

C-NT2RM2000718//Homo sapiens endocrine regulator m 
RNA, complete cds.//0//1731bp//99%//AF121141 
C-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTE 
IN HTF6) . //2. 90E-103//249aa//73%//P28160 
C-NT2RM2000740//P0SSIBLE GLOBAL TRANSCRIPTION ACTI 
VATOR SNF2L. //5. 70E-53//266aa//43%//P41877 
C-NT2RM2000821//COATOMER BETA SUBUNIT (BETA-COAT P 
ROTEIN) (BETA-COP) . //9. 50E-279//545aa//98%//P23514 
C-NT2RM2000951//Homo sapiens XYLB mRNA for xylulok 
inase, complete cds.//1.70E-200//927bp//99%//AB015 
046 

C-NT2RM2001035//CCR4-ASS0CIATED FACTOR 1 (CAF1).// 
8. 20E-154//285aa//99%//Q60809 
C-NT2RM2001065//Homo sapiens C0P9 complex subunit 
4 mRNA, complete cds. //0//1554bp//99%//AF100757 
C-NT2RM2001 100//HYP0THETI CAL 39.7 KD PROTEIN C34E1 
0.2 IN CHROMOSOME III.//2.40E-15//266aa//26%//P465 
77 

C-NT2RM2001105//Drosophila melanogaster eyelid (el 
d) mRNA, complete cds.//1.20E-28//805bp//61%//AF05 
3091 
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C-NT2RM2001 196//PR0U NE-RI CH PROTEIN MP-3 (FRAGMEN 
T) . tl\ . 30E-20//267aa//35%//P05143 
C-NT2RM2001201//EUKARYOTIC TRANSLATION INITIATION 
FACTOR 5 (EIF-5).//1.50E-07//95aa//35%//P48724 
C-NT2RM2001221//KAURIN (PAM COOH-TERMINAL INTERAC 
TOR PROTEIN 10) (P-CIP10).//3.60E-10//177aa//32%// 
P97924 

C- NT2RM200 1 238//GLUTAMI NASE , KIDNEY ISOFORM PRECUR 
SOR (EC 3.5.1.2) (GLS) (L-GLUTAMINE AMIDOHYDROLAS 
E) . //I . 30E- 180//328aa//99%//P13264 10 
C-NT2RM2001256//PR0TEIN TSG24 (MEIOTIC CHECK POINT 
REGULATOR) . //I . 60E- 166//312aa//98%//P53995 
C-NT2RM2001324//ZYXIN. //6. 80E-55//200aa//41%//Q045 
84C-NT2RM2001345//VEGETATI BLE INCOMPATIBILITY PROT 
EIN HET-E- 1. //2. 90E-08//334aa//22%//Q00808 
C-NT2RM2001424//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. //0//1621bp//99%//AJ007509 
C-NT2RM2001499//L0W-AFFINITY CATIONIC AMINO ACID T 
RANSPORTER-2 (CAT-2) (CAT2) . //7. 40E-121//437aa//57 
%//P52569 20 
C-NT2RM2001547//PR0BABLE PROTEIN DISULFIDE ISOMERA 
SE P5 PRECURSOR (EC 5.3.4. l).//6.90E-27//90aa//42% 
//P38660 

C-NT2RM2001575//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)). //4.30E-61//312 
aa//44%//P19474 

C-NT2RM2001592//Rattus norvegicus rexo70 mRNA, com 
plete cds.//3. 10E-156//909bp//88%//AF032667 
C-NT2RM2001605//Homo sapiens mRNA for PLU-1 protei 
n. //0//31 14bp//99%//AJ 1 32440 30 
C-NT2RM2001613//Bomo sapiens sec61 homolog mRNA, c 
omplete cds. //0//2601bp//99%//AF084458 
C-NT2RM2001632//KES1 PROTEIN. //1. 40E-31//342aa//34 
%//P35844 

C- NT2RM200 1 635//NUCLEAR ENVELOPE PORE MEMBRANE PRO 
TEIN POM 121 (PORE MEMBRANE PROTEIN OF 121 KD) (P 
145) . //1 . 20E- 142//566aa//56%//P52591 
C-NT2RM2001648//Homo sapiens sec61 homolog mRNA, c 
omplete cds. //0//2421bp//99%//AF084458 
C-NT2RM2001652//Homo sapiens guanine nucleotide ex 40 
change factor mRNA, complete cds. //0//2608bp//99%/ 
/AF111162 

C-NT2RM2001659//ZINC/CADMIUM RESISTANCE PROTEIN.// 
3. 40E-39//161aa//34%//P20107 
C-NT2RM2001664//Homo sapiens IkappaB kinase cample 
x associated protein (IKAP) mRNA, complete cds.//0 
//247 1 bp//99%//AF044 1 95 

C-NT2RM2001668//Homo sapiens putative WHSC1 protei 
n (WHSC1) mRNA, alternative splice product ending 
in intron 11, complete cds.//6.20E-16//464bp//62%/ 50 
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/AF083391 

C-NT2RM2001670//ZINC FINGER PROTEIN 29 (ZFP-29).// 
6. 50E-104//407aa//43%//Q07230 
C-NT2RM2001671//0ryctolagus cuni cuius sarcolemmal 
associated protein (SLAP1) mRNA, complete cds.//0/ 
/1843bp//94%//U21 155 

C-NT2RM2001688//HYP0THETI CAL 33.8 KD PROTEIN C5H1 
0.01 IN CHROMOSOME I. //4.60E-20//253aa//30%//Q0967 
4 

C-NT2RM2001698//Homo sapiens XGalT-1 mRNA for gala 
ctosyl transferase I, complete cds.//6.20E-253//117 
0bp//99%//AB028600 

C-NT2RM2001700//ACYL-C0A DEHYDROGENASE, VERY-LONG- 
CHAIN SPECIFIC (EC 1.3.99.-) (VLCAD) (FRAGMENT).// 
5. 70E-130//536aa//49%//P50544 
C-n2RM2001716//Homo sapiens BPTF mRNA for bromodo 
main PHD finger transcription factor, complete cd 
s. //0//1774bp//98V/AB032251 
C-NT2RM2001730//PR0BABLE UBIQUITIN CARBOXYL-TERMIN 
AL HYDROLASE K02C4.3 (EC 3.1.2.15) (UBIQUITIN THIO 
LESTERASE) (UBIQUITIN- SPECIFIC PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME) .//7.20E-16//381aa//27 
%//Q09931 

C-NT2RM2001743//Homo sapiens cell cycle progressio 
n 2 protein (CPR2) mRNA, complete cds. //0//1498bp/ 
/99%//AF011792 

C- NT2RM200 1 753/ /HYPOTHETI CAL PROTEIN KIAA0210. //8. 

80E-ll//119aa//36%//Q92609 

C-NT2RM2001760//Homo sapiens sec61 homolog mRNA, c 

omplete cds. //0//2379bp//99%//AF084458 

C-NT2RM2001771//ZINC FINGER PROTEIN 135.//6. 40E-15 

4//394aa//64%//P52742 

C-NT2RM2001782//Homo sapiens GDP-mannose pyrophosp 
horylase A (GMPPA) mRNA, complete cds. //0//1470bp/ 
/99%//AF135422 

C-NT2RM2001785//Homo sapiens delta-6 fatty acid de 
saturase mRNA, complete cds. //0//2 1 50bp//99%//AFl 2 
6799 

C-NT2RM2001803//Homo sapiens IkappaB kinase comple 
x associated protein (IKAP) mRNA, complete cds.//0 
//2249bp//99%//AF044195 

C-NT2RM2001823//CHD1 PROTEIN. Ill . 80E- 106//631aa//3 
9%//P32657 

C-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, 
complete cds. //0//24 1 5bp//97%//AF013759 
C-NT2RM2001886//PAB-DEPENDENT POLY (A) -SPECIFIC RIB 
ONUCLEASE SUBUNIT PAN2(EC 3. 1. 13.4) (PAB1P-DEPENDE 
NT P0LY(A) -NUCLEASE) . //3. 00E-54//337aa//39%//P53Ol 
0 

C-NT2RM2001896//CELL DIVISION PROTEIN FTSJ.//5.10E 
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-26//204aa//34%//P28692 

C-NT2RM2001930//M.musculus mRNA for semaphorin G./ 
/5. 20E-135//894bp//83%//X97818 
C-NT2RM2001935//Hoido sapiens single-strand select! 
ve monofunctional uracil DNA glycosylase mRNA, com 
plete cds. //0//1 454bp//99%//AFl 25182 
C-NT2RM2001936//32.3 KD PROTEIN IN CWP1-MBR1 INTER 
GENIC REGION. III. 70E-27//216aa//34%//P28320 
C-NT2RM2001950//HYP0THETI CAL 105.9 KD PROTEIN IN A 
AC3-RFC5 INTERGENIC REGION. //0. 0000001 //212aa//23% 10 
//P38250 

C-NT2RM2001983//Homo sapiens RGS-CAIP interacting 
protein GIPC mRNA, complete cds.//0//1658bp//98%// 
AF089816 

C-NT2RM2001989//NUCLEOIAR PROTEIN N0P4 (NUCLEOLAR 
PROTEIN N0P77) . Ill . 90E-39//253aa//35%//P37838 
C- NT2RM200 1 997//PR0TEI N DISULFIDE ISOMERASE PRECUR 
SOR (PDI) (EC 5.3.4.1).//1.30E-10//232aa//28%//Q12 
730 

C- NT2RM200 1 998//HYP0THETI CAL 85.7 KD PROTEIN C13G 20 
6.03 IN CHROMOSOME I . //3. 10E- 12//206aa//30%//Q0978 
2 

C-NT2RM2002004//LA PROTEIN H0M0L0G (LA RIBONUCLEOP 
ROTEIN) (IA AUTOANTIGEN H0M0L0G) . //2. 90E-O8//83aa/ 
/44%//P40796 

C- NT2RM20020 1 4//HYP0THETI CAL 81.4 KD PROTEIN IN GR 
EB-FEOA INTERGENIC REGION. III. 10E-89//425aa//41%// 
P46837 

C-NT2RM2002030//Homo sapiens mRNA for Glutamlne:fr 
uctose-6-phosphate ami dotransf erase, complete cds. 30 
//0//1959bp//99%//AB016789 

C-NT2RM2002055//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS13.//0.00000099//338aa//24%//Q07878 
C-NT2RM2002088//PUTATIVE HETEROGENEOUS NUCLEAR RIB 
ONUCLEOPROTEIN X (HNRNP X) (CBP) . //5. 00E-62//104aa 
//57%//Q61990 

C-NT2RM2002091//Drosophila melanogaster eyelid (el 
d) mRNA, complete cds.//7. 10E-29//805bp//61%//AF05 
3091 

C-NT2RM2002100//Homo sapiens mRNA for ATP-dependen 40 
t RNA helicase, partial. //0//1807bp//99%//AJ0 10840 
C-NT2RM2002109//Homo sapiens glioma amplified on c 
hromosome 1 protein (GAC1) mRNA, complete cds.//0/ 
/1868bp//99V/AF030435 

C-NT2RM2002128//PUTATIVE SERINE/THREONINE- PROTEIN 
KI NASE PKWA (EC 2.7.1.-)- Ilk, 90E- 13//487aa//26%//P 
49695 

C-NT2RM2002142//GASTRULATI0N SPECIFIC PROTEIN G12. 
IIS. OOE-31//105aa//47%//P47805 

C-NT2RM2002145//Homo sapiens erythroblast macropha 50 
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ge protein EMP mRNA, complete cds. //8. 50E-191//152 
4bp//81%//AF084928 

C-NT2RM4000024//DNA-DIRECTED RNA POLYMERASE III 12 
8 KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE III 
SUBUNIT 2) . 111. 10E- 155//381aa//72V/P25167C-NT2RM4 
000030//LAS1 PROTEIN. lib. 60E-12//184aa//32%//P3614 
6 

C-NT2RM4000046//GOUATH PROTEIN (Gl PROTEIN). //0.0 
00008//1 12aa//31 V/Q06003 

C-NT2RM4000104//ZINC FINGER PROTEIN 135.//1.50E-81 
//251aa//53%//P52742 

C-NT2RM4000139//R.norvegicus trg mRNA. //2.30E- 114/ 
/1161bp//72%//X68101 

C- NT2RM4000 1 55//THRE0NYL-TRNA SYNTHETASE, CYTOPLAS 
KC (EC 6.1.1.3) (THREONINE- -TRNA LIGASE) (THRRS). 
III. 20E-157//321aa//61%//P26639 
C-NT2RM4000156//H. sapiens HPBRII-7 gene.//3.60E-21 
//785bp//60%//X67336 

C-NT2RM4000167//H«no sapiens mRNA for Chromokinesi 
n (KIF 4 gene).//0//1946bp//99%//AJ271784 
C-NT2RM4000169//I NTRACELLULAR PROTEIN TRANSPORT PR 
OTEIN US01. 114. 80E-13//686aa//23V/P25386 
C-NT2RM4000191//PUTATIVE ATP-DEPENDENT RNA HEUCAS 
E PL10. 11%. 20E-75//439aa//41%//P16381 
C-NT2RM4000202//ZINC FINGER PROTEIN M0K-2 (HOK-2). 
114. 90E-32//170aa//41%//Q16600 
C-NT2RM4000215//MAK16 PROTEIN. III. 30E-68//295aa//4 
9V/P10962 

C-NT2RM4000229//Gallus gall us actin filament-assoc 
iated protein (AFAP-110) mRNA, complete cds. III. 10 
E-27//633bp//64%//L20303 

C-NT2RM4000233//Mus musculus semaphorin Via mRNA, 
compl ete cds. 11%. 40E-231//1395bp//86V/AF030430 
C-NT2RM4000290//Human transducin-like enhancer pro 
tein (TLE3) mRNA, complete cds.//2.20E-276//1124bp 
//97%//M99438 

C-NT2RM4000344//Homo sapiens mRNA for ATP-dependen 

t metal loprotease YMElL.//0//2030bp//99%//AJ132637 

C-NT2m000354//I£rHAL(2)DEl^riCLELESS PROTEIN (DTL 

83 PROTEIN) . III. 50E-21//208aa//35%//Q24371 

C- NT2RM4000356//RAS- RELATED PROTEIN RAB-17.//5.90E 

-80//213aa//75%//P35292 

C-NT2RM4000386//Mus nmsculus 0DZ3 (0dz3) mRNA, par 
tial cds.//0//2156bp//87%//AF195418 
C-NT2RM4000421//Homo sapiens mRNA for nuclear tran 
sport receptor. //0//1730bp//99%//AJ133769 
C-NT2RM4000433//Mus musculus retinoic acid-respons 
ive protein (Stra6) mRNA, complete cds.//4. 10E-271 
//2085bp//77%//AF062476 

C-NT2RM4000457//HYPOTHETICAL 111.9 KD PROTEIN C22H 
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10.03C IN CHROMOSOME I.//8.00E-20//393aa//24%//Q10 
297 

C-NT2RM4000471//Homo sapiens cysteine desulfurase 
(nifS) mRNA, completecds.//0//2092bp//99%//AF09702 
5 

C-NT2RM4000486//SALIVARY PROUNE-RICH PROTEIN PREC 
URSOR (CLONES CP3, CP4AND CP5) [CONTAINS: BASIC PE 
PTIDE IB-6; PEPTIDE P-H].//4.80E-ll//242aa//31K//P 
04280 

C-NT2RM4000496//SAP1 PROTEIN. //8. 30E-53//434aa//29 10 
%//P39955 

C-NT2RM400051 5//NEUR0FI LAMENT TRIPLET H PROTEIN (2 
00 KD NEUROFILAMENT PROTEIN) (NF-H) (FRAGMENT).// 
1. 10E-ll//394aa//24%//P16884 
C-NT2RM4000531//ZINC FINGER PROTEIN 29 (ZFP-29).// 
2. 40E-89//389aa//43W/Q07230 
C-NT2RM4000590//RING CANAL PROTEIN (KELCH PROTEI 
N) . III. 00E-59//595aa//28%//Q04652 
C-NT2RM4000595//PUTATIVE ADENYLATE CYCLASE REGULAT 
ORY PROTEIN. //8. 70E-15//403aa//30%//P26337 20 
C- NT2RM40006 1 1 //VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1.//2. 90E-09//108aa//31%//Q00808 
C-NT2RM4G00616//ACETYL-C0ENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE-COALIGASE) (ACYL- ACTIVATING EN 
ZYME) . //2. 70E-146//420aa//60%//P27550 
C-NT2RM4000657//1 -PHOSPHATI DYLI NOSI TOL- 4 . 5-BI SPHOS 
PHATE PHOSPHODIESTERASE DELTA 1 (EC 3.1.4.11) (PLC 
-DELTA- 1) (PHOSPHOLIPASE C- DELTA- 1) (PLC-III).//3. 
00E-68//297aa//40%//P51 178 

C- NT2RM4000674//HYP0THETI CAL SYMPORTER SLL1374. // 30 
1. 20E-28//180aa//30%//P74168 
C-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing 
enzyme I (UBH1) mRNA, partial cds.//1.00E-136//110 
4bp//77%//AF022789 

C- NT2RM4000733//TRANSCRI PTI ON TERMINATION FACTOR R 
HO. //0. 0000004 1 //207aa//29%//P52 1 54 
C-NT2RM4000734//Homo sapiens Smad- and Olf-interac 
ting zinc finger protein mRNA, partial cds.//0//20 
71bp//99%//AF221712 

C-NT2RM4000741//Homo sapiens hSGTl mRNA for hSgtl 40 
p, complete cds. //0//2184bp//99%//D88208 
C-NT2RM4000751//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //3. 90E- 125//301aa//53%//Q99676 
C-NT2RM4000798//Homo sapiens brefeldin A-inhibited 

guanine nucleotide- exchange protein 2 mRNA, caipl 
ete cds. //0//2603bp//99%//AF084521 
C-NT2RM4000820//VACUOIAR ATP SYNTHASE SUBUNIT AC45 

PRECURSOR (EC 3.6.1.34) (V-ATPASE AC45 SUBUNIT)./ 
/1. 1 OE- 24// 1 38aa//44%//P40682 

C-NT2RM4000857//LEUCINE-RICH ALPHA- 2- GLYCOPROTEIN 50 
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(LRG) . //6. 70E-22//250aa//29%//P02750 
C-NT2RM4000996//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//8.00E-211//738aa//50%//Q 
05481 

C-NT2RM4001047//M025 PROTEI N.//8.00E-140//333aa//8 
0V/Q06138 

C-NT2RM4001054//Homo sapiens sec61 homolog mRNA, c 
omplete cds.//3. 10E-190//1315bp//81%//AF077032 
C-NT2RM4001084//HYP0THETI CAL 105.6 KD PROTEIN C16C 
9.06C IN CHROMOSOME I . //0. 000000032//165aa//33%//Q 
09820 

C-NT2RM4001092//ZINC FINGER PROTEIN GL03.//3. 10E-2 
4//265aa//33%//P38682 

C-NT2RM4001116//HYP0THETICAL 216.3 KD PROTEIN R06F 
6.8 IN CHROMOSOME II.//5.90E-86//292aa//48V/Q0941 
7 

C-NT2RM4OO114O//H0ME0BOX PROTEIN MSH-D.//1.00E-11/ 
/103aa//38%//Q01704 

C-NT2RM4001 1 55//ADRENAL MEDULLA 50 KD PROTEIN. Ilk. 
10E- 197//445aa//78%//Q27969 
C-NT2RM40O1178//PR0BABLE ATP-DEPENDENT RNA HEUCAS 
E HASl.//1.10E-48//218aa//43%//Q03532 
C-NT2RM4001200//ZINC FINGER PROTEIN 135.//9.50E-13 
5//375aa//60%//P52742 

C-NT2RM4001203//Homo sapiens rab3-GAP regulatory d 
omain mRNA, complete cds.//0//2310bp//99%//AF00482 
8 

C-NT2RM4001217//Mus musculus actin-binding protein 
(ENC-1) mRNA, complete cds.//3. 10E-148//1445bp//7 
2V/U65079 

C-NT2RM4001256//Xenopus laevis putative Zic3 bindi 
ng protein mRNA, complete cds.//4.30E-55//289bp//7 
7V/AF129131 

C-NT2RM4001313//PH0SPHATI DYLI NOSI TOL 3-KINASE VPS3 
4-UKE (EC 2.7.1.137)(PI3-KINASE) (PTDINS-3-KINAS 
E) (PI 3K) . in. 50E-35//124aa//65%//P54676 
C-NT2RM4001316//ACYL-C0A DEHYDROGENASE, MEDIUM- CHA 
IN SPECIFIC PRECURSOR(EC 1.3.99.3) (MCAD) . 111. 30E- 
31//334aa//30%//P08503 

C-NT2RM4001320//Homo sapiens mRNA for Neuroblastom 
a, complete cds.//L80E-39//728bp//64%//D89016 
C-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4 
PROTEIN) . III. 00E-28//171aa//37%//P32626 
C- NT2RM400 1 344//HYP0THETI CAL GTP- BINDING PROTEIN I 
N P0P2-H0L1 INTERGENICREGI0N.//8.10E-30//265aa//33 
V/P53742 

C-NT2RM4001347//Homo sapiens NY- REN- 25 antigen mRN 
A, partial cds.//0//2300bp//99%//AF155103 
C-NT2RM4001371//Homo sapiens IDN3 mRNA, partial cd 
s. //0//2524bp//99%//AB019494 
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C- NT2RM400 1 382//Homo sapiens RanBP7/importin 7 mRN 
A, complete cds.//2.20E-237//1079bp//99%//AF098799 
C-NT2RM4001411//Hus musculus Pro-rich, PH, SH2 don 
ain-containing signaling mediator (PSM) mRNA, comp 
lete cds. //0//1962bp//87%//AF020526 
C-NT2RM4001412//Homo sapiens nGAP mRNA, complete c 
ds. //0//1918bp//99V/AF04771 1 
C-NT2RM40O1444//IS0LEUCYL-TRNA SYNTHETASE (EC 6.1. 
1.5) (I SOLEUCI NE- -TRNAU GASE) (ILERS).//1.40E-118/ 
/444aa//46%//P73505 10 
C- NT2RM400 1 483//ZI NC FINGER PROTEIN 136.//5. 10E-10 
6//357aa//55%//P52737 

C-NT2RM4001566//NECDIN. //9. 80E-44//227aa//41V/P25 
233 

C-NT2RH4001582//Mus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA, complete cds.//1.50E-284//1082bp 
//90%//AF071317 

C- NT2RM400 1 592//HYP0THETI CAL 128.5 KD HEUCASE IN 
ATS1-TPD3 INTERGENIC REGION. //7. 60E-56//213aa//49% 
//P31380 20 
C-NT2RM4001597//M. musculus red-1 gene. 111. 10E- 171/ 
/1414bp//78%//X92750 

C-NT2RM4001611//SIS2 PROTEIN (HALOTOLERANCE PROTEI 
N HAL3) . 111. 60E-32//203aa//39%//Q12600 
C-NT2RM4001629//MACUK P55 SUBFAMILY MEMBER 3 (MPP3 
PROTEIN) (DISCS, LARGE H0M0L0G 3). //L50E-93//278 
aa//38%//Q13368 

C-NT2RM4001666//HYP0THETI CAL 48.6 KD PROTEIN IN AL 
PA-GABP INTERGENIC REGION. 111. 70E-84//410aa//42%// 
P37339 30 
C- NT2RM400 1 7 1 4//SEPTI N 2 H0M0L0G (FRAGMENT) . 11%. 90 
E-141//354aa//72V/Q14141 

C-NT2RM4001731//Homo sapiens F-box protein Ulina 
(ULINA) mRNA, complete cds. //0//1922bp//100%//AFl 
7922 1 C- NT2RM400 1 758//PUTATI VE SERI NE/THREONI NE- PRO 
TEIN KINASE EMK (EC 2.7.1.- 
) . //4. 10E- 1 86//639aa//58%//Q055 1 2 
C-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL- 1) . // 
7. 90E-66//31 laa//35%//Q03164 

C- NT2RM400 1 8 1 0//AGGRECAN CORE PROTEIN PRECURSOR (C 40 

ARTILAGE-SPECIFIC PROTEOGLYCAN CORE PROTEIN) (CSPC 

P) (CHONDROITIN SULFATE PROTEOGLYCAN CORE PROTEIN 

1) . //5. 10E-07//263aa//30%//P16112 

C- NT2RM400 1 8 1 3//LECTI N BRA-2. 110. 00000048// 1 14aa// 

30V/P17346 

C-NT2RM4001819//Human p58/CTA (galactosyltransfera 
se associated proteinkinase) mRNA, complete cds.// 
8. 10E-300//1395bp//98%//M37712 
C-NT2RM4001823//ZINC FINGER PROTEIN 43 (ZINC PROTE 
I N HTF6) . 111. 90E-55//325aa//37%//P28160 50 
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C-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//5.90E-161//481aa//56%//P51523 
C-NT2RM4001858//T-B0X CONTAINING PROTEIN TBX6L (FR 
AGMENT) . //6. 50E-22//126aa//46%//P79779 
C-NT2RM4001865//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//4.30E-244//1248bp//94%//Y1771 
1 

C-NT2RM4001876//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-l).//6.50E-23//184aa//36%//Ql 
5404 

C-NT2RM4001880//PUTATIVE DNA HEUCASE II H0M0L0G 
(EC 3. 6. 1 . -) . 115. 90E-09//268aa//26V/P47486 
C-NT2RM4001930//Homo sapiens dolichyl-P-Glc:Man9Gl 
cNAc2-PP-dolichyl glucosyl transferase (ALG6) mRNA, 

complete cds. //0//1930bp//99%//AF102851 
C-NT2RM4001940//Homo sapiens timeless homolog mRN 
A, complete cds. //0//2087bp//99%//AF098162 
C-NT2RM4001969//R.norveglcus mRNA for IP63 protei 
n. 111. 60E-261//1563bp//84%//X99330 
C-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.80E-112//457aa//47%//P51523 
C-NT2RM4001987//NEURAL CELL ADHESION MOLECULE 1, L 
ARGE ISOFORM PRECURSOR (N- CAM 180) [CONTAINS: N-CAM 

140] . 11%. 20E-17//281aa//30%//P16170 
C-NT2RM4002013//HYP0THETI CAL 89.4 KD TRP-ASP REPEA 
TS CONTAINING PROTEI NIN PMT6-PCT1 INTERGENIC REGIO 
N. //6. 90E-94//589aa//35%//P42935 
C-NT2RM4002034//Homo sapiens hiwi mRNA, partial cd 
s. III. 90E- 53//1 585bp//60%//AFl 04260 
C-NT2RM4002062//ASPARTYL-TRNA SYNTHETASE (EC 6.1. 
1.12) (ASPARTATE--TRNALIGASE) (ASPRS).//1.90E-31// 
80aa//52%//P36419 

C-NT2RM4002063//0ryctolagus cuni cuius sarcosine ox 
idase (SOX) mRNA, complete cds. //0//1865bp//99%//U 
82267 

C-NT2RM4002066//Hamo sapiens thyroid hormone recep 
tor- associated protei ncompl ex component TRAP230 mR 
NA, complete cds.//1.50E-211//1123bp//71%//AF11775 
5 

C-NT2RM4002073//Mus musculus fatty acid transport 
protein 3 mRNA, partial cds.//9.30E-293//1751bp//8 
3V/AF072758 

C-NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEI 
N) . 111. 80E-105//556aa//41V/Q04652 
C-NT2RM4002093//Homo sapiens neural polypyrimldine 
tract binding protein(PTB) mRNA, complete cds.//0 
//2550bp//99%//AFl 76085 

C-NT2RM4002109//Homo sapiens mRNA for Chromokinesi 
n (KIF 4 gene).//0//2572bp//99%//AJ271784 
C-NT2RM4002145//SUT PROTEIN PRECURSOR. //1.40E-09/ 
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/127aa//33%//P24014 

C-NT2RM4002146//Homo sapiens MAGOH mRNA, complete 
cds. //6. 90E-70//454bp//85%//AF035940 
C-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA, 
complete cds. //0//267 lbp//99%//AF084535 
C-NT2RM4002174//MRP PROTEIN. //9. 10E-68//264aa//51% 
//P21590 

C- NT2RM4002 1 89//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUC0HYDR0LASE).//6.20E-33//688aa//27V 10 
/P08640 

C-NT2RM4002194//Mus musculus semaphorin Via mRNA, 
complete cds. //5. 20E- 297//1 753bp//87%//AF030430 
C-NT2RM4002205//EL0NGATI0N FACTOR G, MITOCHONDRIAL 
PRECURSOR (MEF-G) . //3. 00E-37//122aa//72%//Q07803 
C-NT2RM4002213//Homo sapiens protein phosphatase s 
ethyl esterase- 1 (PME-1) mRNA, complete cds. //0//24 
52bp//100%//AF157028 

C-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND./ 
/3. 70E- 19//147aa//41%//P40809 20 
C-NT2RM400225 1 //ALPHA- 1 , 3-MANNOSYL- GLYCOPROTEI N BE 
TA-1.2-N- ACETYLGLUC0SAM1 NYLTRANSFERASE (EC 2.4.1. 
101) (N-GLYCOSYL- OLIGOSACCHARIDE- GLYCOPROTEIN N-A 
CETYLGLUCOSAMI NYLTRANSFERASE I) (GNT- I) (GLCNAC-T 
I) . III. 20E-36//320aa//38%//P27808 
C-NT2RM4002323//ANTIGEN GOR (FRAGMENT) . //0. 0000000 
01//154aa//33%//P48778 

C- NT2RM4002409//ACETYL- COENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE--COALIGASE) (ACYL- ACTIVATING EN 
ZYME) . //1 . 30E-29//275aa//30V/P27095 30 
C-NT2RM4002438//Xenopus laevis putative Zic3 bindi 
ng protein mRNA, complete cds. //1. 10E-49//611bp//7 
0%//AF129131 

C-NT2RM4002460//ENV POLYPROTEIN (COAT POLYPROTEIN) 
[CONTAINS: COAT PROTEINS GP70, GP20] . //0. 0000016/ 
/226aa//24%//P51515 

C-NT2RM4002527//VEGETATIBLE INCOMPATIBILITY PROTEI 
N HET-E- 1 . //8. 90E- 15//366aa//27%//Q00808 
C-NT2RM4002532//PR0TEI N H0M1 . III. 00E- 16//276aa//28 
%//P55137 40 
C-NT2RM4002558//Homo sapiens fatty acid transport 
protein (FATP) mRNA, complete cds. //0//1797bp//99% 
//AF055899 

C-NT2RM4002565//Mus musculus Sec8 mRNA, complete c 

ds. //0//1915bp//87%//AF022962 

C-NT2RM4002571//H. sapiens mRNA for UDP- Gal NAc: poly 

peptide N- acetyl gal actosaminyl transferase (T2).// 

4. 60E-78//921bp//69%//X85019 

C-NT2RM4002594//MSP1 PROTEIN HOM0LOG.//2.70E-68//2 

36aa//58%//P54815 50 
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C-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6.1. 
1.12) (ASPARTATE--TRNAUGASE) (ASPRS).//2.30E-101/ 
/488aa//45%//032038 

C-NT2RP1000018//Homo sapiens mRNA for NIK, partial 
cds. //0//1747bp//99%//AB013385 
C-NT2RP1000035//Homo sapiens mRNA for NSl-binding 
protei n (NS1-BP) . //0//1652bp//99%//AJ01 2449 
C-NT2RP1000040//Mus musculus donson protein (Donso 
n) mRNA, partial cds.//5.90E-150//1025bp//82%//AFl 
93608 

C-NT2RP1000086//H. sapiens mRNA for zinc finger pro 
tei n, Hsal 2. //0//1 162bp//99%//X98834 
C-NT2RP10001 1 1//C0P1 REGULATORY PROTEIN. //4.00E- 11 
6//296aa//51%//P93471 

C-NT2RP1000130//HEPAT0MA-DERIVED GROWTH FACTOR (HD 
GF) . //4. 50E-50//181aa//60%//P51859 
C-NT2RP1000163//Homo sapiens cell cycle progressio 
n 2 protein (CPR2) mRNA, complete cds.//3.40E-270/ 
/951bp//98%//AF011792 

C-NT2RP1000202//ANKYRIN. III. 00E-25//302aa//34%//Q0 
2357 

C-NT2RP1000272//Mus musculus mRNA for neural speci 
fic sr protein NSSR 2, complete cds.//1.40E-267//ll 
55bp//87%//AB01 5895 

C-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRN 
A, nuclear gene encoding mitochondrial protein, co 
mplete cds. Ill . 30E-275//1249bp//99%//AF053551 
C-NT2RP1000333//ANTI-SILENCING PROTEIN 1.//8.70E-4 
7//155aa//58%//P32447 

C- NT2RP1000348/ /REDUCED VIABILITY UPON STARVATION 
PROTEIN 161. III. 70E-15//162aa//30V/P25343 
C-NT2RP1000363//R.norvegicus LL5 mRNA.//7.90E-262/ 
/1175bp//83%//X74226 

C-NT2RP1000376//Homo sapiens Ca2+- independent phos 
pholipase A2 long isoform (iPLA2) mRNA, complete c 
ds. //0//2252bp//96%//AF102989 
C-NT2RP1000413//MEMBRANE-ASS0CIATED PROTEIN HEM- 2 
(NAP1 PROTEIN) . III. 90E- 153//230aa//99%//P55161 
C-NT2RP1000439//Xenopus laevis chromosome condensa 
tion protein XCAP-G mRNA, complete cds.//1.80E-94/ 
/1019bp//63%//AFl 11423 

C-NT2RP1000443//QUI NONE OXIDOREDUCTASE (EC 1.6.5. 
5) (NADPH:QUINONE REDUCTASE) (ZETA- CRYSTAIXIN).// 
2. 40E-10//227aa//25%//Q08257 
C- NT2RP1 000460//NUCLEAR MOVEMENT PROTEIN NUDC.//3. 
80E- 19//149aa//36%//P17624 

C-NT2RP1000470//PUTATIVE ATP-DEPENDENT RNA HELICAS 
E T26G10.1 IN CHROMOSOME III.//2.60E-94//254aa//47 
%//P34580 

C-NT2RP1000478//TUBUUN BETA- 5 CHAIN (CLASS-V).// 
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4. 50E-240//445aa//97%//P09653 
C-NT2RP1000481//Homo sapiens antigen NY-CO-3 (NY-C 
0-3) mRNA, partial cds.//7.5e-315//1445bp//99%//AF 
039688 

C-NT2RP1000493//P0SSIBLE DNA- REPAIR PROTEIN XP-E 
(POSSIBLE XERODERMA PIGMENTOSUM GROUP E PROTEIN) 
(UV-DAMAGED DNA-BI NDING PROTEIN) (UV-DDB) . 11%. 60E- 
30//534aa//23%//P33194 

C-NT2RP1000513//Human NifU-like protein (hNifU) mR 
NA, partial cds.//6. 50E-171//516bp//99%//U47101 10 
C- NT2RP1 0005Z2//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN TfflOLESTERASE D 
UB-1) (UBI QUI TIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBIQUITINATING ENZYME l).//8. 20E-83//345aa// 
47%//Q61068 

C-NT2RP1000547//C0P-C0ATED VESICLE MEMBRANE PROTEI 
N P24 PRECURSOR (FRAGMENT).//!. 10E-27//193aa//35%/ 
/P49020 

C-NT2RP1000574//HOMEOBOX PROTEIN MEIS2 (MEIS1-RELA 
TED PROTEI N 1) . //3. 50E-75//151aa//94V/P97367 20 
C-NT2RP1000630//NECDIN. III. 40E-44//227aa//41V/P25 
233 

C-NT2RP1000677//S0DIUM-INDEPENDENT ORGANIC ANION T 
RANSPORTER (ORGANIC ANION TRANSPORTING POLYPEPTID 
E) . l/\ . 20E-78//483aa//31%//P46721 
C-NT2RP1000701//Homo sapiens phospholipase A2 acti 
vating protein (PLA2P)mRNA, complete cds. //0//1687 
bp//99%//AF145020 

C-NT2RP1000733//fluman mRNA for GSPT1-TK protein, co 
mpl ete cds. //0//2057bp//99%//E14379 30 
C-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndr 
ome candidate 2 protein (WHSC2) mRNA, complete cd 
s. //0//2186bp//99%//AF101434 
C-NT2RP1000746//Homo sapiens 60S acidic ribosomal 
protein PO mRNA, complete cds.//9.70E-196//901bp// 
99V/AF173378 

C- NT2RP1 000782//PLATELET- ENDOTHELI AL TETRASPAN ANT 

1 GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN) . Ill . 20E-30//232aa//30%//035566 

C- NT2RP1 000825//GTPASE- ACTI VATI NG PROTEIN RHOGAP 40 
(RHO- RELATED SMALL GTPASE PROTEIN ACTIVATOR) (CDC4 

2 GTPASE- ACTI VATING PROTEIN) (P50- RHOGAP) . 11%. 20E- 
83//334aa//50%//Q07960 

C-NT2RP1000833//Homo sapiens cGMP phosphodi esteras 
e Al (PDE9A) mRNA, complete cds.//0//1494bp//99%// 
AF067223 

C-NT2RP1000834//Homo sapiens alpha- methyl acyl-CoA 
racemase mRNA, complete cds.//1.80E-176//829bp//98 
%//AF047020 

C- NT2RP1 000856/ /PLATELET- ENDOTHELI AL TETRASPAN ANT 50 
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I GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN). III. 20E-30//232aa//30%//035566 
C-NT2RP1000860//Homo sapiens KL04P mRNA, complete 
cds. //0//1555bp//99%//AF064094 
C-NT2RP1000902//HYP0THETICAL 127.4 KD PROTEIN F07F 
6.4 IN CHROMOSOME III.//5.20E-20//306aa//33%//Q095 
31 

C- NT2RP100091 5//AUT0ANTI GEN NGP- 1. III. 70E- 19//343a 
a//25%//Q13823 

C-NT2RP1000947//Human E2 ubiquitin conjugating enz 
yme UbcH5B (UBCH5B) mRNA, complete cds.//4.60E-105 
//504bp//99%//U39317 

C-NT2RP1000954//RING CANAL PROTEIN (KELCH PROTEI 
N) . III. 40E-23//370aa//28%//Q04652 
C-NT2RP1000958//AUT0ANTIGEN NGP-1. III. 40E-19//343a 
a//25%//Q13823 

C-NT2RP1000959//Human acidic ribosomal phosphoprot 
ein PO mRNA, completecds.//2.50E-236//966bp//99%// 
M17885 

C-NT2RP1000966//NUCLEOUN (PROTEIN C23).//8.90E-29 
9//554aa//99%//P19338 

C-NT2RP1001011//Drosophila melanogaster putative 4 
3 kDa protein (TH1) mRNA, complete cds.//2.20E-78/ 
/1529bp//61%//L01790 

C-NT2RP1001013//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//7.70E-253//425aa//98%//P51522 
C-NT2RP1001033//Homo sapiens delta- tubulin mRNA, c 
omplete cds.//2. 10E-285//1290bp//100%//AF201333 
C-NT2RP1001073//Homo sapiens U6 snRNA- associated S 
m-like protein LSm5 mRNA, complete cds.//8. 10E-107 
//504bp//99%//AF182291 

C-NT2RP1001079//0ryctolagus cuni cuius sarcosine ox 
idase (SOX) mRNA, complete cds. //0//2085bp//99%//U 
82267 

C-NT2RP1001080//PR0BABLE ATP-DEPENDENT RNA HELICAS 
E DBP9. 112. 30E-116//319aa//46%//Q06218 
C-NT2RP1001113//Homo sapiens CTL2 gene. //0//2790bp 
//98V/AJ245621 

C-NT2RP1001177//Rattus norvegicus hi stone macroH2A 
1.2 mRNA, complete cds.//5.20E-108//1278bp//69%//U 
79139 

C-NT2RP1001185//Human isovaleryl-coA dehydrogenase 
(IVD) mRNA, craipletecds.//I.90E-158//729bp//99%// 
M34192 

C-NT2RP1001247//Homo sapiens TGF-beta type secrete 
d signaling protein LEFTYA mRNA, complete cds. I 101 
/2006bp//100%//AFO81513 

C-NT2RP1001253//Homo sapiens oscillin (hLn) mRNA, 
complete cds. //0//2020bp//99%//AF029914 
C-NT2RP1001294//MICR0TUBULE-ASS0CIATED PROTEIN YTM 
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1 . //1 . 80E-38//258aa//32%//Q12024 
C-NT2RP1001302//MICR0TUBULE-ASS0CIATED PROTEIN YTM 
1 . //1 . 80E-38//258aa//32%//Q12024 
C-NT2RP1001310//Homo sapiens mitochondrial carrier 
homolog 1 isofonn a mRNA, partial cds; nuclear ge 
ne for mitochondrial product. //0//1 732bp//99%//AFl 
76006 

C-NT2RP1001313//Homo sapiens delta-6 fatty acid de 
saturase mRNA, complete cds.//7.50E-121//1394bp//6 
9V/AF126799 10 
C-NT2RP1001361//Homo sapiens NADH- ubiquinone oxido 
reductase subunit B14.5B homolog mRNA, complete cd 
s. //6. 50E-116//541bp//100%//AF070652 
C-NT2RP1001385//HYP0THETICAL 48.8 KD PROTEIN IN SS 
U81-SCS2 INTERGENIC REGION. 111. 70E-22//284aa//25%/ 
/P40074 

C-NT2RP1001395//Homo sapiens C0P9 complex subunit 
7a mRNA, complete cds. //0//1782bp//99%//AF2 10052 
C-NT2RP1001410//PUTATIVE GTP- BINDING PROTEIN W08E 
3. 3. //8. 90E- I41//396aa//67%//P91917 20 
C-NT2RP1001449//Mus musculus Gng31g mRNA, complete 
cds. //7. 20E-165//800bp//87V/AF069954 
C-NT2RP1001457//Homo sapiens partial mRNA for beta 
-transducin family protein (putative). //1.20E- 137/ 
/629bp//100V/AJ005257 

C-NT2RP1001482//Mouse oncogene (ect2) mRNA, comple 
te cds.//2. 10E-158//755bp//86%//L11316 
C-NT2RP1001494//MALE STERILITY PROTEIN 2.//7.20E-4 
0//261aa//27%//Q08891 

C-NT2RP1OO1543//MYO-IN0SITOL-1-PH0SPHATE SYNTHASE 30 
(EC 5.5. 1. 4) (I PS) . Ill . 60E- 166//506aa//60%//P42803 
C- NT2RP1 001 546//PLATELET- END0THEU AL TETRASPAN ANT 
I GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN).//1.60E-30//232aa//30%//035566 
C-NT2RP1001569//SIGNAL RECOGNITION PARTICLE RECEPT 
OR BETA SUBUNIT (SR-BETA).//5.80E-121//271aa//89%/ 
/P47758 

C-NT2RP1001665//CAOI0DUUN. //0. 0000005 l//83aa//30% 
//P02594 

C-NT2RP2000006//DNAJ PROTEIN (40 KD HEAT SHOCK CHA 40 
PERONE PROTEIN) (HSP40).//9.80E-17//79aa//55%//034 
136 

C-NT2RP2000008//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//2.40E-177//726aa//47V/P51523 
C-NT2RP2000032//RAS SUPPRESSOR PROTEIN 1 (RSU-1) 
(RSP-1 PROTEIN) (RSP-l).//1.80E-22//184aa//34V/Q0 
1730 

C-NT2RP2000045//Homo sapiens tumorous iiaglnal dis 
cs protein Tid56 homolog (TID1) mRNA, complete cd 
s. //0//1390bp//98V/AF061749 50 
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C-NT2RP2000054//Hamo sapiens putative ring zinc fi 
nger protein NY-REN-43antigen mRNA, complete cds./ 
/0//2245bp//99%//AF155109 

C-NT2RP2000056//PR0TEIN-TYR0SINE PHOSPHATASE EPSIL 
ON PRECURSOR (EC 3.1.3.48) (R-PTP- EPSILON). //9.40 
E- 16//45aa//100%//P49446 

C-NT2RP2000067//Mus musculus 0DZ3 (0dz3) mRNA, par 
tial cds.//0//3546bp//99%//AF195418 
C-NT2RP2000070//CADHERIN-RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PR0TEIN).//3.40E-51//383aa//32%//P3 
3450 

C-NT2RP2000076//Homo sapiens partial mRNA for poly 
homeotic 2 protein (PH2 gene).//7.90E-20//265bp//7 
3%//AJ242730 

C-NT2RP2000114//Homo sapiens mRNA for GM3 synthas 
e, complete cds. //0//2244bp//99%//AB018356 
C-NT2RP2000126//P0SSIBLE GLOBAL TRANSCRIPTION ACTI 
VATOR SNF2L. 111. 50E-117//541aa//42V/P41877 
C-NT2RP2000133//Homo sapiens Leman coiled-coil pro 
tein (LCCP) mRNA, complete cds. //0//1490bp//99%//A 
F175966 

C-NT2RP2000147//CLATHRIN COAT ASSEMBLY PROTEIN AP4 
7 (CLATHRIN COAT ASSOCIATED PROTEIN AP47) (GOLGI A 
DAPTOR AP-1 47 KD PROTEIN) (HA1 47 KD SUBUNIT) (CL 
ATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 
MEDIUM CHAIN) . //4. 40E-226//423aa//99%//P35585 
C-NT2RP2000153//GAR2 PROTEIN. //9. 80E-23//311aa//28 
%//P41891 

C-NT2RP2000157//ML02 PROTEIN. Ill, 60E-ll//62aa//40% 
//Q09329 

C-NT2RP2000161//DIS3 PROTEIN HOMOLOG. //4. 10E- 35// 1 
84aa//44%//Q17632 

C-NT2RP2000183//DI HYDROPYRI MI DI NASE RELATED PROTEI 
N-2 (DRP-2) (NEURAL SPECIFIC PROTEIN NSP60) . //3. 30 
E-16//114aa//44%//002675 

C-NT2RP2000195//Hamo sapiens androgen induced prot 
ein (AIG-1) mRNA, complete cds.//7.80E-152//704bp/ 
/99%//AF153605 

C-NT2RP2000224//INSUUN RECEPTOR SUBSTRATE- 1 (IRS- 
1) . //0. 000043//103aa//28%//P35568 
C-NT2RP2000248//UDP-N-A(HYIXLUC0SAMINE--PEPTIDE N 
- ACETYLGLUCOSAMI NYLTRANSFERASE 110 KD SUBUNIT (EC 
2.4.1.-) (0-GLCNAC TRANSFERASE P110 SUBUNIT) V/3. 4 . 
0E-21//210aa//33%//P56558 

C-NT2RP2000257//PUTATIVE MITOCHONDRIAL CARRIER YIL 
006W. 119. 70E-41//278aa//36%//P40556 
C-NT2RP2000258//ACTI VATOR 1 140 KD SUBUNIT (REPLIC 
ATI ON FACTOR C LARGE SUBUNIT) (Al 140 KD SUBUNIT) 
(RF-C 140 KD SUBUNIT) (ACTIVATOR 1 LARGE SUBUNIT) 
(DNA- BINDING PROTEIN P0-GA).//7. 10E-12//213aa//23% 
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//P35251 

C-NT2RP2000270//Human putative C- protein coupled r 
eceptor (SH120) mRNA, complete cds.//1.30E-242//104 
3bp//99%//U78723 

C-NT2RP2000288//HYP0THETI CAL 111.9 KD PROTEIN C22H 
10.03C IN CHROMOSOME I. //1.60E-27//576aa//25%//Q10 
297 

C-NT2RP2000297//ZINC FINGER PROTEIN 184 (FRACMEN 
T) . //3. 30E-186//256aa//60%//Q99676 
C-NT2RP2000310//Human proline dehydrogenase/prolin 10 
e oxidase (PRODH) mRNA, complete cds.//4.30E-279// 
1193bp//99V/U82381 

C-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE KTOCflO 
NDRIAL (EC 2.7.4.10) (AK3).//2.00E-lll//226aa//92% 
//P08760 

C-NT2RP2000346//Homo sapiens apoptosis associated 
protein (GADD34) mRNA, complete cds. //0//2331bp//99 
%//U83981 

C-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, 
compl ete cds. //0//1886bp//99%//L28010 20 
C-NT2RP2000420//ZINC FINGER PROTEIN 165. //8. 50E-33 
//155aa//52V/P49910 

C-NT2RP2000422//Homo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, compl ete cds.//0//1757bp//99% 
//AF102265 

C-NT2RP2000448//KES1 PROTEIN. //8. 70E-54//392aa//38 
%//P35844 

C-NT2RP2000523//AP0LIP0PR0TEIN B MRNA EDITING PROT 
EIN (HEPR) (AP0BEC-l).//6.00E-16//124aa//34%//P412 
38 30 
C-NT2RP2000660//SAP1 PROTEIN. //5. 20E-68//474aa//32 
%//P39955 

C- NT2RP2000668//SERI NE/THREONI NE PROTEIN KINASE PK 
PA (EC 2.7.1.-).//1.30E-27//349aa//32%//Q01577 
C-NT2RP2000710//ASPARTYL-TRNA SYNTHETASE (EC 6.1. 
1. 12) (ASPARTATE--TRNAUGASE)//2.70E-100//488aa//4 
4%//032038 

C-NT2RP2000764//NIFS PROTEIN. //6. 60E-36//252aa//42 
%//P12623 

C-NT2RP2000809//Homo sapiens BAG-family molecular 40 
chaperone regulator- 5mRNA, complete cds. //0//3347b 
p//99%//AF095195 

C-NT2RP2000812//DILUTE MYOSIN HEAVY CHAIN, NON-MDS 
CLE (MYOSIN 5A).//5.60E-08//179aa//29%//Q99104 
C-NT2RP2000814//GELATI0N FACTOR (ACTIN BINDING PRO 
TEIN 120) (ABP-120).//1.10E-07//96aa//29%//P13466 
C-NT2RP2000816//MAGNESI DM-CHELATASE 30 KD SUBUNIT. 
111. 90E-08//172aa//28%//P26174 
C-NT2RP2000842//Human lysophosphatidic acid recept 
or homolog mRNA, complete cds. //0//1562bp//99%//U8 50 
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C-NT2RP2000880//PR0BABLE TRANSLATION INITIATION FA 
CTOR IF-2.//0//694aa//99%//060841 
C-NT2RP2000892//Rattus norvegicus db83 mRNA, compl 
ete cds. III. 90E-191//1094bp//85%//AB006135 
C-NT2RP2000931//MATRIN 3. III. 40E-289//467aa//95%// 
P43244 

C-NT2RP2000943//Homo sapiens sec24D protein mRNA, 
complete cds.//0//2767bp//99%//AF130464 
C-NT2RP2000965//Homo sapiens mRNA for fls353, comp 
lete cds.//0//1989bp//96%//AB024704 
C-NT2RP2001070//PUTATIVE PYRIDOXAMINE 5' -PHOSPHATE 
OXIDASE (EC 1.4.3.5)(PNP/PMP 0XIDASE).//5.80E-46/ 
/222aa//45%//Q20939 

C- NT2RP2001081 //SYNAPTOTAGMI N IV. 1 1 A. 20E-118//430a 
a//54%//P50232 

C-NT2RP2001127//Homo sapiens mRNA for PLU-1 protei 
n. //0//25 1 4bp//99%//AJ 1 32440 
C-NT2RP2001168//VERPR0UN. III. 50E-09//143aa//33%// 
P37370 

C-NT2RP2001174//GASTRULA ZINC FINGER PROTEIN XLCGF 
46. 1 (FRAGMENT) . //6. 00E- 10//88aa//38%//P 18722 
C-NT2RP2001233//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//2.00E-128//409aa//45%//Q 
05481 

C-NT2RP2001245//MY0SIN HEAVY CHAIN, NONMUSCLE (CEL 
LULAR MYOSIN HEAVY CHAIN) (NMMHC).//2.20E-10//366a 
a//28%//P14105 

C-NT2RP2001290//BETA-S0LUBLE NSF ATTACHMENT PROTEI 
N (SNAP-BETA) (SNAP-ALPHA HOMOLOG) (BRAIN PROTEIN 
147) (FRAGMENT) . //4. 40E-91//179aa//99%//P28663 
C-NT2RP2001295//ZINC/CADMIUM RESISTANCE PROTEIN.// 
8. 30E-39//161aa//34%//P20107 
C-NT2RP2001327//TUM0R NECROSIS FACTOR, ALPHA-INDUC 
ED PROTEIN 1, ENDOTHEUAL (B12 PROTEIN). //5.50E- 11 
6//311aa//71%//Q13829 

C-NT2RP2001378//MUCIN 2 PRECURSOR (INTESTINAL MUCI 
N 2) . III. 00E-ll//403aa//25%//Q02817 
C-NT2RP200I392//MIT0CH0NDRIAL LON PROTEASE HOMOLOG 
1 PRECURSOR (EC 3.4.21. -)■ //8.40E-192//581aa//54% 
//P93647 

C-NT2RP2001394//Homo sapiens mRNA for SCML2 protei 
n. //0//2068bp//99%//Y18004 

C-NT2RP2001397//Homo sapiens mRNA for cyclin B2, c 
ompl ete cds. Ill . 9e-316//1428bp//100%//AB020981 
C-NT2RP2001420//Mus musculus nuclear protein NIP45 
mRNA, complete cds.//9.00E-112//742bp//82%//U7675 

9 

C-NT2RP2001440//Homo sapiens mRNA for 14-3-3gamma, 
complete cds. //0//3712bp//99%//AB024334 
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C- NT2RP200 1 460//TRI CHOHYALI N. III. 00E-14//521aa//24 
%//P37709 

C-NT2RP2001511//Homo sapiens putative RNA-bindlng 
protein Q99 mRNA, complete cds.//3.20E-297//2206bp 
//75%//AF093097 

C-NT2RP2001520//Homo sapiens lRNA for mitochondria 
1 carrier protein ARALARl.//0//2502bp//99%//Y14494 
C-NT2RP2001536/7Homo sapiens X-ray repair cross-co 
mplementing protein 3(XRCC3) mRNA, complete cds.// 
0//2326bp//99%//AF035586 10 
C-NT2RP2001560//VAV2 PROTEIN. //0. 0000001 5//219aa// 
27%//Q60992 

C-NT2RP2001576//HYP0THETI CAL 62.2 KD PROTEIN C4G8. 
12C IN CHROMOSOME I.//8.20E-29//294aa//31%//Q09837 
C-NT2RP2001597//RYAN0DINE RECEPTOR, CARDIAC MUSCL , 
E. //0. 000000036//127aa//36%//P30957 
C-NT2RP2001601//Homo sapiens SUMO- 1- specific prote 
ase (SSP1) mRNA, complete cds. //0//1748bp//99%//AF 
196304 

C- NT2RP200 1 6 1 3//MI TOCBONDRI AL IMPORT RECEPTOR SUBD 20 
NIT T0M40 (M0H38 PROTEIN) (TRANSLOCASE OF OUTER ME 
MBRANE 40 KD SUBUNIT).//6. 10E-12//184aa//31%//P243 
91 

C-NT2RP2001634//Homo sapiens alpha-catenln-like pr 
otein mRNA, complete cds. //0//2445bp//99%//U97067 
C-NT2RP2001660//flomo sapiens putative 13 S Golgi t 
ransport complex 90kDsubunit brain- specific isofor 
m mRNA, complete cds. //0//1287bp//99%//AF058718 
C-NT2RP2001663//ENOLASE (EC 4.2.1.11) (2-PH0SPH0GL 
YCERATE DEHYDRATASE) (2-PH0SPH0-D- GLYCERATE HYDRO 30 
-LYASE) (FRAGMENT) . //I . 10E-47//126aa//53%//P42897 
C- NT2RP200 1 740//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE D 
UB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBI QUI TI NATI NG ENZYME 1) . //7. 90E-52//220aa// 
44%//Q61068 

C- NT2RP200 1 748//FARNESYL PYROPHOSPHATE SYNTHETASE 
(FPP SYNTHETASE) (FPS) (FARNESYL DIPHOSPHATE SYNTHE 
TASE) (DIMETHYLALLYLTRANSFERASE (EC 2.5.1.1) / GER 
ANYLTRANSTRANSFERASE (EC 2.5.1.10)) (KIAA0032) . // 40 
5. 40E-47//96aa//97%//P14324 

C-NT2RP2001756//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.70E-49//411aa//32%//P51523 
C-NT2RP2001839//SCY1 PROTEIN. //5. 40E-32//621aa//24 
%//P53009 

C-NT2RP2001869//ZINC FINGER PROTEIN 191.//7. 10E-26 
//126aa//52%//014754 

C- NT2RP200 1 876//ALL0GRAFT INFLAMMATORY FACTOR-1 (A 
IF-1) (IONIZED CALCIUMBINDING ADAPTER MOLECULE 1). 
//1 . 20E-45//141aa//65%//P55008 50 
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C-NT2RP2001883//Homo sapiens CGI -01 protein mRNA, 
complete cds. //0//2306bp//99%//AF132936 
C-NT2RP2001898//Human inositol polyphosphate 5-pho 
sphatase (5ptase) mRNA, 3' end. //0//2 5 1 8bp//98%//M 
74161 

C-NT2RP2001900//ACTIN-UKE PROTEIN ARP5.//2.30E-38 
//395aa//30%//P53946C-NT2RP2001976//Mus musculus c 
almodulin-binding protein SHA1 (Shal) mRNA, comple 
te cds. //4. 70E-177//1538bp//74%//AF062378 
C-NT2RP2001985//Homo sapiens high-risk human papil 
loma viruses E6 oncoproteins targeted protein E6TP 
1 alpha mRNA, complete cds.//2.00E-38//435bp//67%/ 
/AF090989 

C-NT2RP2O01991//S0DIUM- AND CHLORIDE-DEPENDENT TRA 
NSPORTER NTT73. //6. 50E-129//279aa//85%//Q08469 
C-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLEC 
ULE PRECURSOR (NR- CAM) (BRAVO). //1.70E-47//247aa//5 
2V/P35331 

C-NT2RP2002046//Homo sapiens mRNA for transcript! o 
n factor. //0//1664bp//99%//AJ130894 
C-NT2RP2002058//Homo sapiens WD repeat protein WDR 
3 (WDR3) mRNA, complete cds. //0//2510bp//99%//AF08 
3217 

C-NT2RP2002066//Rattus norvegicus transmembrane re 
ceptor Unc5H2 mRNA, complete cds.//1.60E-226//1301 
bp//88%//U87306 

C-NT2RP2002078//PECANEX PROTEIN. //1 . 80E-09//195aa/ 
/32V/P18490 

C-NT2RP2002079//HIST0NE HI, GONADAL. //4.40E-11//21 
4aa//34%//P02256 

C-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. //0//3389bp//99%//AJ007509 
C-NT2RP2002105//H. sapiens MSH-R gene for melanocyt 
e stimulating hormonereceptor.//0//1644bp//98%//X6 
5634 

C- NT2RP2002 1 24//UBI QUI TI N CARBOXYL-TERMI NAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 4) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUI 
TINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOM 
OLOG) . //4. 30E-44//155aa//37%//Q13107 
C-NT2RP2002185//Homo sapiens ubiquilin mRNA, compl 
ete cds. //0//1789bp//99%//AFl 76069 
C-NT2RP2002193//Homo sapiens PIAS3 mRNA for protei 
n inhibitor of activatied STAT3, complete cds.//0/ 
/2809bp//99%//AB021868 

C-NT2RP2002252//Mus musculus (clone pVZmSin3A9) mS 
in3A9 mRNA, complete cds.//0//3118bp//91%//L38621 
C-NT2RP2002256//Hoio sapiens retinoic acid hydroxy 
lase mRNA, complete cds.//0//1528bp//98%//AF005418 
C-NT2RP2002270//AF-9 PROTEIN. //1. 20E-07//74aa//36% 
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C-NT2RP2002312//Homo sapiens mRNA for CDS2 protei 
n. //0//2333bp//99%//Y16521 

C-NT2RP2002325//Homo sapiens mRNA for Pexllp, comp 
1 ete cds. //8. 40E-254//1 158bp//99%//AB015594 
C-NT2RP2002385//Homo sapiens synaptic glycoprotein 
SC2 spliced variant mRNA, complete cds.//4.30E-24 
0//1105bp//99%//AF038958 

C-NT2RP2002408//Homo sapiens mRNA for TOLLIP prote 
in. //3. 20E-210//1136bp//93%//AJ242972 10 
C-NT2RP2002442//HESA PROTEIN. 111. 80E-14//163aa//30 
%//P46037 

C-NT2RP2002464//DNA CROSS-UNR REPAIR PROTEIN PS02 
/SNM1. //6. 50E-07//171aa//27%//P30620 
C-NT2RP2002479//Homo sapiens mRNA for ABC transpor 
ter 7 protein, complete cds.//0//2180bp//99%//AB00 
5289 

C-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1744)./ 
/4. 60E-144//537aa//49%//Q02386 

C-NT2RP2002520//Homo sapiens transcription factor 20 
RFX-B (RFXB) mRNA, complete cds.//3.70E-34//668bp/ 
/61%//AF105427 

C-NT2RP2002537//HYP0THETI CAL 55.1 KD PROTEIN B041 
6.5 IN CHROMOSOME X.//6.20E-19//288aa//26%//Q11073 
C-NT2RP2002591//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.20E-155//562aa//50%//P51523 
C-NT2RP2002595//PR0BABLE CALCIUM- BINDING PROTEIN A 
LG-2 (PMP41) (ALG-257) . //7. 50E-35//181aa//42%//P12 
815 

C-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, com 30 
pi ete cds. //9. 20E- 147//874bp//87%//U19181 
C-NT2RP2002609//2-HYDR0XYMDC0NIC SEMI ALDEHYDE HYDR 
OLASE (EC 3.1.1.-) (HMSH).//2.80E-08//109aa//37%// 
P19076 

C-NT2RP2002618//PR0TEIN ARGI NINE N-METHYLTRANSFERA 
SE 2 (EC 2.1.1.-).//1.70E-51//326aa//38%//P55345 
C- NT2RP200270 1 //HYPOTHETI CAL 38.1 KD PROTEIN C2F1 
2.15C IN CHROMOSOME II.//1.90E-14//210aa//30%//014 
345 

C- NT2RP20027 10//SH3- BI NDI NG PROTEIN 3BP-1. //4. 90E- 40 
85//489aa//43%//P55 1 94 

C-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, co 
mpl ete cds. //3. 50E-74//727bp//72%//AF041 107 
C-NT2RP2002741//Homo sapiens mRNA for Neuroblastoa 
a, complete cds.//9.90E-54//964bp//64%//D89016 
C-NT2RP2002862//60S ACIDIC RIBOSOMAL PROTEIN PO (L 
I GHT- INDUCED 34 KD PROTEIN) . //8. 80E-10//203aa//27% 
//P29764 

C-NT2RP2002880//GLUC0SE REPRESSION MEDIATOR PROTEI 
N. //0. 000039//206aa//23%//P14922 50 
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C-NT2RP2002928//Homo sapiens pre-mRNA splicing fac 
tor (PRP17) mRNA, complete cds.//1.90E-136//623bp/ 
/100%//AF038392 

C-NT2RP2002929//HYP0THEnCAL 46.2 KD TRP-ASP REPEA 
TS CONTAINING PR0TEIND2013.2 IN CHROMOSOME II.//4. 
10E-87//395aa//40%//Q18964 

C-NT2RP2002939//ZINC FINGER PROTEIN 136.//5.40E-70 
//282aa//42%//P52737 

C-NT2RP2002959//UBIQUITIN-CONJUaTING ENZYME E2-17 
KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN LIGASE) (U 
BIQUITIN CARRIER PROTEIN) (E2(17)KB 2). //4.60E-80/ 
/147aa//100%//P51669 

C-NT2RP2002980//30S RIBOSOMAL PROTEIN S10.//1.00E- 
08//98aa//36%//P10129 

C-NT2RP2002986//Homo sapiens mRNA for Kelch motif 
containing protein, complete cds. //0//2209bp//99V 
/AB026190 

C- NT2RP2002993/ /DNA- DI RECTED RNA POLYMERASE I 135 
KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SUBU 
NIT 2) (RPA135).//0//716aa//91%//P70700 
C-NT2RP2003000//TUM0R NECROSIS FACTOR. ALPHA-INDUC 
ED PROTEIN 1, ENDOTHELIAL (B12 PROTEI N).//1.90E- 11 
//132aa//38%//Q13829 

C-NT2RP2003121//Mus musculus enhancer of polycomb 
(Epcl) mRNA, completecds.//2.30E-82//642bp//68%//A 
F079765 

C-NT2RP2003125//RING CANAL PROTEIN (KELCH PROTEI 
N) . III. 40E-38//539aa//25%//Q04652 
C-NT2RP2003137//UBIQUITIN. //O. 000026//70aa//30%//P 
13117 

C-NT2RP2003157//SPUCING FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//1.30E-13/ 
/185aa//38%//Q08170 

C-NT2RP2003158//Homo sapiens mRNA for proteasome s 
ubunit p58, complete cds. //0//2091bp//99%//D67025 
C-NT2RP2003164//Homo sapiens mRNA for protein kina 
se. //0//23 1 3bp//99%//AJ 1 3254 5 
C-NT2RP2003177//Hamo sapiens recombination and sis 
ter chromatid cohesionprotein homolog (hrec8) mRN 
A, partial cds. //0//1641bp//99%//AF006264 
C-NT2RP2003228//H. sapiens Pl-Cdc21 mRNA. //0//2870b 
p//98%//X74794 

C-NT2RP2003230//Rattus norvegicus endo-alpha-D-man 
nosidase (Enman) mRNA, complete cds.//2.60E-186//15 
51bp//77V/AF023657 

C-NT2RP2003243//Homo sapiens partial mRNA for puta 
tive p621 protein which interacts with transcripti 
on factor Spl.//0//1544bp//99%//AJ242978 
C-NT2RP2003265//Homo sapiens CGI-53 protein mRNA, 
complete cds. //0//1580bp//99%//AFl 51811 
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C-NT2RP2003272//Homo sapiens ubiquilin mRNA, compl 
ete cds.//0//1789bp//99%//AFl 76069 
C-NT2RP2003277//NAM7 PROTEIN (NONSENSE- MEDIATED MR 
NA DECAY PROTEIN 1) (UP-FRAMESHIFT SUPPRESSOR 1)./ 
/1. 90E- 1 6// 1 4 5aa//43%//P3077 1 
C-NT2RP2003286//PR0BABLE RNA 3* -TERMINAL PHOSPHATE 
CYCLASE (EC 6. 5. 1.4) (RNA-3' - PHOSPHATE CYCLASE) 
(RNA CYCUSE) . //4. 20E-88//374aa//47%//Q23400 
C-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 mei 
dating protein, complete cds.//0//1526bp//99%//AB0 10 
06572 

C-NT2RP2003307//KINESIN LIGHT CHAIN (KLC) . //2. 20E- 
199//550aa//70%//Q07866 

C-NT2RP2003308//CROOKED NECK PROTEIN. //5.40E- 244// 
622aa//67%//P17886 

C-NT2RP2003329//PUTATIVE ADENYLATE CYCLASE REGULAT 
ORY PROTEI N. //3. 60E- 14//332aa//32%//P26337 
C-NT2RP2003347//BREAST CANCER TYPE 1 SUSCEPTIBILIT 
Y PROTEIN HOMOLOG.//0.000022//261aa//24%//P48754 
C-NT2RP2003391//Homo sapiens mRNA for nuclear tran 20 
sport receptor. //0// 1 509bp//99%//AJ 1 33769 
C- NT2RP2003394//I NTRACELLULAR PROTEIN TRANSPORT PR 
OTEI N DSOl . //5. 50E- 13//302aa//26%//P25386 
C- NT2RP200340 1 //UBI QUI TI N CARBOXYL-TERMI NAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE D 
UB-1) (UBI QUI TIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBI QUI TI NATI NG ENZYME 1). //9. 60E-78//346aa// 
43%//Q61068 

C-NT2RP2003433//PR0TEIN TRANSPORT PROTEIN SEC61 AL 
PHA SUBUNI T. //5. OOE- 131//269aa//91%//P38378 30 
C-NT2RP2003466//Homo sapiens delta-6 fatty acid de 
saturase mRNA, complete cds.//0//2194bp//99%//AF12 
6799 

C-NT2RP2003480//Homo sapiens zinc finger DNA bind! 
ng protein 99 (ZNF281)mRNA ( complete cds.//0//3012 
bp//99%//AF125158 

C-NT2RP2003506//NADPH-CYT0CHR0HE P450 REDUCTASE (E 
C 1 . 6. 2. 4) (CPR) . //5. 40E- 14//106aa//46%//P04175 
C-NT2RP2003513//Homo sapiens mRNA for paralemmin./ 
/0//2137bp//97%//Y14770 40 
C-NT2RP2003517//Human c-sis/platelet-derived growt 
h factor 2 (SIS/PDGF2)mRNA. complete cds. //0//1746 
bp//95%//M12783 

C-NT2RP2003522//Homo sapiens zinc finger DNA bind! 
ng protein 99 (ZNF281)mRNA, complete cds.//0//1764 
bp//99%//AF125158 

C-NT2RP2003543//HYP0THETICAL TRNA/RRNA METHYLTRANS 
FERASE SLR1673 (EC 2. 1. 1. -).//l. 70E-17//148aa//34% 
//P74261 

C-NT2RP2003564//52 RD RO PROTEIN (SJOCREN SYNDROME 50 
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TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//2. 10E-59//270 
aa//46%//P19474 

C-NT2RP2003596//Mus musculus Fas-apoptosis inhibit 
ory molecule (Faim) mRNA, complete cds.//4.80E-82/ 
/530bp//85%//AFl 30367 

C-NT2RP2003604//Homo sapiens alpha-catenin-like pr 
otein (CTNNAL1) mRNA, complete cds. //0//2442bp//99% 
//AF030233 

C-NT2RP2003643//Mus musculus mRNA for CMP-N-acetyl 
neuraminic acid synthetase. //9.40E-243//1624bp//82 
%//AJ006215 

C-NT2RP2003702//Homo sapiens 17 beta-hydroxysteroi 
d dehydrogenase type VII (HSD17B7) mRNA, complete 
cds. //2. le-313//978bp//99%//AF098786 
C-NT2RP2003704//Homo sapiens mRNA for ATP-dependen 
t metal loprotease YMElL.//1.80E-72//350bp//100%//A 
J132637 

C-NT2RP2003713//Homo sapiens ubiqui tin- specific pr 
otease 3 (USP3) mRNA, complete cds. //0//2018bp//99% 
//AF073344 

C-NT2RP2003714//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//5.40E-29//85aa//72%//Q05 
481 

C-NT2RP2003737//UBI QUI TI N-CONJUGATI NG ENZYME E2-17 
KD 2 (EC 6.3.2.19) (UBI QUI TIN- PROTEIN LIGASE) (UB 
IQUITIN CARRIER PROTEIN) (E2(17)KB 2).//1.70E-75// 
147aa//93%//P51669 

C-NT2RP2003760//C0AT0MER GAMMA SUBUNI T (GAMMA-COAT 
PROTEI N) (GAMMA-COP) . //0//869aa//80%//P53620 
C-NT2RP2003781//HYP0THETICAL 36.7 KD PROTEIN AH6.2 
IN CHROMOSOME II.//5.50E-63//253aa//50%//Q09201 
C-NT2RP2003840//HYP0THETICAL 48.1 KD PROTEIN B040 
3.2 IN CHROMOSOME X.//3. 70E-21//137aa//43%//Q11076 
C-NT2RP2003857//MY0TR0PHIN (V-l PROTEIN) (GRANULE 
CELL DIFFERENTIATION PROTEI N).//0. 0000001 6// 117aa/ 
/29%//Q91955 

C-NT2RP2003871//Homo sapiens transposon-derived Bu 
sterl transposase-likeprotein gene, complete cds./ 
/0//2807bp//99%//AF205601 

C-NT2RP2003912//SERINE^1RE0NINE-PR0TEIN KINASE NE 

Kl (EC 2.7.1.-) (NI MA- RELATED PROTEIN KINASE 1).// 

6. 10E-183//387aa//87%//P51954 

C- NT2RP2003952//AMI NOPEPTI DASE B (EC 3.4.11.6) (AR 

GI NYL AMI NOPEPTI DASE) (ARGI NI NE AMI NOPEPTI DASE) (CY 

TOSOL AMI NOPEPTI DASE IV) (AP-B).//1. 50E-23//200aa/ 

/30%//009175 

C-NT2RP2003981//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS8.//1.40E-16//664aa//20%//P39702 
C-NT2RP200401 3//TRANSCRI FIT ON FACTOR BTF3 (RNA POL 
YMERASE B TRANSCRIPTION FACTOR 3).//2. 30E-53//141a 
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a//78%//P20290 

C- NT2RP200404 1 //SYNAPSI NS IA AND I B.//0. 00000074// 
159aa//32%//P17599 

C-NT2RP2004066//Mus musculus Msx2 interacting nucl 
ear target protein mRNA, complete cds.//2.70E-288/ 
/1994bp//81%//AF156529 

C- NT2RP2004098//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 
P PYROPHOSPHATE- LYASE) (ADENYLYL CYCIASE).//5.40E-3 
0//319aa//31%//Q01513 

C-NT2RP2004170//Hamo sapiens mRNA for transducin 10 
(beta) like 1 protein. //1. 10E-138//1236bp//74V/Yl 
2781 

C-NT2RP2004187//ZINC FINGER PROTEIN 38 (ZFP-38) (C 
TFIN51) (TRANSCRI PTI 0NFACT0R RU49).//5.60E-31//424 
aa//28%//Q07231 

C-NT2RP2004194//Rattus norvegicus Golgl SNARE GS15 
mRNA, complete cds.//3.80E-52//397bp//82%//AF0039 
98 

C-NT2RP2004232//H(MO sapiens EPK2 mRNA for serine/ 
threonine kinase, complete cds. //0//2272bp//99%//A 20 
B015982 

C-NT2RP2004239//Homo sapiens lok mRNA for protein 
kinase, complete cds. //0//3044bp//99%//AB015718 
C-NT2RP2004242//NEUR0FI LAMENT TRIPLET H PROTEIN (2 
00 KD NEUROFILAMENT PROTEIN) (NF-H).//9.90E-12//42 
7aa//26%//P19246 

C-NT2RP2004245//Mus musculus pantothenate kinase 1 
beta (panKlbeta) mRNA, complete cd 
s . //6. 4 O E- 1 1 7//1 1 2 2 b p//7 2 
%//AF 2 0 0 3 5 7 30 
C-NT2RP200427 0//PROTE I N P 
TM.1 PRECURSOR. //I. 40E-16/ 
/3 3 4 a a// 2 4%//P3 2 8 5 7 
C-NT2RP200436 6 //VACUO L A R 
PROTEIN SORTING-ASSOCIATE 
D PROTEIN VPS 1 3. //I. 3 OE-5 
1//5 O 5 a a//2 9%//Q0 7 8 7 8 
C-NT2RP200438 9//P ROBAB LE 
MITOCHONDRIAL 40S R I BOSOM 
AL PROTEIN S9 PRECURSOR. / 40 
/9. 30E-1 5//1 26a a//39%//P3 
8 12 0 

C-NT2 R P 2 O 04 3 9 2//MNN4 PROT 
E I N. // 1 .. 4 0 E- 1 1//1 4 3a a//2 7 
%// P 3 6 O 4 4 

C-NT2RP 2 0 04 3 9 6//Homo s a p i 
ens mRNA for activator of 
. S phase Kinase, complete 
cds.// 5. 4 0E-2 4 3//.1 1 0 8 b p/ 
/9 9%//AB0 2 8 0 6 9 50 
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C-NT2RP200442 5//Mu s mu s c u 
lus axotrophin mRNA, comp 

1 e t e cds. //0//2 3 2 1 b p//8 6% 
//AF 1 5 5 7 3 9 

C-NT2RP20044 7 6 //Homo s a p i 
ens cyclin L a n i a — 6 a mRN 
A, complete cds. //0//2 0 7 5 
b p//9 9%//AF 1 8 0 9 2 0 
C-NT2RP200453 8//Mu s mu s c u 
lus kinesin— like protein 
KIF1B (Kiflb) mRNA, compl 
e t e cds. //0//1 3 8 7 b p//8 6%/ 
/AF 0 9 0 1 9 O 

C-NT2RP2004568//PUTATIVE 
ATP — DEPENDENT RNA HELICAS 
E C30D11. 03. //3. OOE-117// 
6 2 5 a a//4 0%//QO 9 9 0 3 
C-NT2RP2004 5 8 7//NEUROF I LA 
MENT TRIPLET M PROTEIN (l 
60 KD NEUROFILAMENT PROTE 
IN) (NF-M) . //7. 30E-07//35 

2 a a//2 3%//P0 7 19 7 
C-NT2RP200465 5//Homo s a p i 
ens mRNA for leucine rich 

protein. //8. 5 OE-2 3 3//1 O 6 

1 b p//9 9%//A J 0 0 6 2 9 1 
C-NT2RP200468 1//NEUROF I LA 
MENT TRIPLET H PROTEIN (2 
00 KD NEUROFILAMENT PROTE 
IN) (NF-H) . //2. 6 0E-0 7//4 2 
6 a a // 2 3 %//P 1 9 2 4 6 
C-NT2RP200468 9//HYPOTHET I 
CAL 192. 5 KD PROTEIN C6G 
9. IOC IN CHROMOSOME I.// 
5. 6 OE-6 4//6 1 6 a a//3 3%//Q9 2 

3 5 5 

C-NT2RP2004 7 1 0//Mu s mu s c u 
lus formin binding protei 
n 30 mRNA, complete cds./ 
/I. 5 OE-2 8 0//1 4 6 4 b p//8 5%// 
U40750 

C-NT2RP2O04 7 3 2//NEUROF I LA 
MENT TRIPLET M PROTEIN (1 
60 KD NEUROFILAMENT PROTE 
IN) (NF-M) . //7. 30E-07//35 

2 a a//2 3%//P0 7 19 7 
C-NT2RP2004768//SERINE/THRE0NINE-PR0TEIN KINASE NR 
Kl (EC 2.7.1.-) (N-RICfl KINASE 1).//1. 30E-26//190a 
a//41%//P38692 

C-NT2RP2004791//PUTATIVE LEUCYL-TRNA SYNTHETASE, C 
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YTOPLASMIC (EC 6.1.1.4) (LEUCINE— TRNA LI CASE) (L 
EURS) . 119. 50E-73//153aa//59%//Q10490 
C-NT2RP2004799//PR0BABLE SUCCINYL-COA LI CASE [GDP- 
FORMING], BETA-CHAIN PRECURSOR (EC 6.2.1.4) (SUCCI 
NYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA).//3.70E 
-135//414aa//62%//P53588 

C-NT2RP2004816//H58 PROTEI N. //9. OOE- 1 73//327aa//98 
%//P40336 

C- NT2RP2004920//TRANSCRI PTI ONAL REGULATOR ATRX (X- 
LINKED NUCLEAR PROTEIN) (HETEROCHROMATIN PROTEIN 10 
2) (HP1 ALPHA- INTERACTING PROTEIN) (HP1-BP38PR0TEI 
N) . //4. 20E-09//804aa//22%//Q61687 
C-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, 
complete cds. //0//2 1 03bp//99%//AB007 1 44 
C-NT2RP2004959//P54 PROTEIN PRECURSOR. //O. 00000095 
//297aa//20%//P13692 

C-NT2RP2004961//Rattus norvegicus KRAB/zinc finger 
suppressor protein 1(KS1) mRNA, complete cds.//l. 
OOE- 228//1666bp//75%//U56732 

C-NT2RP2004978//ACTIN-UKE PROTEIN ARP8. //3. 30E-47 20 
//353aa//30V/Q12386 

C-NT2RP2005003//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)).//1.80E-99//376 
aa//43%//P19474 

C-NT2RP2005012//Homo sapiens mRNA for SEC63 protei 
n. //0//1693bp//99%//AJ01 1779 
C-NT2RP2005037//ANTI -SI LENCI NG PROTEI N 1.//3. 30E-4 
7//155aa//59%//P32447 

C-NT2RP2005038//DNA NUCLEOTI DYLEXOTRANSFERASE (EC 
2.7.7.31) (TERMINAL ADDITION ENZYME) (TERMINAL DEO 30 
XYNUCLEOTI DYLTRANSFERASE) (TERMI NAL TRANSFERASE) . / 
/4. O0E-91//218aa//44%//Q92O89 
C-NT2RP2005116//PUTATIVE EUKARYOTIC TRANSLATION IN 
ITIATION FACTOR 3 ALPHA SUBUNIT (EIF-3 ALPHA). 111. 
OOE- 173//273aa//57%//P34466 
C-NT2RP2005126//H. sapiens mRNA for RNA helicase (M 
yc- regulated dead boxprotein).//0//2388bp//98%//X9 
8743 

C-NT2RP2005139//2-5A-DEPENDENT RIBONUCLEASE (EC 3. 
1.26.-) (2- 5A- DEPENDENT RNAASE) (RNASE L) (RIBONUC 40 
LEASE 4) (FRAGMENT). //0. 000000022// 139aa//35%//Q05 
921 

C-NT2RP2005144//Homo sapiens tubby like protein 3 
(TULP3) mRNA, completecds.//0.00E-01//1437bp//98%/ 
/AF045583 

C-NT2RP2005162//Homo sapiens aspartyl aminopeptida 
se mRNA, complete cds.//0//1615bp//99%//AF005050 
C-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-as 
sociated protein. //0//2769bp//98%//AJ007509 
C-NT2RP2005204//Homo sapiens SUMO- 1- activating enz 50 
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yme El N subunit (SUA1) mRNA, complete cds.//0//12 
62bp//99%//AF090385 

C-NT2RP2005239//Homo sapiens cysteine desulfurase 
(nifS) mRNA, completecds.//0//2087bp//99%//AF09702 
5 

C-NT2RP2005276//Homo sapiens mRNA for Acyl-CoA syn 
thetase 3, complete cds.//0//2122bp//99%//D89053 
C-NT2RP2005288//Homo sapiens RCCl-like G exchangin 
g factor RLG mRNA, complete cds. //0//2992bp//99%// 
AF060219 

C-NT2RP2005315//Homo sapiens meningioma-expressed 
antigen 5 (MEA5) mRNA, partial cds.//1.90E-170//780 
bp//100%//AF036144 

C-NT2RP2005325//Homo sapiens UM-homeodomain prote 
in HLHX2 (LHX2) mRNA, complete cds. //0//1643bp//99% 
//AF124735 

C-NT2RP2005336//TRICH0HYAUN.//5.40E-10//545aa//22 
%//P37709 

C-NT2RP2005344//PR0BABLE CALCIUM- TRANSPORTING ATPA 
SE 5 (EC 3.6.1. 38). //2. 10E-124//636aa//38%//P32660 
C-NT2RP2005358//Homo sapiens methyl -CpG binding do 
main-containing protein MBD3 (MBD3) mRNA, complete 

cds. //0//2199bp//99%//AF072247 
C-NT2RP2005360//Homo sapiens sentrin/SUMO- specific 

protease (SENP1) mRNA, complete cds.//l. 30E-52//7 
53bp//67V/AF149770 

C-NT2RP2OO5393//AUT0ANTIGEN NGP-1. 111. 20E-39//224a 
a//35%//Q13823 ( 
C-H2RP2005407//0XYSTER0L-BINDING PROTEIN. 115. 30E- 
63//410aa//40%//P22059 

C-NT2RP2005436//SPUCING FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//1.20E-13/ 
/185aa//38%//Q08170 

C-NT2RP2005441//Homo sapiens hypothalamus protein 
HT002 mRNA, complete cds.//4. 10E-202//962bp//98%// 
AF1 13540 

C-NT2RP2005457//Homo sapiens NADH- ubiquinone oxido 
reductase subunit B14.5B homolog mRNA, complete cd 
s. III. 20E-130//608bp//99%//AF070652 
C-NT2RP2OO5465//MIT0CH0NDRIAL CARRIER PROTEIN RIM 
2. //3. 00E-44//252aa//41%//P38127 
C-NT2RP2005476//Human pl90-B (pl90-B) mRNA, comple 
te cds. 11%. 40E- 108//668bp//88%//U17032 
C-NT2RP2005490//Mus musculus D3Mm3e (D3Mm3e) mRNA, 
complete cds. //1 . 80E-175//1 102bp//83%//AF053628 
C-NT2RP2005491//PARAMY0SIN (PMY) (ANTIGEN B).//0.0 
000001 5//279aa//26%//P354 18 

C-NT2RP2005496//ZINC FINGER PROTEIN 135.//2.90E-14 
6//398aa//59%//P52742 

C-NT2RP2005498//PR0TEIN PHOSPHATASE PP2A, 55 KD RE 
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GULATORY SUBUNIT, ALPHA ISOFORM (PROTEIN PHOSPHATA 
SE PP2A B SUBUNIT ALPHA ISOFORM) (ALPHA- PR55).//5. 
20E-81//166aa//88%//P36876 
C-NT2RP2005509//Homo sapiens CGI-45 protein mRNA, 
complete cds. //O// 1 825bp//99%//AFl 5 1 803 
C-NT2RP2005520//Homo sapiens chromosome- associ ated 
protein-E (hCAP-E) mRNA, complete cds. //0//3994bp 
//99%//AF092563 

C-NT2RP2005525//Mus musculus kanadaptin mRNA, coup 
1 ete cds. III. 40E- 304//1687bp//85%//AF035526 10 
C-NT2RP2005531//PR0TEIN 4. 1 (BAND 4. 1) (P4.1).//5. 
50E- 70//393aa//39%//Pl 1171 
C-NT2RP2005539//Homo sapiens mRNA for NSl-binding 
protein (NSl-BP).//0//1560bp//98%//AJ012449 
C-NT2RP2005549//PUTATIVE LACTOYLGLUTATHI ONE LYASE 
(EC 4.4.1.5) (METHYLGLYOXALASE) (ALDOKETOHUTASE) 
(GLYOXALASE I) (GLX I) (KETONE- ALDEHYDE MUTASE) (S 
- D- LACTOYLGLUTATHI ONE HETHYLGLYOXAL LYASE) . III. 00E 
- 20// 1 8 1 aa//36%//Q39366 

C-NT2RP2005557//Homo sapiens clone 486790 diphosph 20 
oinositol polyphosphate phosphohydrolase mRNA, com 
pi ete cds. Ill . 00E-46//576bp//70%//AF062529 
C-NT2RP2005605//QUEUINE TRNA- RI BOSYLTRANSFERASE (E 
C 2.4.2.29) (TRNA-GUANINE TRANSGLYCOSYLASE) (GUANI 
NE INSERTION ENZYME). //8.20E- 23// 164aa//28%//03205 
3 

C-NT2RP2005620//Homo sapiens epsin 2a mRNA, comple 
te cds. //8. 9e-313//1455bp//98%//AF062085 
C-NT2RP2005635//PR0BABLE NH (3) -DEPENDENT NAD(+) SY 
NTHETASE (EC 6. 3. 5. 1) . Ill . 00E- 1 l//128aa//36%//P476 30 
23 

C-NT2RP2005654//CYSTEINE STRING PROTEIN (CCCS1) . // 
1.20E-13//74aa//45%//P56101 
C-NT2RP2005669//Homo sapiens death effector domain 
-containing testicularmolecule mRNA, complete cds. 
//1.60E-248//1129bp//99%//AF043733 
C-NT2RP2005675//Homo sapiens growth suppressor rel 
ated (D0C-1R) mRNA, complete cds. //4. 40E-200//908b 
p//99%//AF089814 

C-NT2RP2005694//X-LINKED RETINITIS PIGMENTOSA GTPA 40 
SE REGULATOR. III. 60E-10//175aa//27%//Q92834 
C-NT2RP2005701//ZINC- FINGER PROTEIN RFP (RET FINGE 
R PROTEI N) . //3. 00E-63//323aa//39%//Q62158 
C-NT2RP2005712//Homo sapiens myosin X (MY010) mRN 
A, partial cds. //0//2681bp//99%//AF 132022 
C-NT2RP2005719//GPI -ANCHORED PROTEIN P137.//4.00E- 
1 4//99aa//43%//Ql 4444 

C-NT2RP2005722//Homo sapiens ZK1 mRNA for Rruppel- 
type zinc finger protein, complete cds. //0//2545bp 
//99V/AB011414 50 
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C-NT2RP2005723//HNRNP ARGI NINE N-METHYLTRANSFERASE 
(EC 2.1.1.-) (0DP1 PROTEIN). //3. 00E-09//169aa//28 
V/P38074 

C-NT2RP2005752//Homo sapiens TNFR-related death re 
ceptor-6 (DR6) mRNA, complete cds. //0//1968bp//99% 
//AF068868 

C-NT2RP2005753//Homo sapiens 1-1 receptor candidat 
e protein mRNA, complete cds.//0//1966bp//99%//AF0 
82516 

C-NT2RP2005763//EUKARY0TIC INITIATION FACTOR 4A (E 
IF-4A) . //1. 70E-61//374aa//38%//P47943 
C-NT2RP2005767//C. gal 1 us PB1 gene. IIS. 00E- 163//1 15 
8bp//81%//X90849 

C-NT2RP2005773//Homo sapiens pyrrol ine 5-carboxyla 
te reductase isoform (P5CR2) mRNA, complete cds.// 
2. 70E-180//656bp//99%//AF151351 
C-NT2RP2005775//NEUR0LYSIN PRECURSOR (EC 3.4.24.1 
6) (NEUROTENSIN ENDOPEPTIDASE) (MITOCHONDRIAL OUG 
OPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) (MEP) (SO 
LUBLE ANGI OTENSI N-BI NDI NG PROTEIN) (SABP).//2. 10E- 
213//249aa//85%//Q02038 

C-NT2RP2005776//P0LY(A) POLYMERASE TYPE 2 (EC 2. 7. 
7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANSFERASE) . / 
/4. 40E-55//358aa//42%//P51005 
C-NT2RP2005784//Homo sapiens ubi qui tin- conjugating 
enzyme variant Kua (UBE2V) mRNA, complete cds.//0 
//2191bp//92%//AF155120 

C-IH2RP2005812//HYP0THETICAL 39.3 KD PROTEIN IN GC 
N4-WBP1 INTERGENIC REGION. III. 30E-39//318aa//31%// 
P40004 

C-NT2RP2005835//SHP1 PROTEIN. III. 80E-28//208aa//32 
%//P34223 

C-NT2RP2005841//Homo sapiens mRNA for ALEX3, compl 
ete cds. //3. 50E-52//1091bp//59%//AB039669 
C-NT2RP2005933//NUCLE0P0RIN NUP57 (NUCLEAR PORE PR 
OTEIN NUP57) . IIS. 00E-ll//155aa//34V/P48837 
C-NT2RP2005942//P0LY(A) POLYMERASE (EC 2.7.7.19) 
(PAP) (POLYNUCLEOTI DE ADENYLYLTRANSFERASE) . Ill . 50E 
-67//388aa//44%//P25500 

C-NT2RP2006043//SPLICING FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75).//1.50E-13/ 
/185aa//38%//Q08170 

C-NT2RP2006071//Homo sapiens adaptor protein APPL 
mRNA, complete cds.//5.80E-120//1257bp//64%//AF169 
797 

C-NT2RP2006219//H. sapiens mRNA for DGCR6 protein./ 
II. 10E-214//1026bp//97%//X96484 
C-NT2RP2006238//Rattus norvegicus CTD-binding SR-1 
ike protein rA8 mRNA, complete cds.//0//1669bp//88% 
//U49055 
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C- NT2RP2006275//MI CROTUBULE- ASSOCI ATED PROTEIN IB 
[CONTAINS: LIGHT CHAINLCl].//2.00E-59//388aa//32%/ 
/P46821 

C-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, c 
omplete cds. 111. 80E-274//1236bp//99%//AF035262 
C- NT2RP2006436//ANTERI OR- RESTRI CTED HOMEOBOX PROTE 
IN (RATHKE POUCH HOMEOBOX) . 11%. 40E-07//50aa//50%// 
Q61658 

C-NT2RP2006456//Homo sapiens leucine-rich glioma- i 
nactivated protein precursor (LGI1) mRNA, complete 10 

cds. III. 30E-37//484bp//65%//AF055636 
C-NT2RP2006464//Homo sapiens mRNA for AND-1 protei 
n. //0//2181bp//99%//AJ006266 
C-NT2RP2006534//5' -AMP- ACTIVATED PROTEIN KINASE, C 
ATALYTIC ALPHA- 1 CHAIN(EC 2.7.1.-) (AMPK ALPHA- 1 C 
HAI N) (FRAGMENT) . 112. 20E- 1 1 //32aa//96%//Ql 3131 
C-NT2RP2006565//Homo sapiens secretory carrier- ass 
ociated membrane protein (SCAMP) mRNA, complete cd 
s. IIZ. 10E-272//1220bp//95%//AF038966 
C-NT2RP2006571//CYT0CHR0ME P450 2G1 (EC 1.14.14.1) 20 

(CYPIIG1) (P450-NMB) (OLFACTIVE) . 1 1 A. 20E-134//486a 
a//50%//P24461 

C-NT2RP2006573//2' , 3' -CYCLIC NUCLEOTIDE 3' -PHOSPHO 
DI ESTERASE (EC 3.1.4.37) (CNP) . //0. 0000055//169aa/ 
/25%//P09543 

C-NT2RP2006598//Homo sapiens retinoid x receptor i 
nteracting protein mRNA, complete cds.//3. 10E-295/ 
/1193bp//99%//AFl 13538 

C- NT2RP3000031 //HI STONE DEACETYLASE HDA1.//1. 10E-7 
l//350aa//42%//P53973 30 
C-NT2RP3000046//MIT0CH0NDRIAL GTPASE MSS1 PRECURSO 
R. //4. 60E-78//421aa//37%//P32559 
C-NT2RP3000047//NPL4 PROTEI N.//1. 10E-85//526aa//36 
K//P33755 

C-NT2RP3000050//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7) . III. 20E-150//490aa//53%//Q 
05481 

C-NT2RP3000068//S0N OF SEVENLESS PROTEIN HOMOLOG 1 

(SOS-1) (MSOS-1) . 111. 20E-06//165aa//27%//Q62245 
C- NT2RP3000085//ACETYL- /PROPI ONYL- COENZYME A CARBO 40 
XYLASE ALPHA CHAIN [CONTAINS: BIOTIN CARBOXYLASE 
(EC 6.3.4.14); BIOTIN CARBOXYL CARRIER PROTEIN (BC 
CP) ].//!. 90E- 123//436aa//50%//P46401 
C-NT2RP3000109//P54 PROTEIN PRECURSOR. //0. 0000065/ 
/358aa//22V/P13692 

C- NT2RP3000207//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1.4- ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . 111. 90E-ll//721aa//23%/ 
/P08640 

C-NT2RP3000233//RING CANAL PROTEIN (KELCH PROTEI 50 
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N) . 119. 30E-84//453aa//42%//Q04652 
C-NT2RP3000252//Homo sapiens GTP-binding protein N 
GB mRNA, complete cds.//0//2388bp//99%//AF120334 
C-NT2RP3000299//Rattus norvegicus mRNA for Crk-ass 
ociated substrate, pl30, complete cds. //0//2730bp/ 
/82V/D29766 

C-NT2RP3000320//Homo sapiens partial mRNA for puta 
tive p621 protein which interacts with transcripti 
on factor Spl.//0//1544bp//100%//AJ242978 
C-NT2RP3000333//Rattus norvegicus db83 mRNA, compl 
ete cds. 111. 90E- 191//1094bp//85%//AB006135 
C-NT2RP3000341//Homo sapiens mitochondrial inner m 
embrane preprotein translocase Timl7a mRNA, nuclea 
r gene encoding mitochondrial protein, complete cd 
s. Ill . 50E-246//1 124bp//99V/AF106622 
C-NT2RP3000350//Homo sapiens GTP-binding protein N 
GB mRNA, complete cds.//0//2392bp//99%//AF120334 
C-NT2RP3000359//GTP: AMP PHOSPHOTRANSFERASE MITOCHO 
NDRIAL (EC 2.7.4.10) (AK3).//2.00E-lll//226aa//92% 
//P08760 

C-NT2RP3000361//Homo sapiens mRNA, complete cds, s 
imilar to yeast pre-mRNA splicing factors, Prpl/Ze 
rl and Prp6.//0//2072bp//98%//AB019219 
C-NT2RP3000366//RAS- RELATED PROTEIN RAB-18.//2. 10E 
- 107//206aa//99%//P35293 

C-NT2RP3000393//Rattus norvegicus DNA-binding prot 
ein PREB (Preb) mRNA, complete cds.//5.80E-266//137 
3bp//86%//AF061817 

C-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR 
RNA HELICASE (DEAH BOXPROTEIN 13)//1. 70E-139//679a 
a//41%//043143 

C-NT2RP3000403//Homo sapiens formin binding protei 
n 21 mRNA, complete cds.//0//2364bp//99%//AF071185 
C-NT2RP3000439//HYP0THETI CAL 46.4 KD PROTEIN IN FF 
H-GRPE INTERGENIC REGION. 111. 90E-15//319aa//26%//P 
37908 

C-NT2RP3000441//Homo sapiens squamous cell carcino 
ma antigen recognizedby T cell (SART-2) mRNA, comp 
lete cds. 113. 40E-42//645bp//67%//AF098066 
C-NT2RP3000512//Human H0X2G mRNA from the Hox2 loc 
us. //0//1934bp//99V/X16667 
C-NT2RP3000527//ZINC FINGER PROTEIN 43 (ZINC PROTE 
IN HTF6) . //4. 80E-28//536aa//27%//P28160 
C-NT2RP3000531//P0U0VIRUS RECEPTOR PRECURSOR (CD1 
55 ANTIGEN).//1.90E-12//192aa//30%//P15151 
C-NT2RP3000562//Homo sapiens putative RNA-binding 
protein Q99 mRNA, complete cds.//0//2165bp//99%//A 
F093097 

C-NT2RP3000578//HES1 PROTEI N. Ill . 30E-22//229aa/ 727 
%//P35843 
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C-NT2RP3000590//UVS-2 PROTEIN. III. 30E-22//458aa//2 
4%//P33288 

C-NT2RP3000596//TRI CHOHYALI N. 111. 50E-17//304aa//28 
%//Q07283 

C-NT2RP3000603//NEUR0GENIC DIFFERENTIATION FACTOR 
LIIZ. 70E- 1 l//90aa//42%//Q13562 
C-NT2RP3000605//Mus musculus mRNA for wizL, comple 
te cds. //0//2232bp//82%//AB012265 
C-NT2RP3000624//Rattus norvegicus mRNA for SECIS b 
i ndi ng protei n 2 (sbp2gene) . 115. 80E-234//1562bp//8 10 
1%//AJ251245 

C-NT2RP3000632//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEI N HPF2) . //3. 0OE- 140//499aa//46%//P51523 
C-NT2RP3000739//ATR0PHIN-1 (DENTATORUBRAL-PALLI DOL 
UYSIAN ATROPHY PROTEIN). III. 40E- 24// 155aa//37V/Ql 
0149 

C-NT2RP3000742//1 -PHOSPHATI DYLI NOSI TOL-4, 5-BI SPHOS 
PHATE PHOSPHODIESTERASE DELTA 1 (EC 3.1.4.11) (PLC 
- DELTA- 1) (PHOSPHOUPASE C-DELTA-1) (PLC-III) (FRA 
GHENT) . I I A. 10E- 165//371aa//49%//P10895 20 
C-NT2RP3000753//NEUR0FI LAMENT TRIPLET H PROTEIN (2 
00 RD NEUROFILAMENT PROTEIN) (NF-H).//2.00E-10//56 
5aa//24%//P12036 

C-NT2RP30Q0759//ADP-RI BOSYIATI ON FACTOR. 111. 00E-28 
//176aa//34%//Q94650 

C-NT2RP3000825//NEUR0GENIC LOCUS NOTCH 3 PROTEIN./ 
12. 50E- 36//4 1 7aa//3 1%//Q61 982 
C-NT2RP3000826//Homo sapiens mRNA for seven transm 
embrane protein TM7SF3, complete cds. //0//2522bp// 
99%//AB032470 30 
C-NT2RP3000845//PUTATIVE SERINE/THREONINE- PROTEIN 
KINASE P78 (EC 2.7. l.-).//8.30E-108//331aa//50%//P 
27448 

C-NT2RP3000868//Human ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 

cds. //6. 90E-69//161 lbp//61%//U53445 

C-NT2RP3000869//Drosophila melanogaster AAA family 
protein Bor (bor) mRNA, complete cds.//2.60E-138/ 

/1673bp//67%//AF227209 

C-NT2RP3000875//MEVAL0NATE KINASE (EC 2.7.1.36) (M 40 
K) . 111. 70E-87//175aa//98%//Q03426 
C-NT2RP3000917//DHP1 PROTEIN. //1.00E-193//428aa//5 
5%//P40848 

C-NT2RP3000919//Rattus norvegicus golgi peripheral 
membrane protein p65(GRASP65) mRNA, complete cds. 
III. 70E-185//585bp//88%//AF015264 
C-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A.//1.90E 
-46//73aa//98%//P39027C-NT2RP3000994//MATERNAL EFF 
ECT PROTEIN STAUFEN. //0. 00000006//78aa//48%//P2515 
9 50 
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C-NT2RP3001055//Drosophila melanogaster separation 
anxiety protein (san)mRNA, complete cds.//3.80E-3 
8//462bp//70%//AF225902 

C-NT2RP3001057//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//9.00E-201//584aa//54%//Q 
05481 

C-NT2RP3001081//Homo sapiens RCCl-Iike G exchangin 
g factor RLG mRNA, complete cds. 111. 10E-47//537bp/ 
/74K//AF060219 

C-NT2RP3001096//Rattus norvegicus leprecan (lepre 
1) mRNA, complete cds.//1.70E-94//787bp//66%//AF08 
7433 

C-NT2RP3001107//PEREGRIN (BR140 PROTEIN). //3.00E- 4 
4//260aa//40%//P55201 

C-NT2RP3001111//Homo sapiens TRF-proximal protein 
mRNA, complete cds.//1.50E-149//731bp//97%//AF0977 
25 

C-NT2RP3001 1 13//I NTRACELLULAR PROTEIN TRANSPORT PR 
OTEIN US01.//2. 90E-ll//631aa//23%//P25386 
C-NT2RP3001120//ZINC FINGER PROTEIN 136.//7.80E-17 
0//512aa//58%//P52737 

C-NT2RP3001 140//F-SP0NDI N PRECURSOR. //9. 90E-238//4 
19aa//96%//P35446 

C-NT2RP3001 1 50//TRANSCRI PTI ON TERMINATION FACTOR R 

HO. //0. 00000031//207aa//29%//P52154 

C-NT2RP3001155//Homo sapiens mRNA for AND-1 protei 

n. //0//2732bp//99%//AJ006266 

C-NT2RP3001 176//HYP0THETI CAL 65.3 KD PROTEIN IN MA 

D1-SCY1 INTERGENIC REGION. //1.70E-10//196aa//27%// 

P53154 

C-NT2RP3001216//CYUCIN I (MULTIPLE- BAND POLYPEPTI 
DE I) (FRAGMENT). //0. 0000023// 137aa//33%//P35663 
C-NT2RP3001221//{^MMA-BUTYR0BETAINE, 2-0X0GLUTARATE 
DIOXYGENASE (EC 1.14.11.1) (GAMMA- BUTYROBETAINE H 
YDROXYLASE) . Ill . 90E-31//353aa//30%//P80193 
C-NT2RP3001239//MICR0TUBULE- ASSOCIATED PROTEIN IB 
(MAP1.2) (MAP1(X)) [CONTAINS: LIGHT CHAIN LCI].// 
1. 20E- 166//395aa//51%//P14873 
C-NT2RP3001253//NUF1 PROTEIN (SPINDLE POLY BODY SP 
ACER PROTEIN SPC110).//1.70E-10//540aa//23%//P3238 
0 

C-NT2RP3001268//Homo sapiens zinc finger protein Z 
NF228 (ZNF228) mRNA, complete cds. //0//3606bp//99% 
//AF198358 

C-NT2RP3001272//Mus musculus mRNA for macrophage a 
ctin-associated-tyrosine-phosphorylated protein. // 
1. 30E-99//669bp//83%//Y18101 
C-NT2RP3001307//Gallus gallus RPE65 mRNA, complete 
cds. Ilk. 20E-29//530bp//63%//AB017594 
C-NT2RP3001338//ZINC FINGER PROTEIN 81 (FRAGMENT). 
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III. 40E-16//175aa//28%//P51508 

C-NT2RP300 1 355//TRI CARBOXYLATE TRANSPORT PROTEIN P 

RECURSOR (CITRATE TRANSPORT PROTEIN) (CTP) (TRICAR 

BOXYLATE CARRIER PROTEIN). //3.60E-25//129aa//34%// 

P32089 

C-NT2RP3001383//Hus musculus ARL-6 interacting pro 
tein-6 (Aip-6) mRNA, partial cds. //3. 40E-40//355bp 
//79%//AF133913 

C-NT2RP3001384//Homo sapiens mRNA for LA95 protei 

n. //0//1214bp//99%//AJ243467 10 

C- NT2RP300 1 398//TRANSCRI PTI ONAL REPRESSOR CTCF. // 

1. 30E-61//374aa//36%//P49711 

C-NT2RP3001399//SSU72 PROTEIN. //1.30E-16//84aa//52 

%//P53538 

C-NT2RP3001407//SCY1 PROTEIN. //0. 00000033// 143aa// 
25%//P53009 

C-NT2RP3001426//DNAJ PROTEIN (FRAGMENT). //l.OOE- 16 
//77aa//46%//033529 

C-NT2RP3001427//WERNER SYNDROME HEUCASE HOMOLOG. / 
12. 70E- 10//159aa//33%//009053 20 
C- NT2RP300 1 428//NUCLE0PR0TEI N TPR.//1. 40E-128//152 
aa//99%//P12270 

C-NT2RP3001453//ANTIGEN PEPTIDE TRANSPORTER 2 (APT 
2) (HI STOCOMPATI BI LI TYANTI GEN MODI FI ER 2) . //3. 20E- 
90//157aa//59%//P36371 

C-NT2RP3001457//Drosophila melanogaster Melted (me 
It) mRNA, partial cds.//4.60E-20//792bp//59%//AF20 
5831 

C-NT2RP3001472//N0NHIST0NE CHROMOSOMAL PROTEIN 6A. 
119. 10E- 13//87aa//43%//Pl 1632 30 
C-NT2RP3001495//Human oxidoreductase (HHCMA56) mRN 
A, complete cds. //0// 1 4 75bp//99%//U 1 3395 
C-NT2RP3001497//Homo sapiens multiple membrane spa 
nning receptor TRC8 (TRC8) mRNA, complete cds.//0/ 
/2295bp//99%//AF064801 

C-NT2RP3001527//Human Spl40 protein (Spl40) mRNA, 

complete cds. 114. 30E-290//793bp//93%//U63420 

C-NT2RP3001529//SP00B-ASS0CIATED GTP- BINDING PROTE 

IN. Ill . 00E-61//345aa//42%//P20964 

C- NT2RP300 1 538//HYP0THETI CAL 39.0 KD PROTEIN T28D 40 

9.3 IN CHROMOSOME II. //9. 10E-10//158aa//31%//Q1002 

2 

C-NT2RP300 1 554//MI CROTUBULE- ASSOCI ATED PROTEIN IB 
[CONTAINS: LIGHT CHAINLC1] . III. 40E-76//388aa//32%/ 
/P46821 

C-NT2RP3001580//Mus musculus strain C57BL/J germ c 
el 1-1 ess protein (Gel) mRNA, complete cds.//0//1730 
bp//85%//AF163665 

C-NT2RP3001587//Human anthracycline- associated res 
i stance ARX mRNA, complete cds.//0//2617bp//99%//U 50 
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C-NT2RP3001642//HYP0THETICAL PROTEIN KIAA0210.//6. 
80E-18//91aa//38V/Q92609 

C-NT2RP3001646//WD-40 REPEAT PROTEIN MSI2.//8.80E- 
09//132aa//31%//022468 

C-NT2RP3001671//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . //0//1557bp//98%//AJ012449 
C-NT2RP3001672//Homo sapiens Sex comb on midleg ho 
molog 1 isoform 2 (SCMH1) mRNA, complete cds.//0// 
2836bp//99%//AF149046 

C-NT2RP3001679//Homo sapiens rec mRNA, complete cd 
s. //0//2495bp//99V/AB023584 
C-NT2RP3001688//Homo sapiens DNA binding protein p 
96PIF mRNA, complete cds. //0//1869bp//99%//AF17386 
8 

C-NT2RP3001690//I NTRACELLDLAR PROTEIN TRANSPORT PR 
OTEIN US01.//0. 00000024//481aa//21%//P25386 
C-NT2RP3001708//™STED GASTRULATI ON PROTEIN PRECU 
RSOR. IIZ. 40E-33//161aa//32%//P54356 
C-NT2RP3001712//Homo sapiens HP1-BP74 protein mRN 
A, complete cds.//0//1788bp//99%//AF113534 
C-NT2RP3001723//Homo sapiens cell recognition mole 
cule Caspr2 (CASPR2) mRNA, complete cds.//1.40E-58 
// 1 1 38bp//63%//AF 1 9361 3 

C-NT2RP3001724//Homo sapiens chromodomain-helicase 
-DNA-binding protein mRNA, complete cds.//l. 10E-24 
0//902bp//99%//AF054177 

C-NT2RP3001727//Rattus norvegicus implantation- ass 
ociated protein (IAG2)mRNA, partial cds.//6.90E-13 
2//774bp//88%//AF008554 

C-NT2RP3001730//SEPTIN 2 HOMOLOG (FRAGMENT) . //7. 10 
E-132//294aa//84%//Q14141 

C-NT2RP3001739//HYP0THETI CAL 72.5 KD PROTEIN C2F7. 
10 IN CHROMOSOME I.//1.40E-15//190aa//32%//Q09701 
C-NT2RP3OO1792//HETER0GENE0US NUCLEAR RIBONUCLEOPR 
OTEIN M (HNRNP M).//1.80E-U7//462aa//55%//P52272 
C-NT2RP3001799//MY0SIN HEAVY CHAIN, STRIATED MUSCL 
E. III. 60E- 1 l//348aa//27%//P24733 
C-NT2RP3001819//RING CANAL PROTEIN (KELCH PROTEI 
N) . 111. 40E- 18//249aa//30%//Q04652 
C-NT2RP3001854//Homo sapiens novel retinal pigment 
epithelial cell protein (NORPEG) mRNA, complete c 
ds. //0//2742bp//99%//AF155135 
C-NT2RP3001855//H0ME0B0X PROTEIN PKN0X1 (H0ME0B0X 
PROTEIN PREP-l).//8. 10E-125//302aa//60%//P55347 
C-NT2RP3001857//VEGETATIBLE INCOMPATIBIUH PROTEI 
N HET-E- 1.//1. 20E- 14//242aa//24%//Q00808 
C-NT2RP3001898//Homo sapiens mRNA for UDP-N- acetyl 
glucosamine: alpha-l,3-D-mannoside beta-l,4-N-acet 
ylglucosamlnyl transferase IV, complete cds.//0//15 
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87bp//100%//AB000624 

C-NT2RP3001931//Rattus norvegicus clone C48 CDK5 a 
ctivator-binding protein mRNA, complete cds. //4. 30 
E-91//656bp//81%//AF177478 

C-NT2RP3001938//SP0RULATI ON-SPECIFIC PROTEIN 1 (EC 
2. 7. 1. -) . //1. 30E-22//227aa//33%//P08458 
C-NT2RP3001944//HYPOTHETI CAL 47.6 KD PROTEIN C16C1 
0.5 IN CHROMOSOME III.//3. 10E-92//314aa//51%//Q092 
51 

C-NT2RP3001969//TRI CHOHYALI N. 111. 70E- 1 l//442aa//23 10 
%//P37709 

C-NT2RP3002004//H. sapiens mRNA for FAST kinase.// 
1. 50E-192//475bp//94%//X86779 
C-NT2RP3002007//SAP1 PROTEIN. III. 10E-68//474aa//32 
%//P39955 

C- NT2RP3002014//HYP0THETI CAL 32.0 KD PROTEIN C09F 
5.2 IN CHROMOSOME III.//5.30E-25//139aa//48%//Q092 
32 

C-NT2RP3002045//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 KD CO 20 
ATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTIN ALPHA C SUBUNIT).//1.00E-299//397aa 
//94%//P18484 

C-NT2RP3002056//RETI NOBLASTOMA BINDING PROTEIN 1 
(RBBP-1) . III. 00E-48//475aa//35%//P29374 
C-NT2RP3002062//Homo sapiens BAG- family molecular 
chaperone regulator- 5mRNA, complete cds. //0//3764b 
p//99%//AF095195 

C-NT2RP3002081//Xenopus laevis chromosome condensa 
ti on protein XCAP-G mRNA, complete cds. //4. 10E- 233 30 
//1896bp//69%//AFl 11423 

C-NT2RP3002108//DEC1 PROTEIN (MDM20 PROTEIN). 111. 9 
0E-09//181aa//22V/Q12387 

C-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 
H0M0L0G (GTP- BI NDI NGPROTEI N GST1-HS). //2.80E-253/ 
/474aa//93%//P15170 

C-NT2RP3002 1 65//TRANSCRI PTI ONAL REGUIATOR PROTEIN 
HCNGP. Ill . 90E- 151//223aa//91%//Q02614 
C-NT2RP3002273//SCD6 PROTEIN. //I. 30E-09//295aa//28 
%//P45978 40 
C-NT2RP3002303//PR0BABLE UNDECAPRENYL PYROPHOSPHAT 
E SYNTHETASE (EC 2.5.1.31) (UPP SYNTHETASE) (DI-TR 
ANS- POLY- CI S- DECAPRENYLCI STRANSFERASE) . //8. 60E-49/ 
/243aa//43%//Q58767 

C-NT2RP3002330//Homo sapiens eRFS mRNA, complete c 
ds. //0//2443bp//99%//U87791 
C-NT2RP3002351//Human mRNA for NAD-dependent methy 
lene tetrahydrofolatedehydrogenase cyclohydrolase 
(EC 1. 5. 1. 15). //4. 20E-70//590bp//76%//X16396 
C-NT2RP3002399//DNA REPLICATION LICENSING FACTOR M 50 
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CM4 (CDC21 HOMOLOG) (Pl-CDC21).//8.60E-79//416aa// 
34%//P33991 

C-NT2RP3002501//THRE0NINE DEHYDRATASE CATABOLIC (E 
C 4.2.1.16) (THRE0NINEDEAMINASE).//3.70E-43//318aa 
//37V/P05792 

C-NT2RP3002529//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS45.//8.90E-95//542aa//38%//P38932 
C- NT2RP3002549/ /HYPOTHETI CAL 26.6 KD PROTEIN T19C 
3.4 IN CHROMOSOME III.//5.80E-40//161aa//52%//Q100 
10 

C-NT2RP3002602//PROBABLE PROTEIN DISULFIDE ISOMERA 
SE ER-60 PRECURSOR (ECS. 3. 4.1) (ERP60) (58 KD MICR 
OSOHAL PROTEIN) (P58) (HIP- 70) (Q-2).//2.90E-19//l 
73aa//28%//P11598 

C-NT2RP3002628//PR0BABLE PROTEIN DISULFIDE ISOMERA 
SE P5 PRECURSOR (EC 5.3.4. l).//2. 50E-26//90aa//42% 
//P38660 

C-NT2RP3002631//Homo sapiens Ran binding protein 1 
1 mRNA, complete cds.//0//1703bp//99%//AF111109 
C-NT2RP3002650//Mus musculus growth suppressor 1L 
(Grosl) mRNA, completecds.//0//2109bp//87%//AF1651 
63 

C-NT2RP3002663//Homo sapiens putative glycolipid t 
ransfer protein mRNA, complete cds.//8. 10E-263//124 
3bp//97V/AF103731 

C-NT2RP3002671//ELONGATION FACTOR 2 (EF-2).//2. 50E 
-73//179aa//36%//P1306O 

C-NT2RP300268 2//Homo s a p i 
ens CGI-145 protein mRNA, 
complete cds. //0//1 5 9 6 b p 
//9 8%//AF 15 19 0 3 
C-NT2RP3 00 2 6 8 8//Mou s e mRN 
A for kinesin— like protei 
n (Kiflb), complete cds./ 
/I. 1 0 E-9 3//1 2 0 5 b p//6 9%//D 
1 7 5 7 7 

C-NT2RP300277 0//MYELO I D D 
I FFERENT I AT I ON PRIMARY RE 
SPONSE PROTEIN MYD116. // 
1. 0 OE-O 7//7 0 a a//4 1%//P 1 7 5 
6 4 

C-NT 2 RP 3 0 0 2 7 8 5//LETHAL (2) 
DENT I CLELESS PROTEIN (DTL 
83 PROTEIN) . //2. 50E-55//1 
8 7a a//3 9%//Q2 4 3 7 1 
C-NT2RP300281 0//H I ST I D I NE 
-RICH PROTEIN KE4. //2. 20E 
- 1 0//2 6 0 a a// 2 6%//Q3 112 5 
C-NT2RP3002818//INSERTION 
ELEMENT IS2A HYPOTHETICA 
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L 4 8. 2 KD PROTEIN. 7/5. 70E 

- 2 2 6//3 0 3 a a// 9 7%//P 5 10 2 6 
C-NT2RP 3 0 0 2 8 6 9//Mus mu s cu 
1 n s semaphorin Via m R N A , 
complete c d s . // 2. 50E-2 3 2/ 
/ 1 2 8 2 b p//8 5%//AF 0 3 0 4 3 0 
C-NT2RP300 2 8 7 6//Dr o s oph i 1 
a melanogaster eyelid (el 
d) inRNA, complete cds. // 

1. 3 0 E - 2 9//8 0 5 b p//6 1 %//AF 0 10 
5 3 0 9 1 

C-NT 2 RP3 0 0 2 9 0 9//P 5 3-B I ND I 
NG PROTEIN 2 (53BP2) (BCL 
2-BINDING PROTEIN) (BBP). 
//l. 5 0E-1 2 5//5 1 2 a a//4 7%// 
Q 1 3 6 2 5 

C-NT2RP3 00 2 9 4 8//R I NG CANA 
L PROTEIN (KELCH PROTEI 
N) . //2. 00E - 1 1 1//5 5 1 a a//4 2 
%//Q 0 4 6 5 2 20 
C-NT2RP300295 3//Homo s a p i 
ens protocadherin beta 5 
(PCDH~beta5) m R N A, comple 
te cds. //0//2 3 8 8 b p//9 9%// 
A F 152498 

C — N T 2 RP 3 002969 //H o m o s a p i 
ens mRNA for A c y 1 — C o A syn 
thetase 3, complete cds./ 
/0//2 7 2 2 b p//9 9%//D8 9 0 5 3 
C-NT2RP 3 002972 //H alocynth 30 
i a roretzi mRNA for H r P E T 

- .1 , complete cds. // 3 . 9 0 E - 
5 2//8 9 9 b p//6 4%//AB0 2 9 3 3 3 
C-NT2RP3002988 //H o m o s a p i 
ens IkB kinase-b (IKK-bet 
a) mRNA, complete cds. // 
1. 8 OE-2 9 2//1 3 2 5 b p//9 9%//A 
F 0 8 0 1 5 8 

C-NT2RP3003032//Homo sapiens okadaic acid-induclbl 
e and cAMP- regulated phosphoprotein 19 (ARPP-19) m 40 
RNA, complete cds. //0//2656bp//99%//AF084555 
C-NT2RP3003059//Rattus norveglcus potassium channe 
1 regulator 1 mRNA, complete cds. //3.80E- 152// 1007 
bp//82%//U78090 

C-NT2RP3003061//ANKYRIN. //1. 40E-20//200aa//37%//QO 
2357 

C-NT2RP3003071//NEUR0GENIC PROTEIN BIG BRAIN. //l.l 
0E-05//258aa//24%//P23645 

C-NT2RP3003078//Rattus norveglcus mRNA for ischemi 
a related factor NYW-1, complete cds.//2.60E-112// 50 
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633bp//88V/AB027149 

C-NT2RP3003101//Mouse mRNA for tetracycline transp 
orter-like protein, complete cds.//3.60E-83//807bp 
//72%//D88315 

C-NT2RP3003133//Homo sapiens ZK1 mRNA for Rruppel- 
type zinc finger protein, complete cds.//0//1998bp 
//91%//AB011414 

C-NT2RP3003138//Homo sapiens kinesin superfamily m 
otor KIF4 mRNA, complete cds. //0//2159bp//98%//AF0 
71592 

C-NT2RP3003145//Mus musculus metal locarboxypepti da 
se CPX-1 mRNA, complete cds.//0//2251bp//81%//AF07 
7738 

C-NT2RP3003185//TC0P0MY0SIN 1, FUSION PROTEIN 33./ 
II. 80E-06//402aa//23%//P49455 
C-NT2RP3003193//ZINC FINGER PROTEIN 135. //7. 30E-98 
//269aa//62%//P52742 

C-NT2RP3003197//HYP0THETI CAL 33.8 KD PROTEIN C5H1 
0.01 IN CHROMOSOME L//5.70E-09//169aa//31V/Q0967 
4 

C-NT2RP3003203//Rattus norvegicus golgi stacking p 
rotein homolog GRASP55mRNA, complete cds.//2.00E-2 
10//1851bp//76%//AFl 10267 

C-NT2RP3003212//Rattus norvegicus lamina associate 
d polypeptide 1C (LAP1C) mRNA, complete cds. //4. 30 
E- 187//1750bp//75%//U20286 

C-NT2RP3003230//Homo sapiens mRNA for hCRNN4, comp 
. lete cds.//0//2350bp//99%//AB030656 
C-NT2RP3003242//Homo sapiens stanniocalcin- related 
protein mRNA, complete cds. //0//2366bp//99%//AF09 
8462 

C-NT2RP3003251//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//4.20E-86//366 
aa//48%//P19474 

C-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, c 
omplete cds.//0//2596bp//98%//L36983 
C-NT2RP3003290//Mus musculus mRNA for Ndrl related 
protein Ndr3, complete cds.//1.5e-310//1468bp//82 
V/AB033922 

C-NT2RP3003301//MITOCHOPRIAL LON PROTEASE HOMOLOG 
1 PRECURSOR (EC 3.4.21. -).//l. 10E-170//585aa//54% 
//064948 

C-NT2RP3003313//Homo sapiens thyroid hormone recep 
tor- associated protei ncompl ex component TRAP80 mRN 
A, complete cds.//0//2476bp//99%//AF117657 
C-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (RO(SS-A)) (R052). //1.30E- 
35//1 78aa//44%//Q62 191 

C-NT2RP3003353//HYP0THETI CAL 26.2 KD PROTEIN IN GD 
I1-C0X15 INTERGENIC REGION. 111. 80E-07//161aa//28%/ 
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/P40084 

C-NT2RP3003385//Mus musculus SKD3 mRNA, complete c 
ds. //0//21 33bp//85%//U09874 
C-NT2RP3003409//Human DHHC-domain-containing cyste 
ine-rich protein mRNA, compl ete cds.//9.20E-45//782 
bp//65%//U90653 

C-NT2RP3003411//Mus musculus C0P9 complex subunit 
7b (C0PS7b) mRNA, complete cds. //6. 30E-270//743bp/ 
/90V/AF071317 

C-NT2RP3003490//Homo sapiens mRNA for putative pho 10 
sphol i pase, compl ete cds. //4. 50E-81//649bp//67%//A 
B019435 

C-NT2RP3003491//Drosophila melanogaster Pelle asso 
ciated protein Pellino(Pli) mRNA, complete cds.// 
5. 60E-36//842bp//62V/AF091624 
C-NT2RP3003500//SCY1 PR0TEI N. //9. 20E-27//601aa//23 
%//P53009 

C-NT2RP3003555//HYP0THETICAL 32.6 KD PROTEIN IN HE 
T30-PIG2 INTERGENIC REGION. //4. 50E-30//191aa//40%/ 
/P40529 20 
C-NT2RP3003589//Homo sapiens ras-related GTP-bindi 
ng protein mRNA, complete cds. //0//3 1 3 1 bp//94%//AF 
106681 

C-NT2RP3003659//HES1 PROTEIN. 115. 90E-22//229aa//27 
%//P35843 

C-NT2RP3003665//Homo sapiens mRNA for beta-ureidop 
ropionase, complete cds. //0// 1 690bp//99%// ABO 1 3885 
C-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRE 
CURSOR (E2 ANTIGEN) (CD99) (MIC2 PROTEIN) (12E7)./ 
/2. 20E- 1 3// 1 46aa//4 2%//P 1 4209 30 
C-NT2RP3003701//F-SP0NDIN PRECURSOR. //I. 80E-17//32 
4aa//26%//P35446 

C-NT2RP3003716//SLIT PROTEIN PRECURSOR. //6. 60E- 10/ 
/150aa//34%//P24014 

C-NT2RP3003726//Homo sapiens spermatogenesis assoc 
iated PD1 mRNA, complete cds. //0//2568bp//99V/U28 
164 

C-NT2RP3003799//Rattus norvegicus Srgl (Sytrl) mRN 
A, complete cds.//9.00E-238//1529bp//84%//U71294 
C-NT2RP3003800//Rattus norvegicus tyrosine protein 40 
kinase pp60-c-src mRNA, complete cds.//1.90E-163/ 
/924bp//89%//AF130457 

C-NT2RP3003809//SAV PROTEIN. //1. 10E-131//576aa//41 
%//Q07590 

C- NT2RP3003825//PH0SPHATI DYLCHOLI NE TRANSFER PROTE 
IN (PC-TP) . //9. 60E- 19//1 74aa//31%//P02720 
C-NT2RP3003831//Homo sapiens ENDOGL-1 (alias ENGL- 
a) mRNA for endonuclease G-like protein- 1, compl et 
e cds. //2. 2e-316//1436bp//99%//AB020523 
C-NT2RP3003846//Homo sapiens mRNA for putative pho 50 
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spholipase, complete cds.//4.80E-277//1255bp//99%/ 
/ABO 194 35 

C-NT2RP3003876//Rattus norvegicus Rabin3 mRNA, com 
plete cds. //4. 50E-147//874bp//87%//U19181 
C-NT2RP3003914//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//2. 20E-2 
0//76aa//64%//Q09332 

C-NT2RP3003918//Homo sapiens VAMP- associated prote 
in B (VAP-B) mRNA, complete cds. //0//2191bp//99%// 
AF086628 

C-NT2RP3004013//M. musculus Spnr mRNA for RNA bindi 
ng protein. //6. 50E- 240//1 21 5bp//94%//X84692 
C-NT2RP3004016//TRANSCRI PTI ON INTERMEDIARY FACTOR 
1-BETA (NUCLEAR COREPRESSOR KAP-1) (KRAB- ASSOCIATE 
D PROTEIN l).//1.50E-17//226aa//26%//Q13263 
C-NT2RP3004078//H. sapiens HRFX2 mRNA.//0//1806bp// 
99K//X76091 

C-NT2RP3004125//Mus musculus zinc finger protein s 
plice variant FIZ1-B (Fizl) mRNA, complete cds.// 
4.60E-229//1560bp//78%//AF126747 . 
C-NT2RP3004148//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . 111. 90E-05//271aa//22%/ 
/P08640 

C-NT2RP3004155//Homo sapiens C0Q7 protein mRNA, co 
mplete cds. //1. 10E-179//823bp//100%//AF098948 
C-NT2RP3004189//VEGETATIBLE INCOMPATIBIUTY PROTEI 
N HET-E-1. Ill . 30E- 14//242aa//24%//Q00808 
C-NT2RP3004206//CR00KED NECK PROTEIN. //1.40E- 220// 
567aa//67%//P17886 

C-NT2RP3004207//Homo sapiens mRNA for type I trans 
membrane receptor (psk-1 gene) . //0//2445bp//100%// 
AJ245820 

C-NT2RP3004209//Homo sapiens ubiquitin processing 
protease (Ubp-M) mRNA, complete cds. //0//2320bp//99 
V/AF126736 

C-NT2RP3004242//PUTATIVE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN H0M0L0G) . //4. 70E-13//118aa//33%//P52 
734 

C-NT2RP3004258//Homo sapiens ZIS1 mRNA, complete c 
ds. //0//1861bp//99%//AF065391 
C-NT2RP3004262//Homo sapiens heat shock protein hs 
p40-3 mRNA, complete cds.//2.40E-248//1126bp//100% 
//AF088982 

C-NT2RP3004282//Homo sapiens torsinA (DYT1) mRNA, 
complete cds. //5. 10E-24//597bp//61%//AF007871 
C-NT2RP3004348//R. norvegicus mRNA for cytosolic re 
si ni feratoxi n-bi ndi ngprotei n. Ill . 10E- 185//1 130bp// 
82%//X67877 
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C-NT2RP3004378//Drosophl 1 a melanogaster separation 
anxiety protein (san)mRNA, complete cds.//3.90E-3 
8//462bp//70%//AF225902 

C-NT2RP3004424//Homo sapiens mRNA for stromal anti 
gen 3 (STAG3 gene).//1.00E-66//364bp//93%//AJ00779 
8 

C- NT2RP30O4428//CHR0M0DOMAI N HELI CASE- DNA-BI NDI NG 
PROTEIN 4 (CHD-4) (MI -2 AUTOANTIGEN 218 KD PROTEI 
N) (MI 2- BETA) . 115. 20E-09//212aa//25%//Q14839 
C-NT2RP3004472//GERM CELL-LESS PROTEIN. //1.60E- 61/ 10 
/170aa//40%//Q01820 

C-NT2RP3004480//VACUOLAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS35.//3.30E-113//466aa//42%//P34110 
C-NT2RP3004490//Homo sapiens mRNA for Musashi, com 
plete cds. Ilk. 00E- 303//1 385bp//99%//AB01 285 1 
C-NT2RP3004498//Mus musculus ROSA 26 transcription 
AS R0SA26AS mRNA, complete cds.//2.00E-249//1777b 
p//80%//U83176 

C-NT2RP3004504//M. musculus mRNA for CPEB protein./ 
/I . 90E-295//893bp//92%//Y08260 20 
C-NT2RP3004507//M0B1 PROTEIN (MPS1 BINDER l).//3.7 
0E-37//190aa//39%//P40484 

C-NT2RP3004534//Mouse oncogene (ect2) mRNA, comple 
te cds. //0//2075bp//87%//Ll 1316 
C-NT2RP3004544//THYROID RECEPTOR INTERACTING PROTE 
IN 10 (TRIP10) (FRAGMENT) . //L 00E-22//1. 3aa//53%// 
Q15642 

C-NT2RP3004566//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.20E-95//434aa//43%//P51523 
C-NT2RP3004569//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN 30 
B) (ANKYRIN, N0NERYTHR0ID).//3.80E-08//150aa//28%/ 
/Q01484 

C-NT2RP3004572//Homo sapiens TATA binding protein 
associated factor (TAFII150) mRNA, complete cds.// 
0//1853bp//99%//AF040701 

C-NT2RP3004578//MY0SIN HEAVY CHAIN, CLONE 203 (FRA 
GHENT) . 1/5. 50E-12//396aa//23%//P39922 
C-NT2RP3004594//Homo sapiens mRNA for AND-1 protei 
n. //0//1807bp//99%//AJ006266 

C- NT2RP30046 1 7//ZI NC- BI NDI NG PROTEIN A33.//7.20E-7 40 
5//464aa//35%//Q02084 

C-NT2RP3004618//Homo sapiens putative RNA-binding 
protein Q99 mRNA, complete cds. //0//3972bp//98%//A 
F093097 

C-NT2RP3004669//CTHAN0LAMINE KINASE (EC 2.7.1.82) 
(EASILY SHOCKED PROTEIN) . //1. 70E-72//254aa//45%//P 
54352 

C-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acet 
ylglucosamine-6-O-sulfotransferas e (GlcNAc6ST), c 
omplete cds. //0//2393bp//99%//AB01 4679 50 
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C-NT2RP4000008//CHL0RINE CHANNEL PROTEIN P64.//2.6 
0E-98//239aa//64%//P35526 

C-NT2RP4000051//SYNAPT0NEMAL COMPLEX PROTEIN SC65. 
I/A. 90E-51//335aa//37%//Q64375 
C-NT2RP4000078//Homo sapiens mRNA for NSl-binding 
protein (NS1-BP) . //0//2160bp//99%//AJ012449 
C-NT2RP4000109//Homo sapiens mRNA for MEGF5, parti 
al cds.//0//2161bp//99%//AB011538 
C-NT2RP40001 1 1//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //0//728aa//99%//Q10568 
C-NT2RP4000129//Xenopus laevis F-box protein 28 (F 
bx28) mRNA, partial cds.//1.40E-28//296bp//75%//AF 
176667 

C-NT2RP4000147//Rattus norvegicus ADP-ribosylation 
factor-directed GTPase activating protein mRNA, c 
omplete cds. //4. 30E- 188//1 543bp//78%//U35776 
C-NT2RP4000210//PAIRED AMPHIPATHIC HELIX PROTEIN./ 
II . 00E-71//396aa//36%//P22579 
C-NT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN PREC 
URSOR (AGSA) . 115. 90E- 1 5//1 04aa//40%//P15287 
C-NT2RP4000243//Homo sapiens mRNA for cartilage-as 
sociated protein (CASP) . //0//1932bp//99%//AJ006470 
C-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 

(NDPP-1) . 112. 70E-84//208aa//76%//Q03173 
C-NT2RP4000259//GLUTATHI ONE PEROXIDASE 2 (EC 1.11. 
1.9). 115. 50E-29//153aa//43%//023968 
C-NT2RP4000290//HYP0THEnCAL 116.5 KD PROTEIN C20G 
8.09C IN CHROMOSOME I.//3. 50E-297//1024aa//55%//P8 
7115 

C-NT2RP4000312//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 
P PYROPHOSPHATE-LYASE) (ADENYLYL CYCIASE).//1. 50E-2 
6//237aa//28%//Q01631 

C-NT2RP4000323//KERATIN, ULTRA HIGH-SULFUR MATRIX 
PROTEIN (UHS KERATIN). //3. 00E-07//101aa//32%//P263 
72 

C-NT2RP4000367//Homo sapiens IkappaB kinase comple 
x associated protein (IKAP) mRNA, complete cds.//0 
//4782bp//99%//AF044195 

C-NT2RP4000370//MITOCHONDRIAL PEPTIDE CHAIN RELEAS 
E FACTOR 1 PRECURSOR (MRF-l).//2.60E-77//262aa//54 
%//075570 

C-NT2RP4000376//Homo sapiens mRNA for phospholipas 
e A2 activating protein. //0//2412bp//99%//AJ238243 
C-NT2RP4000398//ZINC FINGER PROTEIN 140.//2.90E-11 
0//435aa//50%//P52738 

C-NT2RP4000415//Drosophila melanogaster fumble (fu 
mble) mRNA, complete cds.//6.20E-19//902bp//57%//A 
F221546 

C-NT2RP400041 7//MANN0SYL-0LI GOSACCHARI DE ALPHA-1,2 
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-MANNOSIDASE (EC 3. 2. 1. 113) (MAN(9) -ALPHA-MANNOSIDA 
SE) (FRAGMENT) . III. 60E-51//438aa//33V/P45701 
C-NT2RP4000449//Homo sapiens sirtuin type 1 (SIRT 
1) mRNA, complete cds.//0//3143bp//99%//AF083106 
C-NT2RP4000455//TRANS-ACTI NG TRANSCRIPTIONAL PROTE 
IN ICPO. in. 00E-07//175aa//27V/P09309 
C-NT2RP4000457//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE 15 (EC 3.1.2.15) (UBIQUITIN THI OLESTERASE 15) 
(UBI QUI TIN-SPECIFIC PROCESSING PROTEASE 15) (DEUBIQ 
UITINATING ENZYME 15). //2. 50E-37//291aa//38V/P501 10 
01 

C- NT2RP400048 1 //ATP- DEPENDENT RNA HELICASE D0B1 (M 
RNA TRANSPORT REGULATOR MTR4).//1.90E-67//721aa//2 
9%//Q09475 

C-NT2RP4000498//M0B1 PROTEIN (MPS1 BINDER l).//8.8 
0E-50//214aa//50%//P40484 

C- NT2RP40005 1 8//ATP- DEPENDENT RNA HELICASE R0R1.// 
1. 50E-106//495aa//45%//P45818 
C-NT2RP4000524//Mus musculus Sec8 mRNA, complete c 
ds.//0//3131bp//87V/AF022962 20 
C-NT2RP4000528//NPL4 PROTEIN. 119. 80E-86//515aa//37 
%//P33755 

C-NT2RP4000556//SUR4 PROTEIN (SRE1 PROTEIN). 117. 40 
E-14//233aa//31%//P40319 

C-NT2RP4000614//Homo sapiens TLS- associated protei 
n TASR-2 mRNA, complete cds.//2.90E-188//863bp//99 
%//AF067730 

C-NT2RP4000648//TRANS-ACTI NG TRANSCRIPTIONAL PROTE 
IN ICPO. III. 70E-07//175aa//27V/P09309 
C-NT2RP4000657//SP0RE COAT POLYSACCHARIDE BIOSYNTH 30 
ESIS PROTEIN SPSE.//1.10E-32//350aa//30%//P39625 
C- NT2RP40007 1 3//HYP0THETI CAL 55.1 KD PROTEIN B041 
6.5 IN CHROMOSOME X.//1. 10E- 13//295aa//27%//Ql 1073 
C-NT2RP4000724//RETR0VI RUS- RELATED ENV POLYPROTEI 
N. 113. 20E-191//199aa//78%//P10267 
C-NT2RP4000737//Mus musculus F-box protein FBL10 m 
RNA, partial cds.//4.60E-250//1462bp//84%//AF17652 
4 

C- NT2RP400078 1 //HYPOTHETI CAL 27.7 KD PROTEIN IN CP 
T1-SPC98 INTERGENIC REGI0N.//0.000000032//67aa//31 40 
%//P53915 

C- NT2RP40008 1 7//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN1,4-ALPHA- GLUCOSIDASE) (1,4-ALPHA 
-D-CLUCAN GLUCOHYDROLASE) . //9. 80E- 1 l//503aa//23%// 
P08640 

C-NT2RP4000837//Homo sapiens mRNA for zinc finger 
protei n SALL1 . //4. 30E-94//810bp//65%//Y18265 
C-NT2RP4000839//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1. //8. 50E-21//271aa//28%//Q00808 
C-NT2RP4000855//AMIN0PEPTIDASE B (EC 3.4.11.6) (AR 50 
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GINYL AMI NOPEPTIDASE)(ARGI NINE AMINOPEPTIDASE) (CY 
TOSOL AMINOPEPTIDASE IV) (AP-B).//5.70E-82//324aa/ 
/48%//009175 

C-NT2RP4000865//ZINC FINGER PROTEIN ZFP-36 (FRAGME 
NT) . Hi. 10E-85//174aa//55V/P16415 
C-NT2RP4000878//MYEL0ID UPREGULATED PROTEIN. //6. 20 
E-91//173aa//87%//035682 

C-NT2RP4000879//UBI QUI TI N- ACTI VATI NG ENZYME El (Al 
S9 PROTEIN) . //9. 60E-96//513aa//42%//P22314 
C-NT2RP4000907//Mouse NLRR-1 mRNA for leucine-rich 
-repeat protein, complete cds. //0//2127bp//86%//D4 
5913 

C-NT2RP4000925//FIBR0M0DULIN PRECURSOR (FM) (COLLA 
GEN-BINDING 59 KD PROTEIN) . 112. 60E-26//227aa//36%/ 
/Q06828 

C-NT2RP4000927//UBI QUI TI N CARBOXYL- TERMINAL HYDROL 
ASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI OLESTERASE D 
UB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB- 
1) (DEUBI QUI TI NATI NG ENZYME l).//1.50E-76//346aa// 
43%//Q61068 

C-NT2RP4000928//Homo sapiens mRNA for CDS2 protei 
n. //0//2487bp//99%//Y16521 

C-NT2RP4000929//PUTATIVE ATP-DEPENDENT RNA HEUCAS 
E MJ1505. Ill . 40E-07//185aa//25%//Q58900 
C-NT2RP4000973//PR0BABLE PROTEIN DISULFIDE ISOMERA 
SE P5 PRECURSOR (EC 5.3.4. l).//1.40E-26//90aa//42% 
//P38660 

C-NT2RP4000979//Homo sapiens putative HIV-1 infect 
ion related protein mRNA. partial cds.//2.30E-81// 
389bp//100%//AF094583 

C-NT2RP4000989//UNC-47 PROTEIN. IIS. 20E-06//173aa// 
25%//P34579 

C-NT2RP4000997//DNA- DIRECTED RNA POLYMERASE I 135 
KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMERASE I SUBU 
NIT 2) (RPA135).//0//838aa//87%//P70700 
C-NT2RP4001004//VACU0LAR PROTEIN 8. III. 70E- 16//401 
aa//26%//P39968 

C-NT2RP4001010//Rattus norvegicus PSD-95/SAP90-ass 
ociated protein-4 mRNA, complete cds.//3.50E-257// 
1377bp//91%//U67140 

C-NT2RP4001029//Homo sapiens transcription factor 
LBP-lb (LBP-1) mRNA, complete cds. //0//2002bp//98% 
//AF198487 

C-NT2RP4001041//PR0BABLE LEUCYL-TRNA SYNTHETASE (E 
C 6. 1. 1. 4) (LEUCINE- -TRNA UGASE)//1. 50E-92//443aa 
//44K//Q09996 

C-NT2RP4001064//SYNAPT0NEMAL COMPLEX PROTEIN SC65. 
//6. 70E-51//335aa//37%//Q64375 
C-NT2RP4001079//CALCIUM-TRANSP0RTING ATPASE 1 (EC 
3. 6. 1 . 38) (GOLGI CA2+-ATPASE) . Ill . 30E- 123//563aa// 
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46%//P13586 

C-NT2RP4001080//Homo sapiens mRNA for Rodl, comple 

te cds.//0//1439bp//99%//AB023967 

C- NT2RP400 1 086//NEUR0FI LAMENT TRIPLET H PROTEIN (2 

00 RD NEUROFILAMENT PROTEIN) (NF-H).//2.30E-07//47 
4aa//22%//P12036 

C-NT2RP4001095//DOUBLE- STRANDED RNA-SPECIFIC EDITA 
SE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAMINASE) (RNA 
EDITING ENZYME l).//2.60E-17//121aa//36%//P51400 
C- NT2RP400 1 1 1 7//PR0TEI N TRANSPORT PROTEIN SEC61 AL 10 
PHA SUBUNI T. //I . 90E- 1 1 5//224aa//100%//P38378 
C-NT2RP4001122//TIPD PROTEIN. //1. 40E-65//253aa//41 
%//015736 

C-NT2RP4001 126//TRI CHOHYALI N. 111. 90E- 18//380aa//26 
%//Q07283 

C-NT2RP4001 143//SUCCI NYL-DI AMI NOPI MELATE DESUCCINY 
LASE (EC 3.5.1.18) (SDAP) . 111. 10E-07//93aa//33%//P 
44514 

C-NT2RP4001 148//S0F1 PROTEIN. Ill . 30E- 104//236aa//5 
2V/P33750 20 
C-NT2RP4001149//Homo sapiens cleft lip and palate 
transmembrane proteinl (CLPTM1) mRNA, complete cd 
s. //4. 40E- 187//731bp//100%//AF037339 
C - NT2RP4 00 1 1 50//NG- CAM RELATED CELL ADHESION MOLEC 
ULE PRECURSOR (NR- CAM) (BRAVO). //3. 40E-29//385aa//2 
9V/P35331 

C-NT2RP4001174//N0N-GREEN PLASTID TRIOSE PHOSPHATE 
TRANSLOCATOR PRECURSOR (CTPT).//4.70E-29//227aa// 
35%//P52178 

C-NT2RP4001206//Drosophila melanogaster strawberry 30 
notch (sno) mRNA, complete cds.//4.40E-104//1460b 
p//65%//U95760 

C-NT2RP4001207//Homo sapiens Ran binding protein 1 

1 mRNA, complete cds.//0//2940bp//99%//AFl 11109 
C-NT2RP4001213//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //5. 70E- 141//51 laa//43%//Q99676 
C-NT2RP4001219//PR0BABLE PROTEIN DISULFIDE ISOMERA 
SE P5 PRECURSOR (EC 5.3.4.1).//6.20E-27//90aa//42% 
//P38660 

C-NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEI 40 
N).//l. 80E- 103//508aa//43V/Q04652 
C-NT2RP4001256//Homo sapiens mRNA for gamma tubuli 
n ring complex protein (76p gene) . //0//2006bp//100% 
//AJ249677 

C-NT2RP4001260//Homo sapiens F-box protein Fbx21 
(FBX21) mRNA, completecds.//0//1866bp//100%//AF174 
601 

C-NT2RP4001274//Human transporter protein (gl7) mR 
NA, complete cds. 1 1 A. 40E-58//1 196bp//61%//U49082 
C-NT2RP4001276//TRI CHOHYALI N. 111. 90E-09//126aa//32 50 
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%//Q07283 

C-NT2RP4001313//MIT0CH0NDRIAL IMPORT RECEPTOR SUBU 
NIT T0M40 (M0M38 PROTEIN) (TRANSLOCASE OF OUTER ME 
MBRANE 40 KD SUBUNIT).//5.90E-17//296aa//29%//P243 

C-NT2RP4001315//Bos taurus mRNA for Rab5 GDP/GTP e 
xchange factor, Rabex5.//8.50E-213//1129bp//92%//A 
J001119 

C-NT2RP4001 336//GUANI NE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT-UKE PROTEIN. //0. 00001 6//186aa//29%/ 
/024076 

C-NT2RP4001339//Homo sapiens mRNA for AMMERC1 prot 
ein. //9. 20E-160//736bp//99%//AJ007014 
C-NT2RP4001345//Homo sapiens mRNA for LCAT-like ly 
sophospholipase (LLPL), complete cds. //2.7e-310//l 
400bp//100%//AB017494 

C-NT2RP4001351//Human ovarian cancer downregulated 
myosin heavy chain homolog (Docl) mRNA, complete 
cds. III. 40E-58//2425bp//59V/U53445 
C- NT2RP400 1 372//I RREGULAR CHIASM C-ROUGHEST PROTEI 
N PRECURSOR (IRREC PROTEIN) . III. 60E-19//222aa//30% 
//Q08180 

C-NT2RP4001375//N0N- RECEPTOR TYROSINE KINASE SPORE 
LYSIS A (EC 2.7.1.112) (TYROSINE- PROTEIN KINASE 
1) . //9. 20E-17//146aa//35%//P18160 
C-NT2RP4001379//HYP0THEnCAL 49.1 KD PROTEIN CUD 
3.06 IN CHROMOSOME 1 . 112. 00E-53//436aa//30%//Q1008 
5 

C-NT2RP4001389//KES1 PROTEIN. III. 70E-31//342aa//34 
%//P35844 

C-NT2RP4001407//TRICH0HYAUN. III. 90E-05//298aa//21 
%//P22793 

C-NT2RP4001414//SEPTIN 2 HOMOLOG (FRAGMENT) . 117. 70 

E-190//422aa//82%//Q14141 

C-NT2RP4001433//ZINC FINGER PROTEIN 184 (FRAGMEN 

T) . Ill . 20E- 138//419aa//54V/Q99676 

C-NT2RP4001474//Xenopus laevis putative Zic3 bindi 

ng protein mRNA, complete cds. III. 70E-66//738bp//7 

1V/AF129131 

C-NT2RP4001483//2-0X0GLUTARATE DEHYDROGENASE El CO 
MPONENT PRECURSOR (EC1.2.4.2) (ALPHA- KETOGLUTARATE 
DEHYDROGENASE) . //0//962aa//78%//Q02218 
C-NT2RP4001498//ANKYRIN REPEAT- CONTAINING PROTEIN 
AKR1. III. OOE-27//374aa//29%//P39010 
C-NT2RP4001529//Homo sapiens transcription factor 
LBP-lb (LBP-1) mRNA, complete cds. //0//2002bp//98% 
//AF198487 

C-NT2RP4001547//HYP0THETI CAL 45.0 KD PROTEIN IN NO 
T1/CDC39-HMR INTERGENIC REGION. //5. 70E-54//242aa// 
38K//P25656 
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C-NT2RP4001551//Homo sapiens chromatin- specific tr 
anscription el ongationf actor FACT 140 kDa subunit 
mRNA, complete cds. //0//3202bp//99%//AF152961 
C-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3. 
2. - . -) . //4. 70E-09//216aa//24%//P96902 
C-NT2RP4001567//ARMADILL0 SEGMENT POURITY PR0TEI 
N. //5. 40E-07//21 3aa//26%//Q02453 
C-NT2RP4001568//ZINC FINGER PROTEIN GCSL//1.80E-1 
0//109aa//36%//P35197 

C-NT2RP4001574//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT 10 
PROTEIN) (GAMMA-COP) . //0//874aa//96%//P53620 
C-NT2RP4001575//Rattus norvegicus mRNA for ARE1 pr 
otein. //0//1087bp//87%//AJ223830 
C-NT2RP4001592//I SOLEUCYL-TRNA SYNTHETASE (EC 6.1. 
1.5) (I SOLEUCI NE— TRNALI CASE) (ILEKS) . //1. 70E- 141/ 
/373aa//47%//P73505 

C-NT2RP4001634//CENTR0MERIC PROTEIN E (CENP-E PROT 
EIN) . /II. 80E- 14//652aa//22%//Q02224 
C-NT2RP4001638//DNA REPAI R/TRANSCRI PTI ON PROTEIN M 
ET18/MMS19. //5. 10E-46//234aa//32%//P40469 20 
C-NT2RP4001644//MY0SIN LIGHT CHAIN KINASE (EC 2.7. 
1.117) (MLCK) . //6. 40E- 19//1 1 laa//45%//P25323 
C-NT2RP4001656//VACU0LAR BIOGENESIS PROTEIN END1 
(PEPS PROTEIN) . //I. 10E-45//310aa//27%//P12868 
C-NT2RP4001696//CLEAVAGE AND POLYADENYLATION SPECI 
FICIH FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //4. OOE- 10//243aa//25%//Q10568 
C-NT2RP4001725//GUANINE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT. //3. OOE- 10//128aa//32V/Ql 0282 
C-NT2RP4001730//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 30 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT).//6.40E-1 
70//1168aa//33%//Q09332 

C-NT2RP4001753//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//3.90E-236//665aa//58%//P51523 
C-NT2RP4001760//PUTATIVE RHO/RAC GUANINE PCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN). //4. 10E-16//263aa//27V/P98174 
C-NT2RP4001790//Homo sapiens zinc finger protein Z 
FP-95 (ZFP95) mRNA, alternatively spliced, couplet 
e cds.//0//3053bp//99%//AF170025 40 
C-NT2RP4001822//PLATEI^T-ENDOTHEUAL TETRASPAN ANT 
I GEN 3 (PETA-3) (GP27) (MEMBRANE GLYCOPROTEIN SFA- 
1) (CD151 ANTIGEN). //1.20E-30//241aa//30%//035566 
C-NT2RP4001823//MI CROFI BRI L-ASSOCI ATED GLYCOPROTEI 
N 4.//1.10E-19//77aa//54%//P55083 
C-NT2RP4001838//Homo sapiens CoREST protein (CORES 
T) mRNA, complete cds.//6.30E-99//555bp//73%//AF15 
5595 

C-NT2RP4001849//SH3-BINDING PROTEIN 3BP-1.//1.40E- 
85//489aa//43%//P55194 50 
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C-NT2RP4001861//TRICH0HYAUN. //1. 00E-35//307aa//34 
%//P37709 

C-NT2RP4001896//VEGETATIBLE INCOMPATIBILITY PROTEI 
N HET-E-1. //I. 40E-08//345aa//25%//Q00808 
C-NT2RP4001927//MICR0TUBULE- ASSOCIATED PROTEIN YTM 
1. //1. 30E-38//258aa//32%//Q12024 
C-NT2RP4001938//TRANSCRI PTI ONAL REPRESSOR CTCF.// 
9. 80E-60//303aa//38%//P49711 
C-NT2RP4001946//PR0TEI N-L- 1 SOASPARTATE O-METHYLTRA 
NSFERASE (EC 2. 1. 1. 77) (PROTEIN- BETA-ASPARTATE MET 
HYLTRANSFERASE) (PIMT) (PROTEIN L-ISOASPARTYL METH 
YLTRANSFERASE) (L-ISOASPARTYL PROTEIN CARBOXYL MET 
HYLTRANSFERASE) . //I. 50E- 13//21 laa//28%//Q43209 
C-NT2RP4001950//GLUTAMIC ACID-RICH PROTEIN PRECURS 
OR. //1. 20E-13//356aa//27%//P13816 
C-NT2RP4001966//Mus musculus 0DZ3 (0dz3) mRNA, par 
tial cds.//0//3203bp//87%//AF195418 
C-NT2RP4001975//Homo sapiens golgi membrane protei 
n GP73 mRNA, craipletecds.//0//3024bp//99%//AF23605 
6 

C-NT2RP4002018//RING CANAL PROTEIN (KELCH PROTEI 
N) . V/6. 90E-24//370aa//27%//Q04652 
C-NT2RP4002047//GTP-BINDING PROTEIN LEPA.//1.50E-1 
68//601aa//52%//067618 

C-NT2RP4002058//PUTATIVE PRE-MRNA SPUCING FACTOR 
RNA HEUCASE (DEAH BOXPROTEIN 13)//1.00E-137//679a 
a//40%//043143 

C-NT2RP4002078//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//3.00E-150//722aa//39%//Q 
05481 

C-NT2RP4002081//TRANSCRI PTI ON INITIATION FACTOR II 
A ALPHA AND BETA CHAINS (TFIIA P35 AND P19 SUBUNIT 
S) (TFIIA-42) (TFIIAL).//6.70E-06//250aa//31%//P52 
655 

C-NT2RP4002408//PR0TEIN KINASE CEK1 (EC 2.7.1.-)./ 
/1. 50E-63//159aa//53V/P38938 
C-NT2RP4002791//NUCLE0PR0TEI N TPR. //6. 50E-05//659a 
a//23%//P12270 

C-NT2RP5003461//RLR1 PROTEIN. //9. 70E-22//177aa//27 
%//P53552 

C-NT2RP5003477//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E- 1 . //5. 50E- 15//280aa//27%//Q00808 
C-NT2RP5003500//Mus musculus mRNA for heparan sulf 
ate 6-sulfotransferase2, complete cds.//1.30E-237/ 
/820bp//87%//AB024565 

C-NT2RP5003506//Homo sapiens putative G protei n-co 
upled receptor (RAIGl)mRNA, complete cds. //0//2289 
bp//99%//AF095448 

C-NT2RP5003522//NADPH-CYT0CHR0ME P450 REDUCTASE (E 
C 1.6.2.4) (CPR).//3.30E-23//219aa//40%//P37116 
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C- OVARC 1 OOOOO 1 //Homo sapiens mRNA for actln bindin 
g protein ABP620, complete cds.//7.00E-217//683bp/ 
/99%//AB029290 

C-0VARC1000006//HI STONE H2A. 10E-55//117aa//9 
9%//P02262 

C-OVARC1000013//APOPTOTIC PROTEASE ACTIVATING FACT 
OR 1 (APAF-l).//4.20E-06//102aa//32%//014727 
C-0VARC1000014//Homo sapiens GLE1 (GLE1) mRNA, com 
plete cds. III. 60E-295//1393bp//97%//AF058922 
C-0VARC1000060//EXTRACELLULAR RIBONUCLEASE LE PREC 10 
URSOR (EC 3.1.27.1) (RNASE LE).//3.20E-07//60aa//4 
5%//P80022 

C-0VARC1000071//Homo sapiens NTF2-related export p 
rotein NXT1 (NXT1) mRNA, complete cds.//1.50E-47// 
727bp//67%//AF156957 

C-0VARC1000085//Human mRNA for proteasome subunit 
HC5. //I. 00E-151//699bp//100%//D00761 
C-0VARC1000087//HIST0NE MACR0-H2A. 1.//1.60E-12//17 
4aa//26%//Q02874 

C-0VARC1000091//H0ST CELL FACTOR CI (HCF) (VP16 AC 20 
CESSORY PROTEIN) (HFC1) (VCAF) (CFF).//8.40E-14//2 
59aa//30%//P51610 

C-0VARC1000106//TR0P0MY0SIN 1, FUSION PROTEIN 33./ 
/0. 000032//165aa//27%//P49455 
C-0VARC1000139//UBIQUITIN CARBOXYL-TERHI NAL HYDROL 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THI OLESTERASE 4) (0 
BI QUI TIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQU 
ITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN BO 
HOLOG) . Ill, 70E-12//120aa//32V/Q13107 
C-0VARC1000151//Homo sapiens partial mRNA for puta 30 
tive protein p38 interacting with transcription fa 
ctor Spl. //2. 50E-95//461bp//98%//AJ242975 
C-0VARC10002O9//Oryza sativa submergence induced p 
rotein 2A mRNA, complete cds. //1.80E-32//511bp//65 
%//AF068332 

C- OVARC 1 00024 1 //HYPOXI A- I NDUCI BLE FACTOR 1 ALPHA 
(HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) (MEMBER 0 
F PAS PROTEIN 1) (M0P1) (HIF1 ALPHA). //8.20E- 120// 
351aa//54%//Q16665 

C-0VARC1000288//VACU0UtR AMINOPEPTIDASE I PRECURSO 40 
R (EC 3.4.11.22) (POLYPEPTIDASE) (LEUCINE AMNOPEPT 
IDASE IV) (UPIV) (AMINOPEPTIDASE III) (AMINOPEPTID 
ASE YSCI) . //5. 40E-53//384aa//30%//P14904 
C-0VARC1000304//PR0TEIN MOV- 10. //1. 10E-249//519aa/ 
/87%//P23249 

C-0VARC1000309//THRE0NINE SYNTHASE (EC 4.2.99.2)./ 
/2. 70E-40//154aa//38%//P29363 
C-0VARC1000326//Rattus norvegicus lamina-associate 
d polypeptide 1C (LAP1C) mRNA, complete cds. //9. 20 
E-148//787bp//76%//U19614 50 
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C-0VARC1000335//HYP0THETI CAL 39.3 KD PROTEIN IN GC 
N4-WBP1 INTERCENIC REGION. //5. 90E-14//200aa//27%// 
P40004 

C-0VARC1000437//TENSIN. Ill, 90E-181//340aa//84%//Q0 
4205 

C-0VARC1000465//PR0TEIN TRANSPORT PROTEIN SEC7. // 
1. 20E-25//227aa//25%//P11075 
C-0VARC1000473//DUAL SPECIFICITY PROTEIN PHOSPHATA 
SE3 (EC 3.1.3.48) (EC3.1.3.16) (DUAL SPECIFICITY 
PROTEIN PHOSPHATASE VHR).//3. 10E-10//125aa//35%//P 
51452 

C-0VARC1000479//Rattus norvegicus mRNA for TIP120, 
complete cds. //0//1872bp//89%//D87671 
C-0VARC1000520//Homo sapiens supervillin mRNA, com 
plete cds. III. 20E-157//892bp//91%//AF051850 
C-0VARC1000556//RIB0S0MAL PROTEIN S6 KINASE II ALP 
HA 2 (EC 2.7.1.-) (S6KII-ALPHA 2) (P90-RSR 2) (RIB 
OSOMAL S6 KINASE 3) (RSK3) (PP90RSK3) . //3. 30E-67// 
132aa//95%//Q15349 

C-0VARC1000564//Hamo sapiens sorting nexin 5 (SNX 
5) mRNA, complete cds.//1.0e-310//1440bp//98%//AFl 
21855 

C-0VARC1000649//Human squamous cell carcinama of e 
sophagus mRNA for GRB-7 SH2 domain protein, comple 
te cds.//0//1812bp//98%//D43772 
C-0VARC1000679//Homo sapiens myosin-IXa mRNA, comp 
lete cds.//0//808bp//99%//AF117888 
C-0VARC1000682//PR0CESSING ALPHA- 1 , 2-MANNOSI DASE 
(EC 3.2.1.-) (ALPHA- 1 , 2-MANNOSI DASE 1B).//1. 10E-20 
9//293aa//95%//P39098 

C-0VARC1000722//Homo sapiens chromosome Iq21-lq23 
beta- 1,4-gaIactosyl transferase mRNA, complete cds. 
//0//759bp//98%//AF038661 

C-OVARC1000746//MATERNAL EFFECT PROTEIN STAUFEN.// 
0. 00000001 7//78aa//48%//P25159 
C-0VARC100O751//PR0BABLE PROTEIN PHOSPHATASE 2C T2 
3F11.1 (EC 3.1.3.16) (PP2C).//5.60E-ll//74aa//37%/ 
/P49596 

C-0VARC1000771//RAS- RELATED PROTEIN RAB-2.//1. 10E- 
46//121aa//79%//P08886C-OVARC1000800//MITOCHONDRIA 
L STRESS-70 PROTEIN PRECURSOR (75 KD GLUCOSEREGULA 
TED PROTEIN) (GRP 75).//3.90E-46//78aa//98%//03550 
1 

C-0VARC1000834//Homo sapiens mRNA for atopy relate 
d autoantigen CALC.//2.80E-258//1183bp//99%//Y1771 
1 

C-0VARC1000846//NUCLE0UN (PROTEIN C23) . //0. 000009 
7//109aa//30%//P08199 

C-0VARC1000850//Homo sapiens PB39 mRNA, complete c 
ds. //0//2095bp//99%//AF045584 
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C-0VARC1000862//M. musculus mRNA for FT1.//5.90E-22 
6//1498bp//81%//Z67963 

C-0VARC1000876//M0B1 PROTEIN (HPS1 BINDER l).//2.2 
0E-50//206aa//52%//P40484 

C-0VARC1O00885//OXI DOREDUCTASE UCPA (EC 1 .-.-.-)• / 
/1. 30E-32//170aa//34%//P37440 
C-0VARC1000915//Homo sapiens hi stone deacetylase 5 
mRNA, complete cds.//1.60E-121//591bp//97%//AF132 
608 

C-0VARC1000936//C0AT PROTEIN GP37 (ENV PROTEIN GP3 10 
7) . //0. 0000054//135aa//28%//P03398 
C-0VARC1000937//S-PHASE ENTRY CYCLIN 6.//4.90E-10/ 
/61aabp//49%//P32943 

C-OVARC1000945//Rattus norvegicus mRNA for atypica 
1 PRC specific bindingprotein, complete cds.//0//l 
961bp//82%//AB005549 

C-0VARC1000959//HYP0THETICAL PROTEIN MJ0933.//L20 
E-17//127aa//33%//Q58343 

C-0VARC1000999//ANKYRIN H0M0L0G PRECURSOR. //4. 10E- 
ll//189aa//32%//Q06527 20 
C-0VARC1001034//Mus musculus Fn54 mRNA, partial cd 
s. //1 . 50E- 178//1 1 13bp//86%//AF001533 
C-0VARC1001038//Homo sapiens mRNA for Ariadne-2 pr 
otein. //0//1172bp//97%//AJ130978 
C- 0VARC1 00105 1 //EPI DERMAL GROWTH FACTOR RECEPTOR S 
UBSTRATE SUBSTRATE 15(PR0TEIN EPS15) (AF-1P PROTEI 
N) . //I. 10E-08//216aa//23%//P42566 
C-OVARC1001055//PRE-B CELL ENHANCING FACTOR PRECDR 
SOR. //I. 90E-35//76aa//98%//P43490 
C-0VARC1001065//Homo sapiens CGI-12 protein mRNA, 30 
complete cds. //1.00E-215//1027bp//98V/AF132946 
C-0VARC1001068//Homo sapiens Era GTPase A protein 
(HERA-A) mRNA, parti al cds. //0//1819bp//99%//AF0826 
57 

C-0VARC1001092//Homo sapiens mRNA for JH5 protein, 
complete CDS (clone IMAGE 53337, LLNLcllOF1857Q7 
(RZPD Berlin) and LLNLcllOG0913Q7 (RZPD Berlin))./ 
/2. 00E- 2 1 4//769bp//97%//AJ005897 
C-0VARC1001107//Homo sapiens protein methyltransfe 
rase (JBP1) mRNA, complete cds. //6. 10E-276//594bp/ 40 
/98%//AF167572 

C-0VARC1001113//Homo sapiens diaphanous 1 (HDIA1) 
mRNA, complete cds.//5. le-310//1588bp//93%//AF0517 
82 

C-0VARC1001154//Hoeo sapiens clone 24720 epithelin 
1 and 2 mRNA, complete cds.//2.30E-296//1561bp//9 
3%//AF055008 

C-0VARC1001171//Homo sapiens translation initiatio 
n factor 3 47 kDa subunit mRNA, complete cds.//5.7 
0E- 151//436bp//92%//U94855 50 
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C-0VARC1001 180//UBI QUI IT N- LI KE PROTEIN DSK2.//1.10 
E-ll//221aa//25%//P48510 

C-0VARC1001200//Mus musculus mRNA for HS1 binding 
protein 3. //5. 80E-88//658bp//80%//AJ132192 
C- 0VARC1 00 1 232//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //5. 10E-22//83aa//37V/Q10568 
C-0VARC1001244//H. sapiens mRNA for Drosophila fema 
ie sterile homeotic (FSH) hamologue.//0//1467bp//9 
9%//X62083 

C- OVARC 1 00 1 27 1 //NUCLEOLAR TRANSCRIPTION FACTOR 1 
(UPSTREAM BINDING FACTOR 1) (UBF-1). //0. 00000 14//2 
24aa//26V/P25976 

C-OVARC1001306//N-MYC PR0T0- ONCOGENE PROTEIN. //0.0 
0000073//247aa//27V/P18444 
C- OVARC 1 00 1 342//40S RIBOSOMAL PROTEIN S8.//1.40E-1 
10//207aa//99%//P09058C-0VARC1001372//Homo sapiens 
liprin-alpha4 mRNA, partial cds.//2.00E-252//1146 
bp//99%//AF034801 

C-0VARC1001381//Homo sapiens mRNA for candidate tu 
mor suppressor involved in B-CLL.//6.00E-148//683b 
p//99%//AJ224819 

C-0VARC1001417//Homo sapiens thyroid hormone recep 
tor- associated proteincomplex component TRAP170 mR 
NA, complete cds.//0//1715bp//99%//AF135802 
C-0VARC1001419//Homo sapiens GOK (STIM1) mRNA, com 
plete cds. //4. 90E-48//586bp//69%//U52426 
C-OVARC1001436//ENL PROTEIN. //0. 00000009//81aa//39 
%//Q03111 

C-0VARC1001476//lus musculus YGR163w mRNA homologu 
e, compl ete cds. //1 . 80E- 187//510bp//89%//AB017616 
C-0VARC1001496//Homo sapiens C- terminal binding pr 
otein 2 mRNA, compl etecds. //0//1876bp//98%//AF0165 
07 

C-0VARC1001506//P0LYCYSTIN PRECURSOR (AUTOSOMAL DO 
MINANT POLYCYSTIC KIDNEY DISEASE PROTEIN l).//0//7 
77aa//91%//P98161 

C- OVARC 1001 555//NGG1 - 1 NTERACTI NG FACTOR 3.//4.40E- 
1 9//1 30aa//40%//P53081 

C-0VARC1001577//Homo sapiens SRp46 splicing factor 
transcribed retropseudogene. //0//1 167bp//100%//AF 
031165 

C-0VARC1001610//Homo sapiens choline/ethanolaminep 
hosphotransferase (CEPT1) mRNA, complete cds. //0// 
1870bp//99%//AF068302 

C-0VARC1001703//Mus musculus ARL-6 interacting pro 
tein-2 (Aip-2) mRNA, complete cds.//3.50E-16//399b 
p//61%//AF133670 

C-OVARC1001711//CORNinN B (SMALL PROLINE-RICH PRO 
TEIN IB) (SPR1B) (SPRlB).//2.80E-10//106aa//38%//Q 
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C- 0 VARC 1 00 1 7 1 3//END0ZEPI NE- RELATED PROTEIN PRECURS 
OR (MEMBRANE-ASSOCIATED DIAZEPAM BINDING INHIBITO 
R) (MA-DBI ) . //4. 40E-40//195aa//41%//P07106 
C-0VARC1001726//APICAL-LIKE PROTEIN (APXL PROTEI 
N) . II A. 30E- 16//1 16aa//43%//Q13796 
C-0VARC1001731//TR0P0MY0SIN ALPHA CHAIN. FIBROBLAS 
T ISOFORM F2.//4.00E-122//282aa//85V/P08942 
C-0VARC1001762//N-TERMINAL ACETYLTRANSFERASE 1 (EC 
2.3.1.88) (AMI NO- TERMINAL. ALPHA- AMINO. ACETYLTR 10 
ANSFERASE 1) . //6. 40E-85//514aa//34%//P12945 
C-0VARC1001766//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, comple 
te cds.//0//963bp//99%//U97670 
C-0VARC1001809//Mus musculus sphingosine kinase (S 
PHKla) mRNA. partial cds. //2.70E-190//1624bp//76%/ 
/AF068748 

C-0VARC1001942//N-TERMINAL ACETYLTRANSFERASE 1 (EC 
2.3.1.88) (AMI NO-TERMINAL, ALPHA- AMINO. ACETYLTR 
ANSFERASE 1) . //3. 10E- 81 //497aa//35%//P 12945 20 
C-0VARC1001943//Mus musculus DEBT-91 mRNA. complet 
e cds.//0//2035bp//87%//AF143859 
C-0VARC1001987//Homo sapiens prolactin regulatory 
element- binding protein (PREB) mRNA. complete cds. 
//0//1 083bp//99%//AF203687 

C-0VARC1002050//Homo sapiens mRNA for actin bindin 
g protein ABP620. complete cds. //0//1019bp//99%//A 
B029290 

C- OVARC 1 002 1 1 2//HI STONE MACRO- H2A. 1. //3. 00E-174//3 
71aa//90%//Q02874 30 
C- OVARC 1 002 1 27//S0DI UM- I NDEPENDENT ORGANIC ANION T 
RANSPORTER 2 (BRAIN DIGOXIN CARRIER PROTEIN) (BRAI 
N-SPECIFIC ORGANIC ANION TRANSPORTER) (0ATP-B1).// 
5. 40E-52//306aa//35%//035913 
C- 0VARC1 002 1 38//SAP1 PROTEIN. 111. 60E-60//128aa//59 
%//P39955 

C-0VARC1002156//Danio rerio uridine kinase mRNA. c 
omplete cds. //6. OOE- 1 6//262bp//64%//AF 1 9585 1 
C- OVARC 1 002 1 65//3- 0X0- 5- ALPHA- STEROI D 4-DEHYDROGEN 
ASE 2 (EC 1.3.99.5) (STEROID 5- ALPHA- REDUCTASE 2) 40 
(SR TYPE 2).//7.60E-08//114aa//37V/P31213 
C-0VARC1002182//BETA-TRCP (BETA-TRANSDUCIN REPEAT- 
CONTAI NI NG PROTEI N) (BTRCP) . Ill . 70E-09//207aa//30% 
//Q91854 

C-PLACE1000004//Homo sapiens IDN3-B mRNA. complete 
cds. //0//2365bp//99%//AB019602 
C-PLACE1000007//PROBABLE UBIQUIT1N CARBOXYL-TERMIN 
AL HYDROLASE R10E11.3(EC 3.1.2.15) (UBIQOITIN THIO 
LESTERASE) (UBI QUI TIN-SPECIFIC PROCESSING PROTEAS 
E) (DEUBI QUI TI NATI NG ENZYME) . //1. 60E-81//212aa//70 50 



MB 2002-191363 
4460 

V/P34547 

C-PLACE1000040//TRANSFORMING PROTEIN P21/K-RAS 2B. 
Ill . 40E- 17//185aa//32%//P08643 
C-PLACE1000061//Human ribosomal protein L37a mRNA 
sequence. 111. 90E- 54//1 90bp//94%//L22 1 54 
C-PLACE1000066//SSU72 PROTEIN. III. 10E-39//206aa//4 
3%//P53538 

C-PLACE1000081//Human SEC7 homolog Tic (TIC) mRNA. 
complete cds. //0//2077bp//99%//U63 1 27 
C- PLACE1000133//TRANSCRI PTI ON FACTOR BTF3 (RNA POL 
YMERASE B TRANSCRIPTION FACTOR 3).//1.80E-62//158a 
a//81%//P20290 

C-PLACE1000142//3-HYDR0XYBUTYRYL-C0A DEHYDRATASE 
(EC 4.2.1.55) (CR0T0NASE).//2.80E-29//134aa//43%// 
P52046 

C-PLACE1000184//Homo sapiens estrogen- related rece 
ptor gamma mRNA, complete cds.//l. 30E-305//1417bp/ 
/98K//AF058291 

C-PLACE1000185//Homo sapiens mRNA for N-Acetylgluc 
osamine kinase. //4. 90E-258//1183bp//99%//AJ242910 
C-PLACE1000213//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA-GLUCOSIDASE) (1.4-ALPHA 
-D-GLUCAN GLUCOHYDROLASE) . Ilk. 50E-05//197aa//26%// 
P08640 

C-PLACE1000383//Homo sapiens mRNA for MTMR1 protei 
n. //0//753bp//99%//AJ224979 
C-PLACE10O04O1//P0LIOVIRUS RECEPTOR PRECURSOR (CD1 
55 ANTIGEN) . III. 70E- 30//352aa//31%//Pl 5151 
C- PLACE1000406//PTB- ASSOCI ATED SPUCING FACTOR (PS 
F) . Il\ . 20E- 132//334aa//72V/P23246 
C-PUCE1000420//7, 8- DI HYDRO- 8- OXOGUANI NE TRIPHOSPH 
ATASE (EC 3.1.6.-) (8-0X0-DGTPASE).//2.80E-06//134 
aa//29%//P53368 

C-PLACE1000492//Rat vacuolar protein sorting homol 
og r-vps33b mRNA. complete cds. //0//2041bp//87%//U 
35245 

C-PLACE1000547//Homo sapiens GDP-mannose pyrophosp 
horylase B (GMPPB) mRNA, complete cds.//3.70E-241/ 
/1124bp//98%//AF135421 

C-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//1.60E-47//207aa//46%//P51522 
C- PLACE1 000588//I NTERFERON- 1 NDUCED GUANYLATE-BINDI 
NG PROTEIN 1 (GUANI NENUCLEOTI DE- BINDING PROTEIN 
1) . Ill . 60E-270//437aa//86V/P32455 
C-PLACE1000596//Hgbio sapiens mRNA for NSl-binding 
protein (NS1-BP) . //0//1540bp//99V/AJ012449 
C-PUCE1000610//MSN5 PROTEIN. I/O. 0000026// 136aa//2 
6%//P52918 

C-PLACE1000611//Rattus norvegicus neural membrane 
protein 35 mRNA. complete cds.//2.00E-55//779bp//6 
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7V/AF044201 

C-PLACE1000636//MALE STERILITY PROTEIN 2.//1.20E-3 
9//261aa//27%//Q08891 

C-PLACE1000653//Bomo sapiens N-acetylglucosamine-p 
hosphate mutase mRNA, complete cds. //0//1992bp//99% 
//AF180371 

C-PLACE1000656//Homo sapiens mRNA for JM4 protein, 
complete CDS (clone IMAGE 546750 and LLNLcllOF185 
7Q7 (RZPD Berlin)). //2.10E-277//1260bp//99%//AJ005 
896 10 
C-PLACE1000706//Homo sapiens transcriptional inter 
mediary factor 1 gammamRNA, complete cds. //0//1366 
bp//99%//AFl 19043 

C-PLACE1000755//Homo sapiens mRNA for Helicase-HO 
I, complete cds.//4.60E-250//1189bp//97%//AB028449 
C-PLACE1000769//Homo sapiens CGI -18 protein mRNA, 
complete cds. //0//1 985bp//98%//AFl 32952 
C-PIACE1000786//PUTATIVE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACI OGENI TAL DYSP 
LASIA PROTEIN H0M0L0G).//7. 10E-09//59aa//47%//P527 20 
34 

C-PLACE1000793//NEUR0GENIC PROTEIN BIG BRAIN. //1. 7 
0E-07//251aa//24%//P23645 

C-PLACE1000863//PUTATI VE MITOCHONDRIAL 40S RIBOSOM 
AL PROTEIN YHR148W.//2.50E-49//181aa//54%//P32899 
C- PLACE1 000909//ANKYRI N REPEAT- CONTAINING PROTEIN 
AKR1. III. 60E- 19//404aa//26%//P39010 
C- PIACE1 000977//BETA- CHI MAERI N (BETA-CHIMERIN) . // 
4. 40E-22//129aa//35%//Q03070 

C-PLACE1000979//ZINC FINGER PROTEIN 135.//2.50E-15 30 
3//326aa//64%//P52742 

C-PLACE1000987//Rattus norvegicus late gestation 1 
ung 2 protein (Lgl2) mRNA, complete cds.//5.90E-27 
8//1476bp//92%//AFl 10195 

C-PLACE1001036//Homo sapiens mRNA for alpha integr 
I n bi ndi ng protei n 63, parti al . //0//1988bp//99V/AJ 
131721 

C-PLACE1001054//Homo sapiens mRNA for RuvB-like DN 
A helicase TIP49b, complete cds.//4.00E-300//1355b 
p//100%//AB024301 40 
C-PLACE1001062//Homo sapiens mRNA for lysine-ketog 
lutarate reductase/saccharopi ne dehydrogenase, par 
tial CDS. III. 60E-207//742bp//99%//AJ007714 
C-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, 
complete cds. //0//1500bp//99%//AF065485 
C-PLACE1001 104//MY0SIN HEAVY CHAIN, NON-MUSCLE (ZI 
PPER PROTEIN) (MY0SINII).//6.80E-18//529aa//23%//Q 
99323 

C-PLACE1001118//ZINC FINGER PROTEIN 135.//5.40E-14 
7//443aa//57V/P52742 50 
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C-PLACE1001171//MY0TUBULARIN. Ill, 10E-84//198aa//73 
V/Q13496 

C-PLACE1001238//Mouse mRNA for RNA polymerase I as 
sociated factor (PAF53), complete cds.//2.00E-202/ 
/ 1 333bp//80%//Dl 4336 

C-PLACE1001257//RING CANAL PROTEIN (KELCH PROTEI 
N) . //4. 30E-54//257aa//46%//Q04652 
C-PLACE1001294//Mus musculus XY body protein (Xyb 
p) mRNA, complete cds. //6.20E-223//1092bp//78%//AF 
120207 

C-PLACE1001304//Homo sapiens C2H2 (Rruppel-type) z 
inc finger protein mRNA, complete cds. //0//2145bp/ 
/99V/AF159567 

C-PLACE1001377//Homo sapiens ADAM10 (ADAM10) mRNA, 
complete cds.//5. 90E-228//827bp//99%//AF009615 
C-PLACE1001383//ZINC-FINGER PROTEIN UBI-D4 (APOPTO 
SIS RESPONSE ZINC FINGER PROTEIN REQUIEM). //3.00E- 
33//138aa//42%//Q61 103 

C-PLACE1001387//EPI DERMAL GROWTH FACTOR RECEPTOR K 
INASE SUBSTRATE EPS8.//2. 30E-61//132aa//46V/Q1292 
9 

C-PLACE1001517//Homo sapiens gene for glycosylphos 
phatidyl inositol anchor attachment 1 (GPAA1), camp 
lete cds. 1 1 A. 60E-112//392bp//87%//AB002137 
C - PLACE 1 00 1 602//CCR4 - ASSOCI ATED FACTOR 1 (CAF1).// 
5. 70E-130//244aa//99%//Q60809 
C-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//1.40E-118//429aa//48%//P51523 
C-PLACE1001672//PROBABLE AMINOTRANSFERASE T01B11.2 

(EC 2. 6. 1. -) . //4. 30E-66//174aa//45%//P91408 
C-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIOEST 
ERASE, MEDIUM CHAIN (EC 3.1.2.14) (THIOESTERASE I 
I) . //4. 00E-81//263aa//56%//P08635 
C-PLACE1001739//PUTATIVE ATP-DEPENDENT RNA HELICAS 
E PL10. in. 50E-75//439aa//41%//P16381 
C-PLACE1001748//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds. //0//2602bp//99%//AF061243 
C-PLACE1001771//Homo sapiens mRNA for transient re 
ceptor potential protein TRP6. //0//2900bp//99%//AJ 
006276 

C- PLACE1 00 1 781 //PROBABLE PHOSPHOMANNOMUTASE (EC 5. 
4. 2. 8) (PMM) . 115. 40E-63//427aa//35%//Q57290 
C-PLACE1001817//Homo sapiens ATP-specific succinyl 
-CoA synthetase beta subunit (SCS) mRNA, partial c 
ds. //0//1995bp//99V/AF058953 
C-PLACE1001845//Mus musculus cyclin ania-6a mRNA, 
complete cds. //3. 30E- 31//925bp//62V/AFl 591 59 
C-PIACE1001869//L-RIBUL0KINASE (EC 2. 7. 1. 16) . 112. 0 
0E-27//270aa//31%//P94524 

C-PLACE1001920//Hooo sapiens MDC-3.13 isoform 2 mR 
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NA, complete cds.//0//1729bp//99%//AF099935 
C-PLACE1001983//HYP0THETICAL 46.4 KD PROTEIN IN FF 
H-GRPE INTERGENIC REGION. //7. 50E-16//319aa//26%//P 
37908 

C- PLACE1 00 1 989//PDTATI VE AMI DASE (EC 3. 5. 1.4). //I. 
40E-78//496aa//37%//Q49091 

C-PLACE1002046//LIGATIN (FRAGMENT) . //1.70E-240//56 
Oaa//80%//Q61211 

C-PLACE1002073//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 
P PYROPHOSPHATE- LYASE) (ADENYLYL CYCLASE) . //5. 30E-0 10 
7//188aa//29%//P49606 

C-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD 
PROTEIN (SRP72) . //6. 50E- 58// 112aa//l GOV/076094 
C-PLACE1002140//Rattus norvegicus apelin mRNA, com 
plete cds. //1.40E-43//425bp//74%//AFl 79679 
C- PLACE1 002 1 7 1 //TRANSCRI PTI ON REGULATORY PROTEIN S 
WI3 (SWI/SNF COMPLEX COMPONENT SWI3) (TRANSCRIPTIO 
N FACTOR TYE2).//0.00005//179aa//23%//P32591 
C-PLACE1002395//Mus musculus mRNA for UBE-lcl, UBE 
- Ic2, UBE- lc3, compl ete cds. //7. 90E- 100//966bp//75 20 
%//AB030505 

C-PLACE1002433//CHROMOSOME ASSEMBLY PROTEIN XCAP- 
E. //5. 10E-05//278aa//24%//P50533 
C- PLACE1 002437// ATP- BI NDI NG CASSETTE TRANSPORTER 
1. //4. 50E-76//180aa//83%//P41233 
C-PLACE1002438//ZINC FINGER PROTEIN 151 (MIZ-1 PRO 
TEIN) . //4. 20E-06//133aa//29%//Q13105 
C-PLACE1002450//Human zinc finger protein mRNA, co 
mplete cds. //0//2565bp//99%//U69274 
C-PLACE1002474//Mus musculus matrilin-2 precursor 30 
mRNA, complete cds. //0//2092bp//84%//U69262 
C-PLACE1002493//Homo sapiens signal transducing ad 
aptor molecule 2A (STAM2) mRNA, complete cds. //1. 7 
0E- 1 13//545bp//98%//AF042273 
C-PLACE1002500//Rattus norvegicus zinc transporter 
(ZnT-2) mRNA, complete cds.//2.90E-58//465bp//80% 
//U50927 

C-PLACE1002532//H0ME0B0X PROTEIN DLX-5.//1.20E-152 
//289aa//96%//P70396 

C-PLACE1002571//ACTIN-LIKE PROTEIN 13E.//5.Q0E-99/ 40 
/386aa//48%//P45890 

C-PLACE1002583//GLUTAMATE RECEPTOR, I0N0TR0PIC KAI 
NATE 2 PRECURSOR (GLUTAMATE RECEPTOR 6) (GLUR-6) 
(GLUTAMATE RECEPTOR BETA- 2) (GLUR BETA- 2) (FRAGMEN 
T) . //5. 60E-34//76aa//98%//P39087 
C-PLACE1002591//C0R0NIN-UKE PROTEIN P57. //4. 40E-7 
0//208aa//66%//P31146 

C-PLACE1002598//0UG0RIB0NUCLEASE (EC 3.1.-.-),// 
5. 50E-17//76aa//56%//P45340 

C- PLACE 1 002655//ADSEVERI N (SCINDERIN) (SQ.//2.50E 50 
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-278//543aa//92%//Q28046 

C-PLACE1002665//Mus musculus enhancer of polycomb 
(Epcl) mRNA, compl etecds. //0//2462bp//89%//AF07976 
5 

C-PLACE1002685//Homo sapiens B cell linker protein 
BLNK mRNA, alternatively spliced, complete cds.// 
0//1750bp//99%//AF068180 

C-PIACE1002714//MY0SIN HEAVY CHAIN, NON-MUSCLE (ZI 
PPER PROTEIN) (MY0SINII).//9.40E-13//500aa//21%//Q 
99323 

C-PLACE1002722//PR0BABLE G PROTEIN- COUPLED RECEPTO 
R KIAA0001. //9. 00E-45//305aa//33V/Q15391 
C-PLACE1002775//PEREGRIN (BR140 PROTEIN). //3.80E-1 
3//272aa//28%//P55201 

C-PLACE1002782//Rattus norvegicus zinc transporter 
(ZnT-2) mRNA, complete cds. //3. 80E-43//385bp//77% 
MI50927 

C- PLACE1002816//HI STONE DEACETYLASE HDA1.//2. 20E-4 
8//217aa//46%//P53973 

C-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//5.50E-203//396aa//86%//P51522 
C-PLACE1002908//Homo sapiens XGalT-1 mRNA for gala 
ctosyl transferase I, complete cds. //0//1654bp//99% 
//AB028600 

C-PLACE1002991//PUTATIVE AMIDASE (EC 3.5. 1.4). III. 
40E-78//496aa//37V/Q49091 

C-PLACE1003030//Homo sapiens snRNA activating prot 
ein complex 190kD subunit (SNAP190) mRNA, complete 
cds. //8. 50E-44//225bp//100%//AF032387 
C-PLACE1003045//P0LYCYSTIN 2 (AUTOSOMAL DOMINANT P 
OLYCYSTIC KIDNEY DISEASE TYPE II PROTEIN) (POLYCYS 
TON) (R48321) . //1. 70E-05//150aa//24%//Q13563 
C-PLACE1003100//HEP27 PROTEIN (PROTEIN D).//2.60E- 
79//253aa//60%//Q13268 

C-PLACE10031 74//UBI QUI TI N-CONJUGATI NG ENZYME E2-18 
KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN LI CASE) (UBI 
QUITIN CARRIER PROTEIN) (PM42).//3.80E-37//143aa// 
51%//P42743 

C-PLACE1003176//Homo sapiens clone pHN1868 tyrosyl 
-DNA phosphodiesteraseprotein (TDP1) mRNA, partial 
cds. //I. 70E-148//687bp//99%//AF182003 
C-PUCE1003190//S0F1 PROTEIN. //1. 90E-110//325aa//4 
8%//P33750 

C-PLACE1003238//PR0BABLE G PROTEIN- COUPLED RECEPTO 
R KIAA0001. //4. 90E-76//309aa//47%//Q15391 
C- PLACE1 003258/ /EARLY EMBRYOGENESI S ZYG-11 PROTEI 
N. //1. 90E-22//70aa//47%//P21541 
C-PLACE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//6.90E-206//396aa//86%//P51522 
C-PLACE1003353//Hono sapiens breast cancer antiest 
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rogen resistance 3 protein (BCAR3) mRNA, complete 
cds. //0//2435bp//99%//U927 1 5 
C-PLACE1003366//Homo sapiens otoferlin (OTOF) mRN 
A, complete cds.//1.40E-78//542bp//67%//AF107403 
C-PLACE1003394//Homo sapiens RAB14 protein (RAB14) 
mRNA, complete cds.//2.60E-139//648bp//99%//AF152 
463 

C-PLACE1003420//PUTATIVE MITOCHONDRIAL CARRIER YIL 

006W. //I. 30E-40//278aa//36%//P40556 

C- PLACE1 003493//END0THELI AL CELL MULTIMERIN PRECDR 10 

SOR. //1. 70E-23//322aa//26%//Q13201 

C-PLACE1003519//H. sapiens hnRNP-E2 mRNA. //5. 10E-21 

8//905bp//99%//X78136 

C - PLACE 1 00352 1 //HYPOTHETI CAL HEUCASE C28H8.3 IN C 
HR0M0S0ME III . //0. 000001 l//101aa//32V/Q09475 
C- PLACE1 003537//END0S0MAL P24A PROTEIN PRECURSOR 
(70 KD ENDOMEMBRANE PROTEIN) (PHEROHONE ALPHA-FACT 
OR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTICINTERM 
EDI ATE COMPONENT) . //7. 70E-68//404aa//33%//P32802 
C- PLACE1 003596//0LI GOSACCHARYL TRANSFERASE STT3 SU 20 
BUNIT HOMOLOG. 111. 60E-93//270aa//66%//P46975 
C-PLACE1003602//Homo sapiens mRNA expressed in pi a 
centa. //5. 90E-278//1275bp//99%//D83200 
C-PIACE1003605//HAP5 TRANSCRIPTIONAL ACTIVATOR.// 
0. 00000023//82aa//35%//Q02516 
C-PLACE1003611//Homo sapiens anaphase- promoting co 
raplex subunit 4 (APC4)mRNA, complete cds.//6.20E-l 
69//683bp//99%//AFl 91 338 

C- PLACE1 003625//ARMADI LLO SEGMENT POLARITY PROTEI 
N. //3. 20E- 10//380aa//25%//P 1 8824 30 
C- PLACE 1 003669//TRI CHOHYALI N . IIS. 60E-09//219aa//30 
V/P22793 

C-PLACE1003704//SPU CI NG FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPLICING FACTOR SRP75) . //8. 00E-19/ 
/209aa//34%//Q08170 

C-PLACE1003709//Homo sapiens mitotic checkpoint ki 
nase Bubl (BUB1) mRNA. complete cds.//6.20E-282//13 
16bp//98%//AF053305 

C-PLACE1003738//ZINC FINGER PROTEIN 135.//9.60E-11 
8//350aa//46V/P52742 40 
C-PLACE1003760//Homo sapiens tetraspanin TM4-A mRN 
A, complete cds. //5.20E- 289// 1 31 3bp//97%//AFl 33423 
C-PIACE1003885//P0LY(A) POLYMERASE (EC 2.7.7.19) 
(PAP) (POLYNUCLEOTI DE ADENYLYLTRANSFERASE) . 113. 70E 
-222//651aa//66%//P25500 

C-PLACE1003888//1 -PHOSPHATI DYU NOSI TOL-4 , 5-BI SPHOS 
PHATE PHOSPHODIESTERASE DELTA 1 (EC 3.1.4.11) (PLC 
-DELTA- 1) (PHOSPHOLIPASE C- DELTA- 1) (PLC-III) (FRA 
GMENT) . //6. 70E- 1 13//501aa//46%//P10895 
C-PLACE1003903//CTP SYNTHASE (EC 6.3.4.2) (DTP-AM 50 
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MONIA UGASE) (CTP SYNTHETASE) . Ill . 40E-243//584aa/ 

imimmi 

C-PLACE1003915//PR0BABLE ARGINYL-TRNA SYNTHETASE, 
CYTOPLASMIC (EC 6.1.1.19) (ARGININE- -TRNA UGASE) 

(ARGRS) . 111. 40E-108//581aa//40%//Q05506 
C-PLACE1003923//Homo sapiens p53 regulated PA26-T2 

nuclear protein (PA26) mRNA, complete cds.//0//16 
70bp//99%//AF033120 

C-PLACE1Q03968//5' -AMP- ACTIVATED PROTEIN KINASE, G 
AMMA-1 SUBUNIT (AMPK GAMMA-i CHAIN). //2.40E-124//3 
26aa//73V/P80385 

C-PLACE1004104//Rattus norvegicus rsec5 mRNA, comp 
1 ete cds. //0//2384bp//86%//AF032666 
C- PLACE1 004 1 28//GUANI NE NUCLEOTIDE- BINDING PROTEIN 
BETA SUBUNIT 4 (TRANSDUCIN BETA CHAIN 4).//6.10E- 
181//340aa//96%//P29387 

C-PLACE1004149//Rattus norvegicus GERp95 mRNA, com 

pi ete cds. 11%. 30E- 4 1 //452bp//65%//AF 1 95 534 

C-PLACE1004183//Homo sapiens for TOMl-like protei 

n. //0//1279bp//97%//AJ010071 

C - PLACE 1 004 1 97//BUTYR0PHI LI N PRECURSOR (BT).//4.50 

E-10//208aa//27%//Q62556 

C-PLACE1004203//Homo sapiens GPI -anchored membrane 
protein CDwl08 precursor, mRNA, craiplete cds.//0/ 
/1882bp//99%//AF069493 

C-PLACE1004256//Mus musculus short coiled coil pro 
tein SCOCO (Scoc) mRNA, complete cds. 111. 00E-93//9 
60bp//76%//AFl 15778 

C-PLACE1004258//Homo sapiens vanilloid receptor-li 
ke protein 1 (VRL-1) mRNA,//0//1144bp//98%//AF1291 
12 

C-PLACE1004270//TRANSMEMBRANE PROTEASE, SERINE 2 
(EC 3. 4. 21 . -) . //9. 70E-36//389aa//31%//015393 
C-PLACE1004277//Homo sapiens two pore domain K+ ch 
annel (TASK-2) mRNA, complete cds. //0//1498bp//99% 
//AF084830 

C-PLACE1004302//S0F1 PROTEIN. III. 90E-110//325aa//4 
8%//P33750 

C-PLACE1004316//H. sapiens mRNA for apoptosis speci 
fic protein. //0// 1 767bp//99%//Yl 1 588 
C-PLACE1004358//Homo sapiens connector enhancer of 
KSR-like protein CNKlmRNA, complete cds.//0//2512 
bp//99%//AF100153 

C- PIACE1 004428//PRI STANOYL- COA OXIDASE (EC 1.3.3. 
-) . III. 20E-39//385aa//33%//Q63448 
C-PLACE1004437//Human NADf-specific isocitrate deh 
ydrogenase beta subunit precursor, mRNA, nuclear g 
ene encoding mitochondrial protein, completecds.// 
0//985bp//99%//U49283 

C- PLACE1 004460/ /MATERNAL TUDOR PROTEIN. //0. 0000002 



(2235) 

4467 

//218aa//23%//P25823 

C-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGE 
R PROTEIN HPFl).//2.90E-56//276aa//41%//P51522 
C-PLACE1004506//Homo sapiens carboxyl terminal LIM 
domain protein (CLIM1) mRNA, complete cds.//2.10E 
-16//402bp//62%//U90878 

C-PLACE1004510//Homo sapiens TATA binding protein 
associated factor (TAFII150) mRNA, complete cds.// 
3. 40E-227//1037bp//99%//AF040701 
C-PLACE1004550//Homo sapiens CGI -20 protein mRNA, 10 
complete cds. //3. 50E- 274// 1 305bp//97%//AFl 32954 
C-PLACE1004564//CLEAVAGE AND POLYADENYLATION SPECI 
FICITY FACTOR, 100 KDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //0//525aa//99V/Q10568 

C-PLACE1004629//PR0TEIN OS-9 PRECURSOR. //7.70E- 18/ 
/264aa//32%//Ql 3438 

C-PLACE1004646//B.taurus mRNA for retinal pigment 
epithelial membrane receptor p63.//4.40E-42//985bp 
//59%//X66277 

C-PLACE1004674//Homo sapiens calcium binding prote 20 
in (ALG-2) mRNA, complete cds.//1.30E-195//982bp// 
96%//AF035606 

C-PLACE1004743//PR0BABLE N- END- RECOGNIZING PROTEIN 
(UBIQUITIN-PROTEIN LIGASE E3 COMPONENT) (N- RECOG 
NIN) . //4. 40E-35//578aa//27%//060152 
C-PLACE1004751//Homo sapiens mRNA for alpha2,3-sia 
lyl transferase ST3GalVI, complete cds. 111. 10E-224/ 
/790bp//98%//AB022918 

C-PLACE1004777//N-CHIMAERIN (NC) (N-CHIMERIN) (ALP 
HA CHIMERIN) (A-CHI HAERIN) . //1. 90E-32//259aa//32%/ 30 
/P30337 

C- PLACE1 004793//RETR0VI RUS- RELATED ENV POLYPROTEI 
N. //5. 20E-47//577aa//25%//P10267 
C-PLACE1004804//ADENYLATE CYCLASE (EC 4.6.1.1) (AT 
P PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) . //4. 70E-6 
5//695aa//29%//Q01631 

C- PLACE1 00481 4//SPLI CI NG FACTOR, ARGININE/SERINE-R 
ICH 4 (PRE-MRNA SPUCING FACTOR SRP75).//5.90E-19/ 
/196aa//36%//Q08170 

C-PUCE1004868//MALE STERILITY PROTEIN 2.//3.90E-3 40 
9//261aa//27%//Q08891 

C-PLACE1004902//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP- DEPENDENT RNA HEUCASE SPAC10F6.02C.//9.30E-11 
//94aa//47V/042643 

C-PLACE1004918//L-LACTATE DEHYDROGENASE M CHAIN (E 
C 1.1.1.27) (LDH-A).//4.90E-48//198aa//44%//P06151 
C-PLACE1004930//Homo sapiens MDC-3.13 isofonn 2 mR 
NA, complete cds//0//1853bp//98%//AF099936 
C-PLACE1004937//SEL- 10 PROTEI N. //6. 30E- 125//357aa/ 
/58V/Q93794 50 
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C- PLACE1004969//HYP0THETI CAL 55.1 KD PROTEIN B041 
6.5 IN CHROMOSOME X.//2.00E-14//205aa//26%//Q11073 
C-PLACE1005052//Homo sapiens CGI-16 protein mRNA, 
complete cds. //6.6e-313//1413bp//99%//AF132950 
C-PLACE1005102//RING CANAL PROTEIN (KELCH PROTEI 
N) . III. 60E-56//565aa//30%//Q04652 
C-PLACE1005176//Homo sapiens hypothalamus protein 
HT001 mRNA, complete cds.//3.90E-212//1040bp//96%/ 
/AF1 13539 

C-PLACE1005187//APAG PROTEIN. III. 80E-13//122aa//36 
%//P05636 

C-PLACE1005243//SERINE/THRE0NINE PROTEIN KINASE PK 
PA (EC 2.7.1.-).//1.30E-27//349aa//32%//Q01577 
C-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP). 
III. 30E- 13//269aa//28%//P53352 
C-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHO 
NDRIAL (EC 2.7.4.10) (AK3).//2.00E-lll//226aa//92% 
//P08760 

C-PLACE1005331//Homo sapiens 7h3 protein mRNA, par 
tial cds. III. 20E- 226//748bp//95%//AF209931 
C-PLACE1005373//TRNA PSEUDOURIDINE SYNTHASE B (EC 
4.2.1.70) (TRNA PSEUDOURIDINE 55 SYNTHASE) (PSI55 
SYNTHASE) (PSEUDOURIDYLATE SYNTHASE) (URACILHYDROL 
YASE) . 11%. 60E-09//194aa//27%//033335 
C-PLACE1005467//PENICII1IN-BINDING PROTEIN 4* (PBP 
4*) (PBP 4A).//1.10E-09//93aa//31V/P32959 
C-PLACE1005494//Homo sapiens mRNA for transient re 
ceptor potential protein TRP6. //0//1649bp//99%//AJ 
006276 

C-PLACE1005530//HYP0THETICAL 47.6 KD PROTEIN C16C1 
0.5 IN CHROMOSOME III.//5.60E-52//173aa//57%//Q092 
51 

C-PLACE1005549//Homo sapiens mRNA for Rho guanine 
nucleotide- exchange factor, splice variant NET1A. / 
17. 60E-97//1287bp//67%//AJ010046 
C-PIACE1005557//60S RIBOSOMAL PROTEIN L27.//1.90E- 
ll//60aa//48%//P46288 

C-PLACE1005584//TRANS-ACTI NG TRANSCRIPTIONAL PROTE 
IN ICPO (P135 PROTEIN) (IER 2.9/ER2.6).//6.80E-09// 
267aa//30%//P29128 

C-PLACE1005611//Mus musculus mRNA for mDjlO, compl 
ete cds. III. 00E-33//379bp//66V/ABO2886O 
C-PLACE1005646//Homo sapiens RNA hel lease- related 
protein mRNA, completecds.//0//2130bp//99%//AF0832 
55 

C-PLACE1005656//RI BONUCLEOSI DE-DI PHOSPHATE REDUCTA 
SE M2 CHAIN (EC 1.17.4.1) (RIBONUCLEOTIDE REDUCTAS 
E) . III. 10E-148//321aa//83%//P31350 
C-PLACE1005727//Homo sapiens STRIN protein (STRIN) 
mRNA, complete cds.//2.00E-118//378bp//98V/AF162 
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680 

C-PUCE1005739//INTERFER0N-GAMMA INDUCIBLE PROTEIN 
MG11. //I. 30E-237//585aa//72%//Q60710 
C-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOEST 
ERASE, MEDIUM CHAIN (EC 3:1.2.14) (TBI OESTERASE I 

1) . III. 50E-79//209aa//53%//P08635 
C-PLACE1005803//Homo sapiens mRNA for transcriptio 
n factor (SMIF gene) . //0//1985bp//99%//AJ275986 
C-PLACE1005804//Homo sapiens alpha 1,2-mannosidase 

IB mRNA, complete cds.//1.10E-217//994bp//99%//AF 10 
027156 

C-PLACE1005813//Homo sapiens sorting nexin 2 (SNX 

2) mRNA, complete cds.//0//2040bp//99%//AF065482 
C-PLACE1005876//CLEAVAGE AND POLYADENYLATI ON SPECI 
FICITY FACTOR, 100 RDSUBUNIT (CPSF 100 KD SUBUNI 
T) . //0//730aa//99%//Q10568 

C-PLACE1005890//BEM46 PROTEIN (FRAGMENT) . //9. 90E- 4 
2//224aa//43%//P54069C-PUCE1005921//AIGl PROTEIN. 
III. 00E-31//284aa//31%//P54120 

C-PLACE1005951//Homo sapiens prolactin regulatory 20 
element- binding protein (PREB) mRNA, complete cds. 
III. 10E-264//661bp//99%//AF203687 
C-PLACE1005953//GLYC0SYLTRANSFERASE ALG2 (EC 2.4. 
1. -) . //6. 70E-30//198aa//37%//P43636 
C-PLACE1005955//VACU0LAR AMINOPEPTIDASE I PRECURSO 
R (EC 3. 4. 11. 22) (POLYPEPTIDASE)/^. 40E-54//455aa/ 
/32V/P14904 

C-PLACE1005966//TRANSCRIPTI0N INITIATION FACTOR TF 
I ID 90 KD SUBUNI T (TAF1I-90). //1.40E-07//254aa//25 
%//P38129 30 
C-PLACE1006003//Homo sapiens CGI-94 protein mRNA, 
complete cds. III. 40E-177//829bp//99%//AF151852 
C-PLACE1006011//Homo sapiens mRNA for poly(ADP-rib 
ose) polymerase-2. //0//1564bp//99%//AJ236876 
C-PLACE1006040//Homo sapiens mRNA for alpha endosu 
lfine. //4. 70E-161//744bp//99%//X99906 
C-PLACE1006119//Homo sapiens Ran-GTP binding prote 
in mRNA, partial cds.//1.50E-148//681bp//99%//AF03 
9023 

C- PLACE1 006 1 57//E- SELECTI N PRECURSOR (ENDOTHELIAL 40 
LEUKOCYTE ADHESION MOLECULE 1) (ELAM-1) (LEUKOCYTE 
-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (C 
D62E) . III. 00E-28//236aa//30%//P98110 
C-PLACE1006167//PAF1 PROTEI N. 111. 30E- 15//437aa//24 
%//P38351 

C- PLACE 1 006 1 70/ /ALPHA- ADAPTI N C (CLATHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 KD CO 
ATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTI N ALPHA C SUBUNI T). //1. 70E-169//373aa 
//88V/P17427 50 
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C-PLACE1006196//PUTATIVE ATP-DEPENDENT RNA HEUCAS 
E C12C2. 06. III. 70E-116//496aa//48%//Q09747 
C-PLACE1006239//B0NE PROTEOGLYCAN II PRECURSOR (PG 
-S2) (DECORIN) . III. 00E-16//244aa//31%//P28675 
C-PLACE1006288//V0LTAGE- DEPENDENT ANI ON-SELECTI VE 
CHANNEL PROTEIN 1 (VDAC1) (PLASMALEMMAL PORIN) (OU 
TER MITOCHONDRIAL MEMBRANE PROTEIN PORIN) (PORIN 3 
1HL) (PORIN 31HM).//4.60E-117//147aa//80%//P21796 
C-PLACE1006318//Mus musculus skm-B0P2 (Bop) mRNA, 
complete cds. III. 00E-07//376bp//59%//U76374 
C-PLACE1006335//Homo sapiens NY-REN- 50 antigen mRN 
A, partial cds.//0//1649bp//99%//AF155112 
C- PLACE1 006368//HYALUR0NAN- MEDI ATED MOTILITY RECEP 
TOR (HYALURONIC ACID RECEPTOR). //1.30E-18//460aa// 
24%//Q00547 

C-PLACE1006385//Hamo sapiens epsin 2a mRNA. comple 
te cds.//0//1168bp//99%//AF062085 
C-PLACE1006438//ZINC FINGER PROTEIN 165.//2. 50E-45 
//122aa//43%//P49910 

C-PLACE1006469//ACETYL-C0ENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE-COAUGASE) (ACYL- ACTIVATING EN 
ZYME) . III. 20E-83//313aa//49%//P27550 
C-PLACE1006482//TRANSCRIPTI0N FACTOR MAFF. 111. 70E- 
55//142aa//85%//Q90595 

C-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD 
PROTEIN (SRP68).//1. 10E-229//367aa//96%//Q00004 
C-PLACE1006492//Homo sapiens transmembrane protein 
2 (TMEM2) mRNA, complete cds. //0//2618bp//99%//AF 
137030 

C-PLACE1006506//Homo sapiens anaphase- promoting co 
mplex subunit 4 (APC4)mRNA, complete cds.//0//2170 
bp//99%//AF191338 

C-PLACE1006531//Homo sapiens putative RNA-binding 
protein Q99 mRNA, complete cds. //0//1967bp//99%//A 
F093097 

C-PIACE1006534//P0LYPEPTIDE N- ACETYLGALACTOSAMI NYL 
TRANSFERASE (EC 2.4.1.41) (PROTEIN-UDP ACETYLGALAC 
TOSAMI NYLTRANSFERASE) (UDP-GALNAC: POLYPEPTIDE, N-A 
CETYLGALACTOSAMI NYLTRANSFERASE) (GALNAC-Tl).//8.30 
E-08//100aa//41%//Q10472 

C-PUCE1006552//MY0SIN HEAVY CHAIN, CLONE 203 (FRA 
GHENT) . Il\. 20E-09//426aa//21%//P39922 
C-PLACE1006615//Homo sapiens eukaryotic translatio 
n initiation factor eIF3, p35 subunit mRNA, comple 
te cds.//0//1464bp//99%//U97670 
C-PLACE1006626//Homo sapiens mRNA for Helicase-MO 
I, complete cds.//0//1760bp//99%//AB028449 
C-PLACE1006678//Homo sapiens mRNA for type II memb 
rane protein, completecds, clone: HP10328.//5.80E-2 
4//734bp//62%//AB015630 



(2237) 

4471 

C- PLACE1 00673 1 //RI BOFLAVI N KINASE (EC 2.7.1.26) (F 
LAVORINASE) / FMN ADENYLYLTRANSFERASE (EC 2.7.7.2) 
(FAD PYROPHOSPHORYLASE) (FAD SYNTHETASE) . //6. 90E- 
13//177aa//33%//Q59263 

C-PIACE1006754//BIUARY GLYCOPROTEIN 1 PRECURSOR 
(BGP-1) (ANTIGEN CD66)(CD66A ANTIGEN). //6.20E- 63// 
191aa//43%//P13688 

C-PLACE1006819//LINE-1 REVERSE TRANSCRIPTASE HOHOL 
OG. //9. 80E-213//232aa//80%//P08547 
C-PLACE1006829//UBIQUITIN CARBOXYL- TERMINAL HYDROL 10 
ASE 4 (EC 3.1.2.15) (UBIQUITIN THI OLESTERASE 4) (U 
BIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUI 
TINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN).// 
2. 00E-15//188aa//29V/P35123 
C- PLACE1 006878//TRNA- SPLI CI NG ENDONUCLEASE SUBUNIT 
SEN2 (EC 3.1.27.9) (TRNA-INTRON ENDONUCLEASE).// 
1 . 90E-08//122aa//36%//P16658 
C-PLACE1006917//HSH49 PROTEIN. //5. 50E-12//97aa//35 
%//Q99181 

C- PLACE1 006935//HYP0THETI CAL 95.2 KD PROTEIN R144. 20 
6 IN CHROMOSOME III.//6.70E-48//278aa//41%//Q10000 
C-PLACE1006956//ATP- DEPENDENT PERMEASE MDL1.//1.30 
E-86//522aa//36%//P97998 

C-PLACE1006958//Homo sapiens mRNA for heat shock p 
rotein apg-1, completecds.//0//1770bp//99%//AB0234 
21 

C-PLACE1007014//36 KD NUCLEOLAR PROTEIN HNP36 (DEL 
AYED- EARLY RESPONSE PROTEIN 12) (DER12).//3.20E-35 
//180aa//33%//Q14542 

C-PLACE1007105//Homo sapiens muskelin (MKLN1) bRN 30 
A, complete cds. //0//2449bp//98%//AF047489 
C-PLACE1OO7140//TRICH0HYALIN. //I. 30E-25//816aa//22 
%//P37709 

C- PLACE1007226//PROBABLE OXYGEN- INDEPENDENT COPROP 
ORPHYRINOGEN III OXIDASE (EC 1.-.-.-) (COPROPORPHY 
RINOGENASE) (COPROGEN OXIDASE). //I . 00E-42//370aa// 
31%//P54304 

C-PLACE1007239//Homo sapiens mRNA for transcript! o 
n elongation factor S-II, hS-II-Tl, complete cds./ 
/6. 50E-216//1068bp//96V/D50495 40 
C-PLACE1007243//UNC-47 PROTEI N. //I . 70E-07//21 laa// 
27%//P34579 

C-PLACE1007257//Homo sapiens mRNA for dia-12c prot 
ein. //0//2052bp//99%//Y15908 
C-PLACE1007317//Drosophila melanogaster Adrift (ad 
rift) mRNA, complete cds.//4. 10E-17//1037bp//56%// 
AF1 17649 

C-PLACE1007346//Homo sapiens estrogen- responsive B 
box protein (EBBP) mRNA, complete cds. //0//2366bp 
//99V/AF096870 50 
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C-PLACE1007375//PH0RB0L ESTER/DI ACYLGLYCEROL- BI NDI 
NG PROTEIN UNC-13.//0.00000044//127aa//30%//P27715 
C-PLACE10O7409//WHITE PROTEIN. //1. 10E-64//428aa//3 
2V/Q1732Q 

C- PLACE1 0074 1 6//DI PEPTI DYL PEPTIDASE IV (EC 3.4.1 
4.5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) (TP 
103) (ADENOSINE DEAMINASE COMPLEXING PROTEIN-2) (A 
DABP) . //8. 80E-25//140aa//35%//P27487 
C-PLACE1007488//PUTATI VE RHO/RAC GUANINE NUCLEOTID 
E EXCHANGE FACTOR (RHO/RAC GEF) (FACIOGENITAL DYSP 
LASIA PROTEIN HOMOLOG). //5.40E-53//426aa//33%//P52 
734 

C- PLACE1 0075 1 1 //KERATI N , TYPE I CYTOSKELETAL 19 (C 
YTOKERATIN 19) (K19) (CK 19).//1.40E-85//385aa//45 
%//P08728 

C-PLACE1007537//Homo sapiens ankyrin repeat-contai 
ning protein ASB-2 mRNA, complete cds.//8.9e-316// 
1 485bp//98%//AFl 59 1 64 

C-PLACE1007547//HYP0THETI CAL 97. 1 KD PROTEIN R05D 
3.4 IN CHROMOSOME III.//1.00E-49//361aa//36%//P345 
37 

C-PLACE1007598//ZINC FINGER PROTEIN 184 (FRAGMEN 
T) . //I . 60E- 143//666aa//44%//Q99676 
C-PLACE1007632//P0U0VIRUS RECEPTOR PRECURSOR. //I. 
00E-07//228aa//31%//P32506 
C-PLACE1007649//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA-GLUCOSIDASE) (1,4-ALPHA 
-D-GLUCAN GLUCOHYDROLASE) . //4. 50E-05//197aa//26%// 
P08640 

C-PIACE1007688//LA PROTEIN HOMOLOG (IA RIBONUCLEOP 
ROTEIN) (LA AUTOANTIGEN HOMOLOG) . //8. 70E-09//279aa 
//28%//Q26457 

C-PLACE1007697//GCN20 PROTEIN. //7. 60E-119//717aa// 
38%//P43535 

C-PLACE1007705//Mus musculus mRNA for Ndrl related 
protein Ndr3, complete cds.//l. 10E-184//1096bp//8 
2V/AB033922 

C-PIACE1007706//Homo sapiens metal loprotease 1 (MP 
1) mRNA, complete cds.//0//3431bp//99%//AF061243 
C-PLACE1007729//RETR0VI RUS-RELATED PROTEASE (EC 3. 
4. 23. -) . //I. 50E-44//231aa//42%//P10265 
C-PLACE1007791//Homo sapiens IDN3-B mRNA, complete 
cds. //0//1836bp//99%//AB019602 
C-PLACE1007897//Homo sapiens FLASH mRNA, complete 
cds. //0//2145bp//99%//AF154415 
C-PLACE1007946//MY0SIN HEAVY CHAIN, NON-MUSCLE (ZI 
PPER PROTEIN) (MY0SINII).//2.60E-14//370aa//25%//Q 
99323 

C- PLACE1007954//HYP0THETI CAL 45.5 KD PROTEIN IN FI 
G1-GIP1 INTERGENIC REGION. //6. 70E- 13//168aa//31%// 
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C-PLACE1007955//Homo sapiens cyclin-D binding Myb- 
like protein mRNA, complete cds. //0//2252bp//99%// 
AF084530 

C-PLACE1007958//Homo sapiens cAMP-specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds. //0//2300bp 
//99V/AF079529 

C-PLACE1007969//HETER0GENE0US NUCLEAR RIBONUCLEOPR 

OTEIN H (HNRNP M).//l. 10E-36//202aa//48%//P52272 

C-PLACE1008000//CHANNEL ASSOCIATED PROTEIN OF SYNA 10 

PSE-UO (CHAPSYN- 110) (SYNAPTIC DENSITY PROTEIN PSD 

-93).//6.10E-14//128aa//39%//Q63622 

C- PLACE1 008044//NUCLEAR PORE COMPLEX PROTEIN NUP10 

7 (NUCLEOPORIN NUP107) (107 RD NUCLEOPORIN) (P105). 

//4. 6e-318//613aa//94%//P52590 

C-PLACE1008080//Homo sapiens mRNA for HEXIM1 prote 

in, complete cds.//0//2152bp//99%//AB021179 

C- PLACE1 0081 1 1 //PROBABLE 0X1 DOREDUCTASE (EC 1.-.-. 

-) . //3. 00E-25//208aa//37%//Q03326 

C- PLACE1008 1 32//HYP0THETI CAL 127.4 KD PROTEIN F07F 20 

6.4 IN CHROMOSOME III.//1.30E-24//395aa//31%//Q095 

31 

C- PLACE 1 008 1 7 7//TRI CHOHYALI N. 111. 30E-29//487aa//26 
%//P37709 

C-PLACE1008201//Rattus rattus zinc finger protein, 

complete cds. //0//2265bp//83%//L23077 
C-PLACE1008244//VEGETATI BLE INCOMPATIBILITY PROTEI 
N HET-E-1.//9. 50E-21//148aa//38%//Q00808 
C-PLACE1008273//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT 

PROTEIN) (GAMMA-COP). //1.30E-283//671aa//77%//P53 30 
620 

C-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7. 
-) . III. 30E- 18//162aa//37%//P12689 
C-PLACE1008309//Rattus norvegicus putative four re 
peat ion channel mRNA, complete cds.//5.20E-137//67 
2bp//77%//AF078779 

C- PLACE1 008330//EOSI NOPHI L LYSOPHOSPHOLI PASE (EC 
3.1.1.5) (CHARCOT-LEYDEN CRYSTAL PROTEIN) (LYSOLEC 
I THIN ACYLHYDROLASE) (CLC) (GALACTIN-10).//2.20E-2 
3//94aa//47V/Q05315 40 
C-PLACE1008356//Homo sapiens meningioma-expressed 
antigen 5 (MEA5) mRNA, partial cds.//1.90E-170//780 
bp//100%//AF036144 

C-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEI 
N) . 115. 30E-26//309aa//30%//Q04652 
C-PLACE1008398//GENE 33 POLYPEPTIDE. //7.30E-114//2 
43aa//87%//P05432 

C-PLACE1008402//GENERAL VESICULAR TRANSPORT FACTOR 
P115 (TRANSCYTOSIS ASSOCIATED PROTEIN) (TAP).//0/ 
/698aa//95V/P41541 50 
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C-PLACE1008426//RESTIN (CYTOPLASMIC LINKER PROTEIN 
- 170) (CU P- 170) . Ill . 80E- 1 l//365aa//25%//042184 
C-PLACE1008429//ANKYRIN HOMOLOG PRECURSOR. //3. 10E- 
ll//189aa//32%//Q06527 

C-PLACE1008465//Homo sapiens mRNA for rapa-1 (rapa 
gene) . //6. 60E-243//1 102bp//99%//AJ277275 
C-PLACE1008533//101 KD MALARIA ANTIGEN (P101) (ACI 
DIC BASIC REPEAT ANTIGEN) . //1. 10E-09//62aa//48%//P 
22620 

C-PLACE1008603//NUCLEAR PORE COMPLEX PROTEIN NUP15 
5 (NUCLEOPORIN NUP155) (155 KD NUCLEOPORIN) (P140). 
//7. 80E-236//453aa//96%//P37199 
C-PLACE1008627//Homo sapiens mRNA for cysteine-ric 
h protein. //0//1850bp//99%//AJ006591 
C- PLACE 1 00864 3//I NTER- ALPHA- TRYPSI N INHIBITOR HEAV 
Y CHAIN H2 PRECURSOR (ITI HEAVY CHAIN H2).//5.20E- 
90//483aa//38%//002668 

C-PUCE1008650//PRL1/PRL2-UKE PROTEIN. 112, OOE-127 
//354aa//62%//013615 

C-PLACE1008696//Homo sapiens NADH dehydrogenase-ub 
i qui none Fe-S protein8 23 kDa subunit (NDUFS8) gen 
e, nuclear gene encoding mitochondrial protein, co 
mplete cds.//0//3002bp//99%//AF038406 
C-PLACE1008790//Homo sapiens importin alpha 7 subu 
nit mRNA, complete cds. //0//1670bp//99%//AF060543 
C-PLACE1008808//Homo sapiens mRNA for cell cycle c 
heckpoint protein radlA.//2.30E-269//1225bp//99%// 
AJ004974 

C-PIACE1008813//Rattus norvegicus rseclS mRNA, com 
plete cds. //8. 80E-268//1 171bp//90%//AF032668 
C-PLACE1009020//NIFS PROTEIN. III. 90E-55//279aa//41 
%//P12623 

C-PLACE1009027//Homo sapiens mRNA for doublecorti 
n. //0//1919bp//99%//AJ0031 12 
C-PLACE1009060//BR01 PROTEIN. //6. 70E-19//567aa//24 
%//P48582 

C-PIACE1009094//FURIN-UKE PROTEASE 2 PRECURSOR (E 
C 3.4.21.75) (FURIN 2).//1.90E-44//480aa//30%//P30 
432 

C-PLACE1009099//ZINC FINGER PROTEIN 41 (FRAGMENT). 
//I. 10E-179//452aa//67%//P51814 
C-PLACE1009113//Homo sapiens X-ray repair cross-co 
nplementing protein 3(XRCC3) mRNA, complete cds.// 
0//2529bp//99%//AF035586 

PLACE 1 009 1 30//0BI QUI TI PROTEI N LIGASE E3A (EC 
6.3.2.-) (ONCOGENIC PROTEIN- ASSOCIATED PROTEIN E6- 
AP) . 111. 00E-68//181aa//43V/Q05086 
C-PLACE1009158//Mus misculus mRNA for death induce 
r-obli terator-1 (Dio-1) . 115. 40E-200//1790bp//75%// 
AJ238332 
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C- PLACE1 009 1 86//Homo sapiens small zinc finger-lik 
e protein (TIM9b) mRNA, complete cds.//9.60E-255// 
1179bp//98%//AF150105 

C-PUCE1009246//P0LLEN SPECIFIC PROTEIN SF3.//4.40 
E-16//82aa//43%//P29675 

C-PLACE1009298//VACU0LAR PROTEIN SORTING- ASSOCIATE 
D PROTEIN VPS35.//2.00E-78//262aa//43%//P34110 
C-PLACE1009308//GLUC0SE REPRESSION MEDIATOR PROTEI 
N. //4. 00E-06//439aa//23%//P14922 
C-PLACE1009319//Rattus norvegicus outer membrane p 10 
rotein (0HP25) mRNA, complete cds; nuclear gene fo 
r mitochondrial product. //2. 10E- 132// 1229bp//75%// 
AF107295 

C-PUCE1009368//METAL HOMEOSTASIS FACTOR ATC2.//2. 
50E-10//151aa//29%//Q12067 

C-PLACE1009398//Z1NC FINGER PROTEIN 135.//6.20E-97 
//361aa//51%//P52742 

C- PLACE1 009404//HYP0THETI CAL 105.6 RD PROTEIN C16C 
9.06C IN CHROMOSOME I.//4.70E-08//165aa//33%//Q098 
20 20 
C-PLACE1009443//Mus musculus F-box protein FBL8 mR 
NA, compl ete cds. //I . 00E- 173// 1367bp//77%//AF 17652 
3 

C- PLACE1009444//PH0SPHATI DYLI NOSI TOL 4-KINASE ALPH 
A (EC 2.7.1.67) (PI 4- KINASE) (PTDINS- 4 -KINASE) (PI 
4K-ALPHA) . //7. 80E-71//82aa//89%//P42356 
C- PLACE1 009468//PH0SPH0LI PASE A- 2- ACTIVATING PROTE 
IN (PLAP) . //3. 10E-289//550aa//93%//P54319 
C-PLACE1009476//PUTATIVE ATP- DEPENDENT RNA HELICAS 
E T26G10.1 IN CHROMOSOME III.//3.90E-40//179aa//37 30 
%//P34580 

C-PLACE1009477//Homo sapiens ubi qui tin- fusion degr 
adation protein 2 (UFD2) mRNA, complete cds. //6. 60 
E- 147//592bp//99%//AF0431 17 
C-PLACE1009524//ARF NUCLEOTIDE- BINDING SITE OPENER 
(ARNO PROTEIN) (ARF EXCHANGE FACTOR) . //8. 10E-99// 
228aa//75%//Q99418 

C-PLACE1009571//Homo sapiens PTD002 mRNA, complete 
cds. //5. 90E-185//857bp//99%//AF078857 
C- PLACE1 009596//VEGETATI BLE INCOMPATIBILITY PROTEI 40 
N HFT-E-1. //5. 10E-54//291aa//40%//Q00808 
C- PLACE1 009622//MATERNAL EFFECT PROTEIN STAUFEN.// 
1. 30E-60//209aa//41%//P25159 
C-PLACE1009659//MEMBRANE-ASS0CIATED PROTEIN HEM- 2 
(NAP1 PROTEI N) . Ill . 50E-285//538aa//99%//P55161 
C-PLACE1009670//Homo sapiens genethonin 1 mRNA, co 
mplete cds.//0//1854bp//100%//AF062534 
C-PLACE1009708//HYP0THETI CAL 143.3 KD TRP-ASP REPE 
ATS CONTAINING PROTEI NCI 2G1 2. 13C IN CHROMOSOME I./ 
17. 00E-33//166aa//43%//Q09876 50 
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C-PLACE1009721//MSF1 PROTEI N. Ill . 70E-22//176aa//33 
V/P35200 

C-PLACE1009731//AIG1 PROTEIN. //1. 60E-22//274aa//28 
%//P54120 

C-PLACE1009763//Homo sapiens mRNA for Nedd8-activa 
ting enzyme hUba3, complete cds. //4.30E-294//1 329b 
p//100fc//AB012190 

C-PLACE1009798//RLR1 PROTEIN. //I. 60E-18//270aa//23 
%//P53552 

C-PLACE1009845//WEB1 PROTEIN (PROTEIN TRANSPORT PR 
OTEIN SEC31) . III. 30E-59//405aa//33%//P38968 
C- PLACE 1 00986 1 //CATHEPSI N B-UKE CYSTEINE PROTEI NA 
SE 6 PRECURSOR (EC 3.4.22.-).//6.50E-28//209aa//38 
K//P43510 

C-PLACE1009908//HYP0THETI CAL GTP-BINDING PROTEIN I 
N SEH1-PRP20 INTERGENIC REGION. //1.90E-108//277aa/ 
/43%//P53145 

C-PLACE1009925//Homo sapiens RNA helicase (RIG-I) 
mRNA, complete cds. //0//1730bp//99%//AF038963 
C- PLACE 1 009992//LI MULUS CLOTTING FACTOR C PRECURSO 
R (EC 3.4.21.84).//4.60E-59//450aa//34%//P28175 
C-PLACE1009997//Rattus norvegicus A-kinase anchor! 
ng protein AKAP 220 mRNA, complete cds.//5.20E-70/ 
/736bp//73%//U48288 

C-PLACE1010053//M. musculus Spnr mRNA for RNA bind! 

ng protein. //6. 00E-279//1402bp//94%//X84692 

C-PLACE1010074//Homo sapiens sorting nexin 2 (SNX 

2) mRNA, complete cds. //0//2019bp//99%//AF065482 

C-PLACE1010096//100 KD PROTEIN (EC 6. 3. 2. -).//!. 40 

E-268//506aa//98%//Q62671 

C-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEI 

N) . 111. 30E-114//537aa//44%//Q04652 

C- PLACE1 0 1 0 1 34/ /TRANSCRI PTI ON REGULATORY PROTEIN S 

NF2 (SWI/SNF COMPLEX COMPONENT SNF2) (REGULATORY P 

ROTEIN SWI2) (REGULATORY PROTEIN GAM1) (TRANSCRIPT 

ION FACTOR TYE3).//1.70E-20//156aa//42%//P22082 

C-PLACE1010148//CYUCIN I (MULTIPLE- BAND POLYPEPTI 

DE I) . //4. 60E-07//431aa//23%//P35662 

C- PLACE1 0 1 0 1 94//SPLI CI NG FACTOR, ARGININE/SERINE-R 

ICH 2 (SPLICING FACT0RSC35) (SC-35) (SPLICING COMP 

ONENT, 35 KD) (PR264 PROTEIN). //9.80E-ll//95aa//49 

%//Q01130 

C-PIACE1010231//CELL SURFACE GLYCOPROTEIN EMR1 PRE 
CURSOR (EMR1 HORMONE RECEPTOR). //5. 10E-27//371aa// 
28V/Q14246 

C- PLACE 1 0 1 026 1 //SEGREGATI ON DISTORTER PROTEIN. 111. 

60E-77//214aa//62V/P25722 

C- PLACE1 0 1031 0//SPI DROI N 2 (DRAGLINE SILK FIBROIN 

2) (FRAGMENT) .III. 20E- 18//467aa//30%//P46804 

C- PLACE101032 1 //NON- GREEN PLASTID TRIOSE PHOSPHATE 
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TRANSLATOR PRECURSOR (CTPT). //1. 10E-09//350aa// 
22V/P52178 

C-PLACE1010362//1 -PHOSPHATI DYLI NOSI TOL PHOSPHODI ES 
TERASE PRECURSOR (EC 3.1.4.10) (PHOSPHATI DYLI NOSI T 
OL-SPECIFIC PHOSPHOUPASE C) (PI-PLC). //2.00E-09// 
126aa//29%//P34024 

C-PLACE1010481//Bos taums C5-glucuronyl epimerase 
mRNA, partial cds//0//2082bp//91%//AF003927 
C-PLACE1010522//Homo sapiens mRNA for DEPP (decidu 
al protein induced byprogesterone) . complete cds./ 10 
/0//1981bp//99%//AB022718 

C-PLACE1010529//Homo sapiens TANK binding kinase T 
BK1 (TBK1) mRNA, complete cds.//0//1750bp//99%//AF 
191838 

C-PLACE1010547//INTRACELLULAR PROTEIN TRANSPORT PR 
OTEI N US01 . Ill . 20E-07//616aa//24%//P25386 
C-PLACE1010579//Homo sapiens CED-6 protein (CED-6) 
mRNA, complete cds. //8.80E-300//1359bp//99%//AF19 
1771 

C-PLACE1010599//Homo sapiens Pexl4 mRNA for peroxi 20 
somal membrane anchorprotein, complete cds.//0//19 
04bp//99%//AB017546 

C- PLACE1 0 1 0622//TR0P0NI N T, CARDIAC MUSCLE ISOFORM 
S (TNTC) . //0. 00000016//120aa//28%//P02642 
C-PLACE1010628//Homo sapiens S164 gene, partial cd 
s; PS1 and hypothetical protein genes, complete cd 
s; and S171 gene, partial cds. 111. 50E-08//324bp//6 
4%//AF109907 

C-PLACE1010661//TESTIS-SPECIFIC PROTEIN PBS13.//5. 
70E- 75//423aa//39%//Q01 755 30 
C-PLACE1010662//UDP-GLUC0SE: GLYCOPROTEIN GLUCOSYLT 
RANSFERASE PRECURSOR (EC 2.4.1.-) (DUGT). //1.80E-2 
22//808aa//52%//Q09332 

C-PLACE1010702//ZINC FINGER PROTEIN 43 (ZINC PROTE 
IN HTF6) . //5. 20E-151//427aa//55%//P28160 
C-PLACE1010720//Homo sapiens mRNA for chromosame-a 
ssociated polypeptide-C, complete cds.//4.00E-299/ 
/1091bp//99%//AB019987 

C-PLACE1010743//Homo sapiens myosin-IXb splice var 
iant (ltyo9b) mRNA, partial cds.//8.90E-91//668bp// 40 
82%//AF020267 

C-PLACE1010761//Homo sapiens mRNA for cisplatin re 
si stance- associated overexpressed protein, complet . 
e cds. //0//1448bp//99%//AB034205 
C-PLACE1010771//M.musculus HCNGP mRNA. //7.40E- 168/ 
/966bp//89%//X68061 

C-PLACE1010811//Rattus norvegicus mRNA for protein 
encoded by bdeight gene, partial. //1.60E-217//858 
bp//87%//AJ010392 

C- PLACE1 0 1 0833//CALTRACTI N (CENTRIN).//0. 0000001// 50 
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154aa//28%//P41209 

C-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEI N HTF10) (HPF7) . //1 . 30E- 143//407aa//58%//Q 
05481 

C-PLACE1010896//NUF1 PROTEIN (SPINDLE POLY BODY SP 
ACER PROTEIN SPC110).//1.50E-25//583aa//23%//P3558 
0 

C-PLACE1010926//HYP0THETICAL 72.2 RD PROTEIN C12C 
2.05C IN CHROMOSOME II.//7.60E-23//103aa//53%//Q09 
746 

C-PLACE1010942//Homo sapiens intersectin long isof 
orm (ITSN) mRNA, complete cds. //0//1440bp//99%//AF 
114487 

C-PLACE1010960//ACTIN-LIKE PROTEIN 13E. //5. 30E-98/ 
/297aa//48%//P45890 

C-PLACE1011041//Homo sapiens mRNA for BAP2-alpha p 
rotein, complete cds.//0//1701bp//97%//AB015019 
C-PLACE1011046//l-PHOSPHATIDYUNOSITOL-4,5-BISPHOS 
PHATE PHOSPHODIESTERASE BETA 1 (EC 3.1.4.11) (PLC- 
BETA-1) (PHOSPHOUPASE C-BETA-1) (PLC-I) (PLC-15 
4) . //0//646aa//97%//P10894 

C- PIJVCE101 1056//HI STONE HI, GONADAL. //6.80E-13//15 
4aa//37%//P02256 

C-PLACE1011109//EL0NGATI0N FACTOR G, MITOCHONDRIAL 
PRECURSOR (MEF-G) . III. 50E-22//63aa//88%//Q07803 
C- PLACE1 01111 4//PR0BABLE ATP-DEPENDENT RNA HEUCAS 
E HAS1. III. 90E-71//190aa//44%//Q03532 
C-PLACE1011160//Homo sapiens HFB30 mRNA, complete 
cds. //0//1691bp//99%//AB022663 
C-PLACE1011185//INSERTI0N ELEMENT IS1 PROTEIN INS 
B. Il\. 30E-89//167aa//100%//P03830 
C- PLACE1 0 1121 9//PR0BABLE OXIDOREDUCTASE (EC 1.-.-. 
-) . HZ. 20E-12//212aa//29%//Q03326 
C-PLACE1011229//Homo sapiens ubi qui tin-specific pr 
otease homolog (UPH) mRNA, complete cds.//2.30E-15 
2//701bp//99%//AF153604 

C-PLACE1011310//MY0SIN HEAVY CHAIN, GIZZARD SMOOTH 
MUSCLE. 113. 50E-20//496aa//25%//P10587 
C-PLACE1011332//Hcmo sapiens N- acetyl glucosamine-p 
hosphate mutase mRNA, complete cds.//7.20E-151//697 
bp//99%//AF102265 

C-PLACE1011340//Homo sapiens IDN3-B mRNA, complete 
cds. III. 20E-74//380bp//97%//AB019602 
C-PIACE1011371//INTER-ALPHA- TRYPSIN INHIBITOR HEAV 
Y CHAIN H2 PRECURSOR (ITI HEAVY CHAIN H2).//1.70E- 
78//383aa//39%//Q6 1 703 

C-PLACE1011399//Homo sapiens CGI-72 protein mRNA, 
complete cds. III. 20E-90//427bp//99%//AF151830 
C-PIACE101 1433//TRANSCRI PTI ON FACTOR IIIA (FACTOR 
A) (TFIIIA). //3. 00E- 10//236aa//25V/P34695 
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C-PLACE1011477//Homo sapiens sorting nexin 2 (SNX 
2) mRNA, complete cds. //0//2040bp//99%//AF065482 
C-PLACE101 1492//N0N-GREEN PLASTID TRIOSE PHOSPHATE 
TRANSLOCATOR PRECURSOR (CTPT).//4.90E-ll//147aa// 
32%//P52178 

C-PLACE1011576//Human Rruppel related zinc finger 
protein (HTF10) mRNA, complete cds.//0//1791bp//82% 
//LI 1672 

C-PLACE1011586//Rattus norvegicus clone C53 CDR5 a 
ctivator- binding protein mRNA, complete cds.//4. 10 10 
E- 259//1 538bp//87%//AFl 77476 
C-PLACE1011635//Homo sapiens heparan sulfate D-glu 
cosaminyl 3-0-sulfotransferase-3B (30ST3B1) mRNA, 
complete cds. //0//1559bp//99%//AF105377 
C-PLACE1O11664//CR00KED NECK PROTEIN. //1.60E- 187// 
505aa//64%//P17886 

C-PLACE1011858//Homo sapiens BAG- family molecular 
chaperone regulator- 2mRNA, complete cds.//1.30E-25 
5//1179bp//99%//AF095192 

C-PLACE1011896//Mus musculus WntlOa mRNA, complete 20 

cds. //2. 60E-287//1820bp//85%//U61969 
C- PLACE1 0 1 1 922//MY0SI N HEAVY CHAIN, NONMUSCLE TYPE 

B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 

B) . //I . 30E- 15//409aa//27%//P35580 
C-PLACE1011923//Homo sapiens serum- inducible kinas 
e mRNA, complete cds. //0//2782bp//99%//AF059617 
C-PLACE1012031//Homo sapiens sorting nexin 13 (SNX 
13) mRNA, partial cds.//0//1701bp//100%//AF121862 
C-PLACE2000014//HYP0THETI CAL HEUCASE C28H8.3 IN C 
HR0M0S0HE III.//2. 60E-42//104aa//49%//Q09475 30 
C-PLACE2000015//EPI DERMAL GROWTH FACTOR RECEPTOR S 
UBSTRATE SUBSTRATE 15(PR0TEIN EPS15) (AF-1P PROTEI 
HJ.//1. 10E- 1 16//364aa//45%//P42566 
C-PLACE2000021//Homo sapiens TRF1- interacting anky 
rin-related ADP-ribosep olymerase mRN 

A , complete cds. // 2 . 7 0 E - 1 
0 7//9 8 1 b p//7 4%//AF 0 8 2 5 5 6 
C-P LACE 2000034 // LAR PROTE 
IN PRECURSOR (LEUKOCYTE A 
NT I GEN RELATED) (EC 3. 1. 40 
3. 4 8) . //2. 2 0 E-2 9//2 1 2 a a// 
3 5%//P 1 0 5 8 6 

C-PLACE20000 3 9 //DYNE IN HE 
A V Y CHAIN, CYTOSOLIC (DYH 

C) (MAP lC).//6. 10E-2 9 3// 
3 8 8 a a // 9 9 %// P 3 8 6 5 0 
C-PLACE200006 2 //Ho mo s a p i 
ens mRNA for type II memb 
rane protein similar to H 
IV gp 120-b i nd i ng C-type 1 50 
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e c t i n , complete cds, clon 
e : HPO 1 3 4 7. //6. 3 0E-166//65 
6 b p//9 4%//AB0 1 5 6 2 9 
C-PLACE2 0000 7 2//Homo s a p i 
ens ZNF 2 0 2 beta (ZNF 2 0 2) 
mRNA, c omp 1 e t e cds. //0//3 
17 4b p//9 9%//AF 0 2 7 2 1 9 
C-PLACE200016 4//T I PD PROT 
EIN. //2. 1 OE-5 9//4 8 1 a a//3 3 
%//0 15 7 3 6 

C-PLACE2000216 //SPECTRIN 
BETA CHAIN, BRAIN (SPECTR 
IN, NON-ERYTHRO I D BETACHA 
IN) (FODRIN BETA CHAIN) 
(SPTBN1) . //6. 60E-1 15//2 2 6 
a a//9 9%//Q0 10 8 2 
C-PLACE2OO024 6//R I NG CANA 
L PROTEIN (KELCH PROTEI 
N) . //6. OOE-5 7//2 3 9 a a//34% 
//Q 0 4 6 5 2 

C-PLACE200027 4//DYNE IN BE 
TA CHAIN, CILIARY. //2. 20E 
- 1 6 7//8 8 0 a a//3 7%//P2 3 0 9 8 
C-PLACE200034 l//Homo s a p i 
ens sodium— dependent mult 
ivitamin transporter (SMV 
T) mRNA, complete cds. //0 
//1 5 5 4 b p//9 9%//AF0 6 9 3 0 7 
C-PLACE 2 0 0 0 3 7 1//TENS I N. // 

2. 90E- 7 8//5 6 1 a a//3 7%//Q04 
2 0 5 

C-PLACE20003 73//F-SPONDIN 
PRECURSOR. //8. 60E-16//37 
1 a a//2 8%//P 3 5 4 4 6 
C-PLACE2000398//LAR PROTE 
IN PRECURSOR (LEUKOCYTE A 
NTIGEN RELATED) (EC 3. 1. 

3. 4 8) . //6. 3 0 E-3 7//9 0 a a//9 
8%//P 10 5 8 6 

C-PLACE200039 9//T — CELL SU 
RFACE GLYCOPROTEIN E2 PRE 
CURSOR (E2 ANTIGEN) (CD9 
9) (MIC2 PROTEIN) (12E7). 
//I. 60E-14//I80a a//39%//P 

1 4 2 0 9 

C-PLACE2 0004 0 4// PROBABLE 
LEUCYL-TRNA SYNTHETASE (E 

C 6. 1. 1. 4) (LEUCINE TRNA 

LIGASE) (LEURS) . //9. 90E- 

2 2 9//8 2 1 a a// 5 4%//Q0 9 9 9 6 
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C-PLACE20004 1 l//Homo s a p i 
ens epsin 2b mRNA, comple 
te cds.//3. 8 OE-2 7 1//6 4 2 b p 
//9 9%//AF 0 6 2 0 8 5 
C- PLACE2000427//PR0BABLE HELICASE M0T1.//1.20E-26/ 
/200aa//27%//P32333 

C- PLACE2000438//P0LYPEPTI DE N- ACETYLGALACTOSAMI NYL 
TRANSFERASE (EC 2.4. 1.41) (PROTEIN- UDP ACETYLGALA 
CTOSAHI NYLTRANSFERASE) (UDP- GALNAC: POLYPEPTIDE, N- 
ACETYLGALACTOSAMI NYLTRANSFERASE) (GALNAC-T1) . III. 10 
1 OE- 86//348aa//4 1%//Q 1 0472 
C- PUCE2000458//CADHERI N- RELATED TUMOR SUPPRESSOR 
PRECURSOR (FAT PROTEIN). 111. 50E-25//165aa//40%//P3 
3450 

C-PLACE2000477//Homo sapiens putative secreted pro 
tein (ZSIG11) mRNA, complete cds.//6.70E-127//671b 
p//94%//AF072733 

C-PLACE3000009//DNA- DIRECTED RNA POLYMERASE II LAR 
GEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAGMENT) . //3. 50E 
- 30//400aa//30%//Pl 1414 20 
C-PLACE3000020//Homo sapiens type III adenylyl eye 
lase (AC-III) mRNA, complete cds. //0//2253bp//99%/ 
/AF033861 

C-PLACE3000059//Mus musculus mRNA for ubiquitin co 

nj ugati ng enzyme. //O// 1 979bp//90%//Yl 7267 

C- PLACE3000 1 2 1 //VESI CULAR TRAFFIC CONTROL PROTEIN 

SEC15. Ill . 90E-08//281aa//22%//P22224 

C-PLACE3000145//TENSI N. III. OOE- 108//277aa//75%//Q0 

4205 

C-PLACE3000147//Bomo sapiens metal loproteinase wit 30 
h thrombospondin typel motifs ADAMTS1 (ADAMTS1) mR 
NA, complete cds.//0//2043bp//99%//AF170084 
C-PLACE3000169//ZINC FINGER PROTEIN 135.//2.50E-90 
//358aa//47V/P52742 

C-PLACE3000218//Homo sapiens putative protein 0-ma 
nnosyl transferase (P0MT2) mRNA, complete cds.//0// 
1862bp//98V/AF105020 , 

C-PLACE3000242//Human trophinin mRNA, complete cd 
s. //0//2290bp//99%//U0481 1 

C-PLACE3000244//PR0TEIN TSG24 (MEIOTIC CHECK POINT 40 
REGULATOR) . //0//1435aa//92V/P53995 
C-PLACE3000254//Homo sapiens transcriptional activ 
ator SRCAP (SRCAP) mRNA, complete cds. //0//4583bp/ 
/83%//AF143946 

C- PLACE3000339//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4- ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . //9. 60E-08//359aa//23%/ 
/P08640 

C- PLACE3000350//SERI NE/THREONI NE- PROTEI N KINASE SU 
LU (EC 2.7.1.-). Ill . 00E-54//418aa//38%//P46549 50 
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C-PLACE3000416//Homo sapiens mRNA for actin bindin 
g protein ABP620, complete cds.//1.80E-141//565bp/ 
/98%//AB029290 

C-PLACE3000477//Homo sapiens phosphoprotein pp75 m 
RNA, partial cds.//0//3012bp//98%//AF153085 
C-PLACE4000009//MY0SIN HEAVY CHAIN, NONMUSCLE TYPE 
B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 
B) . 112. 90E-54//626aa//29%//P35580 
C-PLACE4000014//X-LINKED HELICASE II (X- LINKED NUC 
LEAR PROTEIN) (XNP).//3. 10E-lll//348aa//41%//P4610 
0 

C-PLACE4000052//Homo sapiens ATP cassette binding 
transporter 1 (ABC1) mRNA, complete cds. //0//4661b 
p//99%//AF165281 

C-PLACE4000063//CLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSIDASE) (1,4-ALPH 
A-D-GLUCAN GLUCOHYDROLASE) . 111. 70E-15//740aa//23%/ 
/P08640 

C-PLACE4000100//Homo sapiens hydroxypymvate reduc 
tase (GRHPR) gene, complete cds. //0//4 1 99bp//97%// 
AF146689 

C-PLACE4000128//Mus musculus putative transcriptio 
n factor mRNA, complete cds.//1.60E-86//190aabp//8 
8V/AF091234 

C-PLACE4000156//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7) . III. 40E- 235//51 6aa//5 1%//Q 
05481 

C-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) 

(HA4654) . 111. 00E-22//369aa//25%//P52746 
C-PLACE4000211//Homo sapiens BAZ2A mRNA for bromod 
omain adjacent to zincfinger domain 2A, complete c 
ds. //0//5709bp//96%//AB032254 
C-PLACE4000230//Mus musculus semaphorin Via mRNA, 
complete cds. //0//2567bp//88%//AF030430 
C-PLACE4000259//H. sapiens gene for U5 snRNP-specif 
ic 200kD protein. //0//5143bp//90%//Z70200 
C-PLACE4000261 //PEREGRI N (BR140 PROTEIN). //9.50E-1 
0//128aa//34%//P55201 

C-PLACE4000269//Rattus norvegicus rexo70 mRNA, com 
plete cds.//0//2034bp//89%//AF032667 
C-PLACE4000326//NAM7 PROTEIN (NONSENSE- MEDIATED MR 
NA DECAY PROTEIN 1) (UP-FRAMESHIFT SUPPRESSOR 1)./ 
/8. 10E-24//319aa//31%//P30771 
C-PLACE4000369//Homo sapiens thyroid honnone recep 
tor- associated proteincomplex component TRAP240 mR 
NA, complete cds.//1.40E-185//1135bp//67%//AF11775 
4 

C-PLACE4000401//ACETYL-COENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE-COALIGASE) (ACYL- ACTIVATING EN 
ZYME) . 111. 20E-22//54aa//62%//Q01576 
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C-PLACE4G00431//H. sapiens gene for U5 snRNP-specif 
ic 200kD protein. //0//5142bp//90%//Z70200 
C-PLACE4000450//Homo sapiens BAZ2A mRNA for broaiod 
omain adjacent to zincfinger domain 2A, complete c 
ds. //0//5709bp//96%//AB032254 
C-PLACE4000489//PR0TEIN GRAINY-HEAD (DNA-BINDING P 
ROTEIN ELF-1) (ELEMENTI -BINDING ACTIVITY) (TRANSCR 
IPTION FACTOR NTF-l).//5.70E-60//254aa//44%//P1300 
2 

C- PLACE4000522//NEUR0GENI C LOCUS NOTCH PROTEIN HOM 10 
OLOG PRECURSOR (X0TCHPR0TEIN).//2.40E-191//828aa// 
48%//P21783 

C-PLACE4000548//GLUC0AMYLASE S1/S2 PRECURSOR (EC 
3.2.1.3) (CLUCAN 1, 4-ALPHA-GLUCOSIDASE) (1,4-ALPHA 
-D-GLUCAN GLUCOHYDROLASE) . //8. 70E-13//784aa//21%// 
P08640 

C- PLACE4000558//PR0BABLE UBIQUITIN CARBOXYL-TERION 
AL HYDROLASE FAF (EC 3.1.2.15) (UBIQUITIN THIOLEST 
ERASE FAF) (UBIQUITIN- SPECIFIC PROCESSING PROTEASE 

FAF) (DEUBI QUI TI NATI NG ENZYME FAF) (FAT FACETS PR 20 
OTEI N) . //1 . 50E-26//252aa//35V/P55824 
C-PUCE4000581//FIBR0PELLIN I PRECURSOR (EPIDERMAL 

GROWTH FACTOR- RELATEDPROTEI N 1) (UEGF-1).//9.30E- 
70//226aa//52%//P10079 

C-PLACE4000650//TUBERIN (TUBEROUS SCLEROSIS 2 HOMO 
LOG PROTEIN) . 111. 90E-17//201aa//34%//P49816 
C-PLACE4000654//Mus musculus mRNA for ubiquitin co 
nj ugating enzyme. //0//6340bp//87%//Y17267 
C-SKNMC1000011//PUTATIVE IMPORTIN BETA- 4 SUBUNIT 
(RARYOPHERIN BETA- 4 SUBUNIT). //5.50E-35//431aa//29 30 
%//060100 

C-SKNMC1000013//Homo sapiens ATP-binding cassette 
protein M-ABC1 mRNA, nuclear gene encoding mitocho 
ndrial protein, complete cds. //0//2384bp//99%//AF0 
47690 

C-SRNMC1000046//Homo sapiens liprin-alpha3 mRNA, p 
artial cds. //1 . 90E- 162//749bp//99%//AF034800 
C-SKNHC1000050//CALPAIN 2, LARGE [CATALYTIC] SUBUN 
IT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEUTRAL PROTE 
INASE) (CANP) (M-TYPE).//3.20E-41//87aa//98%//P176 40 
55 

C-SKNHC1000091//Homo sapiens mRNA for leucine-zipp 
er protein, complete cds.//6. 10E-190//872bp//99%// 
AB021663 

C-THYR01000034//TRICHOHYALIN. //9. 40E-10//176aa//30 
%//P37709 

C-THYR01000072//MYOSIN LIGHT CHAIN KINASE, SMOOTH 
MUSCLE AND NON-MUSCLEISOZYMES (EC 2.7.1.117) (MLC 
K) [CONTAINS: TEL0RIN].//3.40E-16//201aa//29V/Pll 
799 50 
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C-THYR01000085//PAIRED BOX PROTEIN PAX-8, ISOFORMS 
8A/8B. III. 00E-72//155aa//92%//Q06710 
C-THYR01000121//Rattus norvegicus CTD-binding SR-1 
ike protein rA8 mRNA, complete cds.//0//1737bp//87% 
//U49055 

C-THYR01000132//Homo sapiens echinoderm microtubul 
e- associated protein homolog HuEMAP mRNA, complete 
cds. III. 10E-159//824bp//95%//U97018 
C-THYR01000173//Homo sapiens AP-mu chain family me 
mber mulB (HSMU1B) mRNA, complete cds.//0//1713bp/ 
/99%//AF020797 

C-THYR01000197//Homo sapiens mRNA for poly (A) -spec 
ific ribonuclease. //0//2362bp//99%//AJ005698 
C-THYR01000242//ZINC FINGER PROTEIN 84 (ZINC FINGE 
R PROTEIN HPF2).//5.00E-118//239aa//66%//P5i523 
C-THYR01000288//Homo sapiens mRNA for Hs Ste24p, c 
omplete cds. //0//2 161bp//99%//AB0 1 6068 
C-THYR01000327//Homo sapiens autocrine motility fa 
ctor receptor (AMFR) mRNA, complete cds. //0//1567b 
p//99%//AF124145 

C-THYR01000343//ATR0PHIN- 1 (DENTATORUBRAL-PALUDOL 
UYSIAN ATROPHY PROTEIN). //4.90E-06//280aa//31%//P5 
4259 

C-THYR01000358//SELENI UM-BI NDI NG LIVER PROTEIN.// 
2. 30E-229//237aa//79%//P17563 
C-THYR01000394//Homo sapiens peroxisomal membrane 
protein PMP 24 mRNA, complete cds.//1.20E-299//132 
5bp//99%//AF072864 

C-THYR01000395//Homo sapiens actin-binding protein 
(IPP) mRNA, caapletecds.//0//2092bp//99%//AF15685 

7 

C-THYR01000401//Human TcD37 homolog (HTcD37) mRNA, 
partial cds.//l. 10E-90//430bp//99%//U67085 

C-THYR01000488//Homo sapiens HFB30 mRNA, complete 

cds. //0//2254bp//100%//AB022663 

C-THYR01000501//52 KD RO PROTEIN (SJOGREN SYNDROME 
TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//4.20E-98//408 

aa//42%//P19474 

C-THYR01000569//Mus musculus hematopoietic zinc fi 
nger protein mRNA, complete cds.//0//1557bp//91%// 
AF1 18566 

C-THYR01000585//Homo sapiens protein associated wi 
th Myc mRNA, completecds.//0//1901bp//99%//AF07558 
7 

C-THYR01000605//Homo sapiens hi stone acetyl traiisfe 
rase (HBOa) mRNA, complete cds. //0//3080bp//99%//A 
F140360 

C-THYR01000662//Homo sapiens XPV mRNA for DNA poly 
■erase eta, complete cds.//0//2341bp//99%//AB02431 
3 
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C-THYR01000666//Mus musculus mRNA for kinesin like 
protein 9. //0//2001bp//86%//AJ132889 
C-THYR01000684//Homo sapiens BAG- family molecular 
chaperone regulator- 5mRNA, complete cds. //0//3347b 
p//99%//AF095195 

C-THYR01000748//RH0-GAP HEMATOPOIETIC PROTEIN CI 
(P115) (KIAA0131).//3.30E-96//335aa//52%//P98171 
C-THYR01000756//ALPHA-N-ACETYLGALACT0SAMINIDE ALPB 
A-2, 6-SI ALYLTRANSFERASE (EC 2.4.99.-) (ST6GALNACI I 
I) (STY).//1.80E-55//243aa//42%//Q64686 10 
C-THYR01000783//Xenopus laevis tail -specific thyro 
id hormone up- regulated (gene 5) mRNA, complete cd 
s. 111. 40E-157//1656bp//70%//U37373 
C-THYR01000852//Human branched- chain amino acid am 
inotransferase (ECA40)mRNA, complete cds. //1.40E-1 
37//689bp//96%//U62739 

C-THYR01000926//flomo sapiens cAMP-specific phospho 
di esterase 8B (PDE8B)mRNA, partial cds.//0//2387bp 
//99V/AF079529 

C-THYR01000934//PYRR0LINE-5-CARB0XYLATE REDUCTASE 20 
(EC 1.5.1.2) (P5CR) (P5C REDUCTASE). //7.50E-57//31 
5aa//43%//P32322 

C- THYRO 1 00095 1 //DI HYDR0XYACET0NE KINASE 2 (EC 2.7. 
1.29) (GLYCER0NE KINASE) . 115. 00E-83//566aa//37%//P 
43550 

C-THYR01 000983//UBI QUI TI N-CONJUGATI NG ENZYME E2-17 
KD 9 (EC 6.3.2.19) (UBI QUI TIN- PROTEIN UGASE 9) 
(UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) . //6. 30E-17 
//143aa//39V/P35132 

C-THYR0100 1 003//UBI QUI TI N-CONJUGATI NG ENZYME E2-2 30 
1.2 KD (EC 6.3.2.19) (UBI QUI TIN- PROTEIN LIGASE) (U 
BIQUITIN CARRIER PROTEIN). //5.90E-14//84aa//41%//P 
52491 

C-THYR01001033//TRANSF0RMATI ON-SENSI TI VE PROTEIN I 
EF SSP 3521.//8.40E-12//167aa//29%//P31948 
C-THYR01001100//ZINC FINGER X- LINKED PROTEIN ZXDA 
(FRAGMENT) .III. 20E-67//245aa//62%//P98168 
C-THYR01001120//Homo sapiens deltex (Dx) mRNA, com 
pi ete cds. Ill . 30E- 1 10//1947bp//65%//AF053700 
C-THYR01001134//Bomo sapiens CGI -78 protein mRNA, 40 
complete cds. //0//1898bp//99%//AFl 51 835 
C-THYR01001 189//ZI NC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//1. 10E-200//546aa//62%//Q 
05481 

C-THYR01001204//Hamo sapiens cathepsin Z precursor 
(CTSZ) gene, exons 4,5, and 6 and complete cds; a 
nd TH1 gene partial sequence. //3.80E-100//478bp//9 
9V/AF136276 

C-THYR010O1287//MANN0SYL-0LIGOSACCHARIDE ALPHA-1,2 
-MANNOSIDASE (EC 3.2.1.113) (MAN (9) -ALPHA- MANNOSI D 50 
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ASE) (mOIENT).//3.40E-51//429aa//33%//P45701 
C-THYR01001313//Homo sapiens sorting nexin 11 (SNX 
11) mRNA, complete cds.//0//2330bp//94%//AF121861 
C-THYR01001347//Homo sapiens RAN binding protein 1 

6 mRNA, complete cds.//2.00E-263//3101bp//68%//AF0 
64729 

C-THYR01001374//CYT0S0LIC ACYL COENZYME A THOESTE 
R HYDROLASE (EC 3.1.2.2) (LONG CHAIN ACYL-COA THIO 
ESTER HYDROLASE) (CTE-II).//1.80E-13//361aa//22%// 
000154 

C-THYR01001405//PLECTIN. //6. 90E-19//450aa//27V/P3 
0427 

C-THYR01001406//PUTATIVE STEROID DEHYDROGENASE KIK 
-I (EC l.l.l.-).//1.10E-131//219aa//81%//070503 
C-THYR01001458//MY0SIN HEAVY CHAIN, NONMUSCLE TYPE 
B (CELLULAR MYOSIN HEAVY CHAIN, TYPE B) (NMMHC- 
B) . III. 70E- 171//559aa//59%//P35580 
C-THYR01001617//Homo sapiens cDNA for dihydroxyace 
tone phosphate acyl transferase (DAP-AT).//0//1784b • 
p//99%//AJ002190 

C-THYR01001656//Homo sapiens Leman coiled-coil pro 
tein (LCCP) mRNA, complete cds.//4. 10E-273//1947bp 
//82%//AF175968 

C-THYR01001671//Homo sapiens mRNA for 2' -5' oligoa 
denylate synthetase 59kDa isoform.//0//1820bp//99% 
//AJ225089 

C-THYR01001703//NIFR3-UKE PROTEIN. 111. 90E-32//282 
aa//32%//P45672 

C-THYR01001721//RING CANAL PROTEIN (KELCH PROTEI 

N) . //9. 30E-34//220aa//38%//Q04652 

C-THYR01001 738//TUBULI N- -TYROSI NE LIGASE (EC 6.3. 

2. 25) (TTL) . 111. 40E-20//217aa//30%//P38584 

C-THYR01001809//MYOCYTE NUCLEAR FACTOR (MNF).//1.4 

0E-74//158aa//89V/P42128 

C-Y79AA1000013//Mus musculus RING finger protein A 

07 mRNA, complete cds.//8.90E-205//1435bp//81%//AF 
171060 

C-Y79AA1000033//Homo sapiens CARD4 mRNA, complete 
cds. //0//2929bp//96%//AF126484 
C-Y79AA1000037//DNA-BINDING PROTEIN BMI-1.//2.40E- 
30//80aa//60%//P25916 

C-Y79AA1000059//Homo sapiens aryl- hydrocarbon inte 
racting protein-like l(AIPLl) gene, complete cds./ 
/0//980bp//96%//AF180472 

C-Y79AA1000181//Homo sapiens CGI -01 protein mRNA, 
complete cds. //0//1858bp//99%//AFl 32936 
C-Y79AA1000214//Homo sapiens histone H2A.F/Z varia 
nt (H2AV) mRNA, complete cds.//7. 10E-71//345bp//10 
0V/AF081192 

C-Y79AA1000231//Homo sapiens nucleolar protein NOP 
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5/N0P58 niRNA, completecds.//0//1515bp//99%//AF1235 
34 

C-Y79AA1000268//Mus musculus Nip21 mRNA, complete 
cds. //2. 10E-50//648bp//64%//AF035207 
C-Y79AA1000313//CALPH0TIN. //0. 00001 l//336aa//23%// 
Q02910 

C- Y79AA1000328//SEL- 10 PROTEIN. //0. 000000067//219a 
a//25%//Q93794 

C-Y79AA1000342//Homo sapiens Cizl mRNA, complete c 
ds. //0//2644bp//81%//AB030835 10 
C-Y79AA1000346//Homo sapiens nonclathrin coat prot 
ein gamma2-C0P mRNA, complete cds. //0//2520bp//99% 
//AF157833 

C-Y79AA1000349//M. musculus Spnr mRNA for RNA bind! 
ng protein. //0//2048bp//93%//X84692 
C-Y79AA1000368//REDUCED VIABILITY UPON STARVATION 
PROTEIN 161. //4. 00E-20//261aa//27%//P25343 
C-Y79AA1000469//Mus musculus ancient ubiquitous 46 
kDa protein AUP1 precursor (Aupl) mRNA, complete 
cds; //8. 30E-252//1207bp//85%//U41736 20 
C-Y79AA1000540//CELL POLARITY PROTEIN TEA1.//2. 10E 
- 12//21 laa//33%//P87061 

C- Y79AA1000560//ALPHA- ADAPT! N C (CLATHRIN ASSEMBLY 
PROTEIN COMPLEX 2 ALPHA-C LARGE CHAIN) (100 KD CO 
ATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR H 
A2/AP2 ADAPTIN ALPHA C SUBUNIT).//0//652aa//98%//P 
17427 

C-Y79AA1000589//32.3 KD PROTEIN IN CWP1-MBR1 INTER 
GENIC REGION. //2. 40E-27//216aa//34%//P28320 
C-Y79AA1000627//Homo sapiens zinc finger protein 30 
(ZF5128) mRNA, completecds. //2.00E-287//2031bp//82 
%//AF060503 

C-Y79AA1000705//M. musculus mRNA of enhancer- trap- 1 
ocus 1 . //5. 80E-254//1477bp//84%//X69942 
C-Y79AA1000734//Homo sapiens peroxisomal biogenesi 
s factor (PEXllb) mRNA, complete cds.//0//1594bp// 
99%//AF093670 

C-Y79AA1000748//Rattus norvegicus clone C42 CDK5 a 
ctivator- binding protein mRNA. complete cds. //6. 60 
E- 286//1 832bp//84%//AFl 40 
C-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR RIB 
ONUCLEOPROTEIN X (HNRNP X) (CBP).//4.90E-91//200aa 
//64%//Q61990 

C-Y79AA1000782//CYT0S0UC PURINE 5' -NUCLEOTIDASE 
(EC 3. 1. 3. 5) . //3. 00E-37//469aa//27%//P49902 
C-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRN 
A, complete cds. //I. i0E-236//1076bp//99%//AF098799 
C-Y79AA1000794//Homo sapiens act! n- associated prot 
ein 2E4/kaptin (2E4) mRNA, 2E4-1 allele, complete 
cds. //0// 1 6 1 0bp//99%//AF 1 05369 50 
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C-Y79AA1000800//Homo sapiens putative secreted pro 
tein (ZSIG11) mRNA, complete cds. //1.60E- 284// 1288 
bp//99X//AF072733 

C-Y79AA1000833//TUBULIN ALPHA- 1 CHAIN. //5.00E- 173/ 
/220aa//79%//P05209 

C-Y79AA1000962//MY0SIN HEAVY CHAIN, NON-MUSCLE (ZI 
PPER PROTEIN) (MY0SINII).//4.20E-17//430aa//27%//Q 
99323 

C-Y79AA1000966//Homo sapiens C0P9 complex subunit 
4 mRNA, complete cds. //0//1586bp//99%//AF100757 
C-Y79AA1000968//Rattus norvegicus initiation facto 
r el F-2B gamma subunit (el F-2B gamma) mRNA, complet 
e cds. //3. 90E- 248//1 468bp//87%//U38253 
C-Y79AA1000985//Human centrosomal protein kendrin 
mRNA, complete cds.//4.70E-151//985bp//87V/U52962 
C-Y79AA1001048//ACYL-C0A DEHYDROGENASE, VERY-LONG- 
CHAIN SPECIFIC PRECURSOR (EC 1.3.99.-) (VLCAD) . // 
3. 10E-138//583aa//47%//P45953 
C-Y79AA1001211//Homo sapiens origin recognition co 
mplex subunit 6 (0RC6)mRNA, complete cds. //0//1435 
bp//99%//AF139658 

C-Y79AA1001233//ESTRADI0L 17 BETA- DEHYDROGENASE 1 
(EC 1.1.1.62) (17-BETA-HSD 1) (17-BETA-HYDROXYSTER 
OID DEHYDROGENASE 1) . //7. 70E-50//228aa//42V/P5165 
7 

C-Y79AA1001236//Homo sapiens cell division protein 
mRNA, complete cds. //0//16 1 2bp//99%//AF06301 5 
C-Y79AA1001299//Homo sapiens mRNA for integrase in 
teractor lb protein (INI IB). //0//996bp//99%//AJ011 
738 

C-Y79AA1001312//ZINC FINGER PROTEIN MLZ-4 (ZINC FI 
NGER PROTEIN 46) . //0. 000000023//193aa//30%//Q03309 
C-Y79AA1001323//Mus musculus mRNA for GSG1, comple 
te cds. //3. 30E-172//1171bp//83%//D87325 
C-Y79AA1001384//Homo sapiens very large G- protein 
coupled receptor- 1 (VLGR1) mRNA, complete cds. //0/ 
/4708bp//99%//AF055084 

C-Y79AA1001391//H0ME0B0X PROTEIN H0X-A13 (H0X-1J). 

//I. 20E- 58//1 78aa//66%//P3 1 27 1 

C-Y79AA1001394//CELL DIVISION PROTEIN FTSH H0M0L0G 
(EC 3.4.24.-). //1 . 20E- 13//230aa//32%//083746 

C-Y79AA1001402//Hamo sapiens paraneoplastic cancer 

-testis-brain antigen(MA4) mRNA, partial cds.//8.5 

0E-65//784bp//62%//AF0831 15 
Y79AA1001493//UBI QUI TI N- CONJUGAH NG ENZYME E2-17 
KD 9 (EC 6.3.2.19) (UBI QUI TIN- PROTEIN LI CASE 9) 

(UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B).//3.80E-18 

//151aa//38%//P35132 

C-Y79AA1001533//Mouse mRNA for RNA polymerase I as 
sociated factor (PAF53), complete cds.//4.50E-193/ 
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/1333bp//80%//D14336 

C- Y79AA 1 00 1 548//PH0SPHATI DYU NOSI TOL 4-KINASE ALPH 
A (EC 2.7.1.67) (PI4-KINASE) (PTDINS- 4 -KINASE) (PI 
4R-ALPHA) . 111. 50E-76//85aa//90%//P42356 
C - Y79AA 1001581 //ACETYL- COENZYME A SYNTHETASE (EC 
6.2.1.1) (ACETATE— COALI CASE) (ACYL- ACTIVATING EN 
ZYME) . //1. 90E-40//482aa//27%//P27550 
C- Y79AA1 00 1 594//HYALUR0NAN-HEDI ATED MOTILITY RECEP 
TOR (HYALURONIC ACID RECEPTOR). III. 50E-14//410aa// 
24%//Q00547 10 
C-Y79AA1001603//P0LYPEPTIDE N-ACETYLGALACTOSAHNYL 
TRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP ACETYLGALA 
CTOS AMI NYLTRANSFERASE) (UDP- GALNAC: POLYPEPTIDE, N- 
ACETYLGALACTOSAMI NYLTRANSFERASE) (GALNAC-T1) . //I . 
70E-84//31 3aa//48%//Q07537 

C-Y79AA1001613//ZINC FINGER PROTEIN 132. //3. 80E-91 
//209aa//41%//P52740 

C-Y79AA1001679//Homo sapiens lambda-crystallin mRN 
A, complete cds. //3. 4e-310//1430bp//98%//AF077049 
C-Y79AA1001692//Mus musculus strain C57BL/J germ c 20 
ell-less protein (Gcl)mRNA f complete cds.//1.40E-7 
8//227aa//40%//Q01820 

C-Y79AA1001705//Homo sapiens p53 regulated PA26-T2 
nuclear protein (PA26) mRNA, complete cds.//3.40E 
-47//626bp//68%//AF033120 

C-Y79AA1001711//Human 60-kdal ribonucleoprotein (R 
o) mRNA, complete cds.//1.20E-258//1185bp//99%//J0 
4137 

C-Y79AA1001827//Homo sapiens mammalian inositol he 
xakisphosphate kinase2 (IP6K2) mRNA, complete cds. 30 
//0//1689bp//98%//AF177145 

C-Y79AA1001866//Homo sapiens zinc finger protein Z 
NF180 (ZNF180) mRNA, complete cds. //0//2927bp//97% 
//AF192913 

C-Y79AA1001874//0X40L RECEPTOR PRECURSOR (ACT35 AN 
TIGEN) (TAX-TRANSCRI PTI ONALLY ACTIVATED GLYCOPROTE 
IN 1 RECEPTOR) (CD134 ANTIGEN).//4.50E-08//135aa// 
31%//P43489 

C- Y79AA 1 00 1 875//RAS- RELATED PROTEIN RAB-7.//9.40E- 
12//34aa//97%//P51149 40 
C-Y79AA1001923//Homo sapiens F-box protein Fbx22 
(FBX22) gene, partial cds.//7. 10E-52//279bp//97%// 
AF1 74602 

C-Y79AA1001963//PUTATIVE PRE-MRNA SPLICING FACTOR 
ATP- DEPENDENT RNA HEUCASE SPAC10F6.02C.//1.00E-10 
//94aa//47%//042643 

C- Y79AA1 002027//UBI QUITIN-CONJUGATI NG ENZYME E2-18 
RD (EC 6.3.2.19) (UBI QUI TIN- PROTEIN LI CASE) (UBI 
QUI TIN CARRIER PROTEIN) (PM42) .//9.90E-39//143aa// 
52V/P42743 50 
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C-Y79AA1002083//H. sapiens mRNA for MUF1 protein.// 
5. 00E-163//752bp//99%//X86O18 
C- Y79AA1 002 1 03//ZI NC FINGER PROTEIN ZFP-36 (FRAGME 
NT) . III. 00E-257//549aa//76%//P16415 
C-Y79AA1002139//DNAJ PROTEIN HOMOLOG 1 (DR0J1).// 
9. 00E-17//120aa//45%//Q24133 
C-Y79AA1002204//C0MPLEXIN 2 (SYNAPHIN 1) (921-L)./ 
II. 50E-09//131aa//35%//Q13329 
C-Y79AA1002208//ANKYRIN. //8. 10E-34//188aa//38%//Q0 
2357 

C-Y79AA1002209//TYR0SYL-TRNA SYNTHETASE (EC 6.1.1. 
1) (TYROSINE- -TRNA LI CASE) (TYRRS).//1.60E-72//437 
aa//39%//P00952 

C-Y79AA1002210//TUM0R NECROSIS FACTOR, ALPHA-INDUC 
ED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN). //O. 000001 
8// 1 40aa//25%//Q 1 3829 

C- Y79AA100221 1//PH0SPHATI DYLETHANOLAMI NE- BI NDI NG P 
ROTEIN HOMOLOG F40A3.3.//1. 70E-17//146aa//35%//016 
264 

C-Y79AA1002229//DNA CROSS-LINK REPAIR PROTEIN PS02 
/SNM1 . 111. 10E- 17//213aa//31%//P30620 
C-Y79AA1002246//SYNAPT0TAGMIN V. III. 60E-28//286aa/ 
/32%//000445 

C-Y79AA1002258//Homo sapiens mRNA for HIP1R, compl 
ete cds.//0//2106bp//99%//AB013384 
C-Y79AA1002307//Homo sapiens astrotactin2 (ASTN2) 
mRNA, complete cds. //0//1209bp//99%//AFl 16574 
C-Y79AA1002311//R.norvegicus mRNA for cytosolic re 
siniferatoxin-bindingprotein. III. 90E-186//1130bp// 
82%//X67877 

C-Y79AA1002361//Rattus norvegicus mRNA for protein 
phosphatase 1 (GL-subunit).//6.90E-140//966bp//82 
%//Y18208 

C-Y79AA1002399//Homo sapiens mRNA for sperm protei 
n. //0//1 163bp//95%//X91879 

C-Y79AA1002416//Mus musculus CTP synthetase homolo 
g (CTPsH) mRNA, complete cds.//3.9e-317//1902bp//8 
6%//U49385 

C-Y79AA1002431//TRANSDUCI N-U KE ENHANCER PROTEIN 2 

(ESG2) . 119. 80E-62//318aa//35%//Q04725 
C-Y79AA1002433//Homo sapiens chromatin- specific tr 
anscription el ongationf actor FACT 140 kDa subunit 
mRNA, complete cds. //0//1 545bp//96%//AFl 52961 
C-Y79AA1002472//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//1.50E-136//472aa//49%//Q 
05481 

C-Y79AA1002482//ZINC FINGER PROTEIN 91 (ZINC FINGE 
R PROTEIN HTF10) (HPF7).//2.70E-137//340aa//51%//Q 
05481 

C-Y79AA1002487//Homo sapiens chromosome 5 F-box pr 
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otein Fbx4 (FBX4) mRNA, complete cds.//7.3e-311//l 
444bp//98%//AFl 29534 
[ 1 13 6] 
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* [Si] pME18SFL3i:pUC19FL3W^^^-Ci-7.y7' 

[03] «fiiF38S*«flct5lt5«ffl«S*^1-^5 
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C 1 2N 

C 1 2 P 
C 1 2Q 
// C 1 2 P 
GO 6 F 



1/21 
5/10 
21/02 
1/68 
21/08 
17/30 



F I 
C 1 2 P 
C 1 2Q 
C 1 2 P 
GO 6 F 
C 1 2N 



1 7 0 



21/02 
1/68 
21/08 
17/30 
15/00 
5/00 



C 5B0 7 5 
A 



1 7 0 F 
ZNAA 
A 



(31) ff£4t±ftl 

(32) f«5fel:l 

(33) ft%ffi±MI 
(31) 

(32) f#&0 

(33) ftftK±9II 



t#H2000 - 1 83767 (P2000 - 183767) 

¥l*12*p5fl 2 9(2000. 5. 2) 

0* (J P) 

1^^2000 - 24 1 899 (P2000 - 24 1 899) 

¥J*12*F6fl 9 0(2000. 6. 9) 

0* (J P) 



14(2002) -001(002) 



(72)*W# UJ* «- 

T*»*M»mit£^JE 3 -28- 3 - A 
101 

(72) 

^«*H?»m*8M508-19 - 202 
1=-JI**H*m»*^ 2-6 -23-102 
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(72)%W% £tfc £ F*-M#%) 4B024 AA20 BA01 BA07 BA41 BA61 

f- HKM^Hif rfTiSil$P1473- 4 -202 CA02 CA04 HA12 HA19 HA20 

(72) WM *- 4B063 QA01 QQ43 QR32 QR55 QR62 

««tRS:^fDmt^>a3-44-14-9- QS32 

204 4B064 AG01 AG27 CA10 CA19 CC24 

02) mm ±m m daoi dai3 

f-H»*5)tffi§f] 0 3-1 -10- B102 4B065 AA90X AA93Y AB01 BA02 

CA24 CA25 CA44 CA46 

4H045 AA10 AA11 BA10 CA40 DAOI 
DA75 EA20 EA50 FA74 

5B075 ND02 UU19 
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